I ROYAL SOCIETY
Chemical OF CHEMISTRY

»
Science -

View Article Online
View Journal

EDGE ARTICLE

Boosting peptide half-life: enabling efficient

{'.) Check for updates‘
generation of Fc—peptide conjugates

Cite this: DOI: 10.1039/d6sc02646j

Mahri Park, {22 Friederike M. Dannheim, 2@ Monika A. Papworth,” Richard Kay,®
Elpida Tsonou,® Daniel Trajkovski,® Stephen J. Walsh, 2@ Daniel Hovdal,
Thomas Wharton, €22 Anne-Chloe Nassoy,” Jeremy S. Parker (29

and David R. Spring (& *@

All publication charges for this article
have been paid for by the Royal Society
of Chemistry

Therapeutic peptides constitute a valuable class of drug candidates due to their ability to modulate targets
which are often considered ‘undruggable’ by traditional small molecule drugs. Nevertheless, many peptides
suffer from extremely short plasma half-life which limit their therapeutic potential. The fusion of therapeutic
peptides to the Fc region of IgG antibodies has emerged as a highly established and effective approach for
prolonging the systemic half-life of peptides. These Fc-fusion compounds are produced using recombinant
techniques, expressed as a single linear polypeptide chain. However, such recombinant approaches limit
incorporation of non-proteinogenic features such as peptides with non-natural amino acids, unnatural
cyclic peptides, or pharmaceutical oligonucleotides. These features can increase stability, improve
biological activity, and offer unique chemical properties. Therefore, the development of novel methods
for the generation of Fc-fusion proteins which allow incorporation of these non-proteinogenic
components is desirable. This work reports a semi-synthetic strategy for generating Fc—peptide
conjugates through the design, synthesis, and bioconjugation of functionalised disulfide re-bridging
linkers. Using this approach, an Fc—peptide conjugate was generated displaying retained biological
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Introduction

Peptides represent an extensive pool of valuable drug candi-
dates.* Compared to traditional small molecule drugs, these
molecules possess certain advantages such as high specificity
and low toxicity resulting from exceptionally strong binding to
their targets.” This strong binding is a result of the large
chemical space covered by side-chain variations of native amino
acids.>* These qualities allow lower dosing and minimise off-
target side effects resulting in an improved drug safety profile.
In addition, the size and topology of these biotherapeutics
allows them to interact with many sites which small molecule
drugs are unable to target. Small molecules can efficiently bind
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generation of Fc—peptide conjugates.

to pockets that naturally accept small ligands, however di-
srupting disease-associated protein-protein interactions (PPIs)
- which often occur through flat surfaces rather than distinct
binding pockets - continues to be a significant challenge.® In
contrast, biotherapeutics such as peptides and small protein-
based structures are able to inhibit PPIs that small molecules
cannot.*® Despite these benefits, the therapeutic application of
these biomolecules is limited by their rapid clearance and short
half-life in circulation which arise from a combination of
factors, including proteolytic degradation, rapid metabolism,
and a high susceptibility to renal clearance.®*” A common half-
life extension strategy involves the fusion of a biotherapeutic
to the Fe portion of an IgG antibody, resulting in what is known
as an Fc-fusion compound.®® This approach is one of the most
effective techniques for the half-life extension of peptide and
protein biotherapeutics. IgG antibodies exhibit an extraordi-
narily long half-life of approximately 21 days.' This long
circulatory half-life is due to their large size and ability to bind
the neonatal Fc receptor (FcRn) which allows the antibody to be
rescued from lysosomal degradation.*™** IgG binds to the FcRn
via the Fc domain, therefore biomolecules of interest can be
joined to an Fc protein as a valuable half-life extension mech-
anism. Fc fusions and conjugates have an extended circulation
half-life due to this interaction with the FcRn receptor and
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additionally due to the increased hydrodynamic diameter of the
protein species compared to free drug which slows renal
filtration. There are approximately 13 Fc fusion therapeutics
approved in the European Union and the United States and
a further estimated 37 therapeutic fusion products in the
clinic."** Despite the successes of Fc fusion proteins, an
outstanding problem in this field is the lack of efficient
methods that enable the incorporation of non-proteinogenic
payloads. Fc-peptide fusions are fully recombinant molecules,
coded in DNA and expressed as a single, continuous poly-
peptide chain. In contrast, Fc-peptide conjugates are bi-
oconjugates in which the Fc domain and peptide are produced
separately and subsequently joined through chemical coupling
after production. Notably, recombinant production of Fe-fusion
compounds prevents the incorporation of many cargoes such as
unnatural peptides, cyclic peptides, oligonucleotides, nucleic
acids, lipids, PEGs and small molecule payloads such as those
found in ADCs. In addition to these limits, the overall
recombinant production of Fe-fusion compounds can be time
consuming and require laborious case-by-case optimisation.

Recent efforts have resulted in several novel semi-synthetic
methods for the generation of Fc-conjugates as an alternative
to recombinant expression, which allow the incorporation of
non-proteogenic components.’*** However, these strategies
typically require extensive engineering or alteration of the Fc
protein to achieve functionalisation. Disulfide re-bridging
reagents have emerged as an attractive technique for the effec-
tive functionalisation of antibodies. Notably, in 2022, Novo
Nordisk reported the development of insulin-Fc conjugates
using trifunctional bishalo-acetamide linkers.>* These linkers
enabled acylation of a lysine residue on insulin and re-bridging
of a reduced interchain disulfide bond within the Fc protein. To
limit insulin receptor-mediated clearance, conjugates with only
one insulin per Fc domain were produced by engineering an Fc
protein with a single hinge-region disulfide bond, preventing
half-Fc formation. Because the Fc hinge region is sterically
shielded, flexible peptide spacers of varying lengths were
inserted between insulin and Fc which influenced conjugate
size and receptor affinity.®* Overall, the strategy generated
a potent insulin-Fc conjugate with extended half-life. However,
it relies on engineered Fc protein and was developed specifically
for insulin, therefore may be less applicable to other peptides,
especially those containing lysine residues as part of the active
sequence.

In 2023, Thoreau et al. applied bis-dibromopyridazinedione
(bis-diBrPD) chemistry to generate Fc-conjugates.® A tri-
functional linker, consisting of two phenyl azide-containing
pyridazinedione moieties connected by a tetrazine unit, was
used to re-bridge two reduced Fc hinge disulfides. Fc fragments
obtained by papain digestion were reduced, purified, and
conjugated with good efficiency and homogeneity. The result-
ing Fc conjugates displayed two phenyl-N; handles and one Me-
Tz handle, which enabled copper-free click chemistry with
payloads such as rhodamine, fluorescein, or biotin. The
approach provided rapid conjugation with low linker equiva-
lents and avoided the need for recombinant proteins, though its
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application to therapeutic peptides and half-life extension has
not yet been evaluated.

The same bis-diBrPD strategy was also employed to generate
bispecific antibodies.*® By re-bridging Fc disulfides and
attaching two distinct Fab fragments via click chemistry, IgG-
like bispecifics were produced. A T cell-engager created with
this method was able to effectively kill HER2+ve cells in co-
culture assays. This represents one of the first demonstrations
of site-selective chemical modification of a non-engineered Fc
fragment. However, their work did not extend to the formation
of Fe-peptide conjugates, nor did it evaluate the pharmacoki-
netics of the resulting constructs. This highlights the need for
efficient chemical strategies to generate Fc-peptide conjugates
with demonstrated biological efficacy and extended circulation
half-life.

Herein, we present a disulfide re-bridging strategy employ-
ing a dual-bridging linker capable of reacting with the four
cysteine residues of a reduced IgGl Fc fragment, effectively
restoring all interchain disulfide bonds (Fig. 1). Incorporation
of this reagent into a two-step re-bridging-click workflow
permits the efficient synthesis of Fc conjugates that display
both preserved biological efficacy and substantially prolonged
circulation times, thereby providing a non-recombinant route
to long-acting Fc-based therapeutics.

Results and discussion

In an IgG1 Fc protein, reduction of the two interchain disulfide
bonds exposes four reactive cysteine residues, providing suit-
able sites for selective re-bridging. To exploit this, the Spring
Group developed a bis-divinylpyrimidine (BisDVP) linker con-
taining two cysteine-reactive moieties, originally designed to
restore disulfide connectivity in full IgG antibodies and prevent
“half-antibody” formation.** This linker was therefore ideal for
Fc re-bridging, incorporating a functional alkyne handle for
copper-catalysed azide-alkyne cycloaddition (CuAAC) to enable
site-specific drug attachment. The spacing between the two DVP
units was previously optimised using IgG1 crystal structure
data, which indicated an interchain disulfide distance of
approximately 20 A, ensuring structural compatibility.> A series
of BisDVP linker variants bearing different click handles were
synthesised to facilitate Fc conjugate formation (Fig. 2A, see SI
for full synthetic details). These were synthesised using tradi-
tional solution-based chemical synthesis but could be syn-
thesised by solid-phase synthesis, following an approach
analogous to our recent TetraDVP work.** BisDVP thus acts as
a dual-bridging reagent with a functional handle, enabling
covalent restoration of disulfide bonds while introducing
a point of further modification. Fc protein was obtained either
by recombinant expression in mammalian cells (to produce Fc
protein 4) or by papain digestion of the full-length IgG1 anti-
body trastuzumab?® (to produce Fc protein 5) (Fig. 2B, see SI).
Both Fc proteins 4 and 5 share an identical amino acid
sequence, with the sole exception that Fc 4 contains four
additional residues N-terminal to the hinge region. In Fc 5,
these residues were removed by enzymatic digestion. This
structural difference may account for the modest variation in

© 2026 The Author(s). Published by the Royal Society of Chemistry


http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/D6SC02646J

Edge Article

View Article Online

Chemical Science

a) Recombinant expression

‘ Insulin ‘ Linker
| | “NH

B

{8

Fc-fusion

v/ High homogeneity </ Site specific
V/ Scalable
Limited to genetically encodable payloads

Expression complications: low yields, misfolding

Case-by-case optimisation required (not modular)

b) Tagmose (2022, Novo Nordisk)

/ FcRn binding

v/ Site selective

« Insulin activity in vitro

\ — ﬁ Oiﬁ ©
™

?SS?

Fc-insulin conjugate

v Insulin activity in vivo

c) Thoreau (2023)

o o

S I N.’v*.v\‘vw,‘v\,:‘ | S

s NNs
0 3 $ 0

H H

Click Click

Handle Handle

Fc-fluorophore/

biotin conjugates

Fc engineering required
/ Site selective
v/ No Fc engineering required

v/ Rapid synthesis
Developed specifically ISy

for insulin therapeutic
No therapeutic peptide examples

No in vitro or in vivo assessment

d) This work

=3 S 1 i
g—s- i) Reduction SH 3{% (\:/g HS
= L
ii) Bioconjugation . .
BisDVP linker

R =Click handle: alkyne/DBCO/
alkyne-azide dual handle

Fc protein

~ FcRn receptor binding ~/ Peptide activity in vitro

v/ Rapid synthesis

R Peptide
T Y
K Yo j_w<}q z: CUAAC or SPAAC

Fc-linker conjugate

v Extended half-life of peptide in vivo ~/ No Fc engineering required

/ site selective with high homogeneity ~/ Fc-BisDVP conjugate stable in plasma

N

S /=t ; N= s
Annhan,
53;“) <}~: 7 s

QQQQQ—NS

or
QOQQC}DBCO

Therapeutic
peptide

(Not to scale) Fc-peptide conjugates

Fig. 1 Examples of Fc-fusion and Fc-conjugate generation: recombinant expression to generate Fc-fusion (a), generation of Fc—insulin
conjugate® (b), generation of Fc—fluorophore/biotin conjugates®? (c) and the general principle for the formation of Fc—peptide conjugates via the
re-bridging of two disulfide bonds of Fc protein with a bis-divinylpyrimidine trifunctional linker, introducing a click handle allowing the
attachment of a therapeutic peptide (d). Note the illustrations shown of Fc—linker conjugates throughout are not to scale.

conditions required for their conjugation. Enzymatic digestion
of antibodies provides a rapid and accessible route to Fc frag-
ments using readily available, off-the-shelf antibodies (which
are themselves recombinantly expressed but typically obtained
commercially). However, digestion is unsuitable for large-scale
production, where recombinant expression provides a more
practical and scalable solution. As unmodified, non-engineered,
IgG1 Fc is relatively easy to express and requires minimal
optimisation, both approaches were considered valuable and
employed for Fc generation. The interchain disulfide bonds of
the IgGl Fc protein were selectively reduced using tris(2-
carboxyethyl)phosphine hydrochloride (TCEP) for 1 hour, fol-
lowed by incubation with BisDVPs 1, 2 or 3 at 37 °C for 1-2
hours (Fig. 2C-E). The reaction mixtures were then passed
through a desalting column and subjected to buffer exchange/
ultrafiltration, yielding Fc-BisDVP conjugates 6, 7, and 8
(Fig. 2C-E). Characterisation by liquid chromatography-mass
spectrometry (LC-MS) and reducing SDS-PAGE confirmed effi-
cient disulfide re-bridging, with each conjugate incorporating
a single linker per Fc protein, exhibiting high purity and
homogeneity. SDS-PAGE analysis demonstrated minimal
formation of “half-Fc” species, indicating that the predominant
Fc-conjugate product resulted from successful re-bridging of
the interchain disulfide bonds, thereby restoring covalent

© 2026 The Author(s). Published by the Royal Society of Chemistry

linkage between the two Fc heavy chains (Fig. 2C-E). Impor-
tantly, non-covalent interactions between the two heavy chains
preserved their association throughout reduction, enabling
complete re-bridging without formation of dissociated heavy
chains. The resulting Fc conjugates contained an accessible
click handle for subsequent functionalisation. Following opti-
misation of Fc bioconjugation, control experiments were per-
formed to confirm the chemoselectivity and connectivity of the
Fc-BisDVP conjugate. To assess chemoselectivity, non-reduced
Fc (lacking free thiols) was incubated with BisDVP 1 at 37 °C
for 2 h. LC-MS analysis of the reaction (for both digested and
recombinant Fc) showed only unmodified Fc protein, confirm-
ing that BisDVP reacts exclusively with free cysteine residues
(see SI). To verify the connectivity, Fc proteins modified with 1
were treated with excess N-(tert-butoxycarbonyl)-L-cysteine
methyl ester to quench any unreacted vinyl groups indicative of
incomplete re-bridging. LC-MS analysis detected only the ex-
pected mass adducts and no addition of cysteine (see SI). These
results demonstrate that BisDVP achieves site-selective and
complete disulfide re-bridging in both Fc protein formats. With
respect to the regioselectivity of the Fc-linker conjugation - the
four thiols of the Fc can react with the four vinyl groups of the
BisDVP linker in multiple orientations (see SI) but this vari-
ability is not therapeutically relevant as the resulting
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Fig. 2

(A) Structures of BisDVP linkers 1, 2 and 3. (B) Reaction scheme of enzymatic Fc production from native mAb and expression of

recombinant Fc protein, followed by TCEP reduction of Fc (C) reaction of reduced Fc 5 (from enzymatic digestion) with BisDVP 1, to form Fc-
conjugate 6. LC-MS and SDS-PAGE analysis of Fc-conjugate 6. (D) Reaction of reduced Fc 5 (from enzymatic digestion) with BisDVP 2, to form
Fc-conjugate 7. LC-MS and SDS-PAGE analysis of Fc-conjugate 7. (E) Reaction of reduced Fc 4 (from recombinant expression) with BisDVP 3, to
form Fc-conjugate 8. LC-MS and SDS-PAGE analysis of Fc-conjugate 8. All SDS-PAGE using 12% polyacrylamide gel under reducing conditions.

Lane: M = molecular weight marker.

regioisomers are expected to have equivalent properties. For
simplicity, the Fc-BisDVP conjugates will be illustrated as
a single isomer throughout. To evaluate the final step of Fc-
conjugate synthesis, the alkyne-containing Fc-BisDVP conju-
gate was reacted with Alexa Fluor™ 488 Azide via copper-
catalysed azide-alkyne cycloaddition (CuAAC) in PBS with
CuSO,-5H,0, THPTA, and sodium ascorbate for 6 hours, using
24 equivalents of fluorophore (Fig. 3A). Excess reagents were
removed by sequential desalting with two Zeba™ Spin Columns
(7K MWCO). SDS-PAGE with in-gel fluorescence confirmed
attachment of Alexa Fluor 488 (AF488) to the Fc fragment, and
UV-vis analysis indicated near-complete conversion with
a fluorophore-to-antibody ratio of 0.9, demonstrating the effi-
ciency of the CuAAC reaction (Fig. 3C). To assess the stability of

Chem. Sci.

Fc conjugates in human plasma, we compared the performance
of BisDVP linkages with conventional maleimide conjugates.
Alexa Fluor 488 was introduced as a fluorescent reporter to allow
qualitative analysis of payload transfer by SDS-PAGE. The
resulting Fc-BisDVP-AF488 (9) and Fc-maleimide-AF488 (S21)
conjugates were incubated in human plasma at 37 °C for up to
14 days, with aliquots collected at defined intervals and ana-
lysed by in-gel fluorescence (Fig. 3, see SI). As expected, the Fc-
maleimide-AF488 conjugate S21 exhibited instability, with
fluorescence transfer to human serum albumin (HSA, ~67 kDa)
detectable after four days (see SI). This observation is consistent
with the known susceptibility of thiosuccinimide linkages to
retro-Michael deconjugation, leading to payload release and
interception by the free cysteine residue on HSA.*” In marked

© 2026 The Author(s). Published by the Royal Society of Chemistry
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(A) CUAAC reaction between 6 and Alexa Fluor™ 488 azide to form conjugate 9. (B) UV-visible absorbance of 9. (C) SDS-PAGE analysis of

6 and 9 under reducing conditions. (D) Stability analysis of Fc-conjugate 9 in human plasma by SDS-PAGE under non-reducing conditions; M =
molecular weight marker, P = human plasma, days of incubation are depicted above the representative lane. Left gel is after Coomassie staining,
right gel is in-gel fluorescence measured before staining (see S| for maleimide control).

contrast, the Fc-BisDVP-AF488 conjugate 9 showed no detect-
able transfer of fluorescence to plasma proteins throughout the
14 day incubation (Fig. 3D). The stability of the BisDVP conju-
gate is attributed to the formation of a robust thioether linkage
and the incorporation of four covalent attachments between the
Fc protein and linker-payload, providing enhanced resistance to
exchange reactions. These data demonstrate that BisDVP link-
ages offer significantly greater plasma stability compared with
maleimides. This property is particularly advantageous for the
development of Fc conjugates, where premature release of
therapeutic payloads could reduce efficacy and half-life.

With an efficient strategy for generating Fc-conjugates
established, we next aimed to produce an Fc-peptide conju-
gate. Afamelanotide, a synthetic a-melanocyte-stimulating
hormone analogue and FDA-approved treatment for erythro-
poietic protoporphyria, was selected as the model peptide
(Fig. 4).*® Despite its clinical efficacy, afamelanotide has a short
plasma half-life (~30 min), necessitating administration via
subcutaneous implant, which can cause adverse local reactions
and limit patient compliance.*® To enable site-specific attach-
ment to the Fe-BisDVP-alkyne conjugate via CuAAC, afamela-
notide was modified to include an azide handle by introducing
the unnatural amino acid azido-i-lysine residue at the N-
terminus. The active site responsible for stimulating the mela-
nocortin 1 receptor is the ‘His-p-Phe-Arg-Trp’ sequence,*®** thus
addition of azido-lysine at the N-terminus should in theory not
affect the therapeutic activity of the peptide. Afamelanotide-
azide was synthesised by solid-phase peptide synthesis (SPPS)

© 2026 The Author(s). Published by the Royal Society of Chemistry

(see SI). Fc-BisDVP conjugate 6 was reacted with 24 equivalents
of peptide under CuAAC conditions for 6 hours (Fig. 4A). After
desalting and ultrafiltration, LC-MS (Fig. 4B) and SDS-PAGE
(Fig. 4C) analysis showed that the desired Fc-afamelanotide
conjugate 10 was formed in excellent conversion, homogeneity
and purity. Next, afamelanotide-azide was reacted with a Bi-
sDBCO linker to form afamelanotide-DBCO (see SI). The afa-
melanotide-DBCO was then reacted with BisDVP conjugate 7 in
a strain-promoted azide-alkyne click (SPAAC) reaction (Fig. 4D).
LC-MS and SDS-PAGE analysis showed that the desired product
11 was formed in good purity (Fig. 4E and F). This Fc-afame-
lanotide conjugate 11 was then further reacted in a CuAAC
reaction with Alexa Fluor™ 488 Azide (Fig. 4G). LC-MS and SDS-
PAGE analysis (including in-gel fluorescence imaging)
confirmed that the desired conjugate 12 was formed in excellent
purity (Fig. 4H and I). This result highlights the ability of our
system to orthogonally append two different payloads, allowing
facile access to dual payload conjugates. Finally, Fc-BisDVP
conjugate 8 was reacted with afamelanotide-azide in a SPAAC
reaction (Fig. 4]). After desalting and ultrafiltration, LC-MS
analysis revealed presence of the desired Fc-afamelanotide
conjugate 13 with excellent conversion and purity (Fig. 4K). SDS-
PAGE analysis also supports this observation with the presence
of one main band on the gel (Fig. 4L). For completion, the
SPAAC reaction was also carried out on Fc-BisDVP-DBCO ob-
tained using Fc protein that was obtained by enzymatic diges-
tion rather than recombinant expression (see SI). LC-MS
analysis revealed formation of the desired Fc-afamelanotide

Chem. Sci.
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(A) CUAAC of 6 to form Fc—afamelanotide 10. (B) Analysis of 10 by LC-MS, deconvoluted MS; expected 52 449 Da and observed and 52

453 Da. Peaks < 30% not annotated for clarity — full spectrum available in SI. (C) Analysis of 10 by SDS-PAGE. (D) CuAAC of 7 to form 11. (E)
Analysis of 11 by LC-MS, deconvoluted MS; expected 53 505 Da and observed 53 520 Da. (F) Analysis of 11 by SDS-PAGE. (G) CuAAC of 11 with
AF488-azide to form 12. (H) Analysis of 12 by LC-MS, deconvoluted MS; expected 54 178 Da and observed 54 173 Da. (I) Analysis of 12 by SDS-
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pected 53709 Da and observed 53 707 Da. Peaks < 10% not annotated for clarity — full spectrum available in SI. (L) Analysis of 13 by SDS-PAGE. All
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conjugate in equally good conversion and purity as the
recombinant form with SDS-PAGE supporting this observation
(see SI, Fig S9).

Having demonstrated successful Fc-peptide conjugation
using afamelanotide, we next applied this strategy to the
glucagon-like peptide-1 (GLP-1) receptor agonist exenatide

Chem. Sci.

which is used for the treatment of type two diabetes.**** Exe-
natide was chosen due to the availability of GLP-1 assays to
enable the biological evaluation of the Fc-peptide conjugate
and validate this method. Previous work by Novo Nordisk on the
development of an Fc-insulin conjugate highlighted the
importance of the spacer length between the Fc protein and
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attachment site of the therapeutic.*® Novo Nordisk's work
showed that an optimal activity for the Fc-insulin conjugate was
observed when using a flexible PEG-like (GQEP),, amino acid
spacer (~3.5 kDa), conversely when no spacer was incorporated,
they saw a complete loss of activity. Based on these findings, we
incorporated a similar design principle, introducing an azido-
lysine residue into the exenatide sequence for CUAAC conjuga-
tion and two PEG12 linkers in between this residue and the
exenatide sequence to provide sufficient separation between the
Fc and the peptide's receptor-binding domain, minimising
steric hindrance.

The SPAAC reaction was carried out between Fc-BisDVP-
DBCO and exenatide-PEG24-azide however a small impurity was
observed by LC-MS which was thought to be due to instability of
the DBCO moiety on the Fe-BisDVP-DBCO. Due to the large size
of the exenatide-PEG24-azide we believed that the SPAAC reaction
proceeded more slowly than for the afamelanotide-azide and that
this longer SPAAC reaction at 37 °C may promote degradation of
the DBCO. It was also thought that the development of a one-pot
reaction may accelerate the production of the conjugates. To this
end, the reaction conditions were optimised to circumvent
formation of the impurity - presumed to arise from degradation
of the DBCO linker - and to enhance overall process efficiency. Fc
protein was first reduced with 10 equivalents of TCEP, shaking at
37 °C for 1 hour as per standard conditions. After which the
reduced Fc solution was cooled to room temperature. To the
reduced Fc solution was added 20 equivalents of BisDVP 3. This
was then allowed to react at room temperature with no shaking
for 2 hours (Fig. 5A). The reaction mixture was then taken forward
for a SPAAC reaction without purification. A SPAAC reaction was
carried out with 25 equivalents of exenatide-azide, at 4 °C for 2
hours. LC-MS analysis revealed good conversion to the Fc-exe-
natide conjugate 15 (Fig. 5B) and pleasingly, no impurity was
detected by LC-MS. This proved successful formation of Fc-exe-
natide species in a one-pot reaction and good conversion to the
desired conjugate using a large therapeutic peptide moiety (~5.5
kDa). A minor impurity was observed corresponding to over
addition of linker, specifically an Fc protein with two BisDVP
linkers attached and functionalised with two exenatide peptides
(64 000 Da) (Fig. 5B). LC-MS analysis showed a significant amount
of excess exenatide (~5.5 kDa) remained in solution with the Fc-
exenatide conjugate (57 kDa), after ultrafiltration with a molecular
weight cut-off (MWCO) of 10 kDa (see SI). Therefore, protein A
purification was employed, exploiting its specific binding to the
Fc region to separate the conjugate from unbound exenatide.
Following washing, elution, neutralisation, and buffer exchange
into PBS, LC-MS analysis confirmed removal of the peptide
impurity and yielded a Fc-exenatide conjugate in good purity (see
SI, Fig. S1 and S2).

Biological evaluation

cAMP potency assay. The biological activity of Fc-exenatide
was assessed using a cyclic AMP (cAMP) assay,* employing
HTRF® technology.”” This method utilises Forster resonance
energy transfer (FRET) to quantitatively monitor intracellular
cAMP levels, serving as a surrogate marker for GLP-1 receptor-

© 2026 The Author(s). Published by the Royal Society of Chemistry
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mediated GPCR activation by exenatide and its conjugates. In
this assay, endogenous cAMP production competes with a fluo-
rescently labelled tracer for antibody binding, resulting in an
inverse correlation between fluorescence signal and agonist
potency. This robust and widely applied method enabled
comparative evaluation of exenatide, exenatide-PEG24-azide, Fc-
exenatide, and a dulaglutide analogue (a clinically relevant GLP-1
receptor agonist and Fc fusion compound). As expected, exena-
tide exhibited the highest potency (EC50 = 7.8 pM) (Fig. 5D and
E). Incorporation of the PEG24 spacer reduced potency (50.1 pM),
likely due to conformational flexibility hindering receptor
binding. Conjugation to Fc resulted in a further reduction (139.8
pM), consistent with steric effects; however, Fc-exenatide
remained efficacious and only 18-fold less potent than exenatide.
Importantly, its potency was comparable to approved GLP-1
therapeutics, within an order of magnitude of the dulaglutide-
like analogue.***” Peptide conjugation to large biomolecules,
including Fc domains, often results in reduced biological activity.
In this work, we propose that the incorporation of a spacer, with
an informed design, between the peptide and the Fc moiety
enabled preservation of the pharmacological activity of the
peptide. Greater retention of activity between the conjugate and
the parent peptide may be achieved by incorporating a cleavable
linker, enabling release of the peptide in its active form and
reducing steric hindrance from the attached Fc protein. Overall,
these data demonstrate that Fc-conjugation retains clinically
relevant activity, supporting this approach as a viable strategy for
extending half-life while maintaining therapeutic efficacy.

FcRn binding immunoassay. Having established the bio-
logical activity of Fc-exenatide, we next evaluated its interaction
with the neonatal Fc receptor (FcRn), a key determinant of the
prolonged half-life of Fe-based therapeutics. Although the Fc
region was modified using the BisDVP linker, the conjugation
site lies within the hinge region and is spatially distant from the
FcRn binding interface (CH2-CH3 domain), suggesting
minimal risk of interference. FcRn binding was quantified
using the Lumit® FcRn Binding Immunoassay (Promega),
a sensitive bioluminescent competition assay based on Nano-
BiT® technology.”** In this format, Fc-containing analytes
compete with a labelled IgG tracer for receptor binding,
producing a concentration-dependent reduction in lumines-
cence. As expected, human serum albumin (HSA), which
engages FcRn at an alternative site, showed no competitive
binding, confirming assay specificity (Fig. 5F). Notably, Fc-
exenatide displayed FcRn binding comparable to, and in some
cases exceeding, that of control IgG, unmodified Fc, and
a dulaglutide analogue (Fig. 5F). These results demonstrate that
Fc-exenatide fully retains FcRn binding functionality despite
chemical modification, thereby supporting its potential to
benefit from FcRn-mediated recycling and achieve extended
systemic half-life.

In vivo assessment. The pharmacokinetics of the Fc-exena-
tide conjugate were evaluated in vivo to determine its circulation
half-life and demonstrate the potential of this platform for
peptide half-life extension. The study was conducted using
C57BL/6] female mice, with three treatment groups receiving
a single intravenous dose via tail vein injection of exenatide (3

Chem. Sci.


http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/D6SC02646J

Chemical Science

}

ii) BisDVP 3 (10 mM in DMSO,
20eq.) TBS, 2 h, rt

|

14
— 57448 20006 C o] 15 D 1
150 —
100—
— s
70— S
60 — - ®
50— S— .‘Z_'
= 40 — =5 2
X
30 —
57500 25— .
5365557397
64000 20 —
0 T ; T T T mass
40000 50000 60000
F
. R
=)
Compound EC, (PM) 3 21
Exenatide 7.8 25
@2
“Dulaglutide” 17.6 E g
S
Exenatide(PEG)24-N, 50.1 Zo
Fc-Exenatide 139.8 E
a

Fig.5
57 440 Da and observed 57 448 Da. (C) Analysis of Fc—exenatide 15 on

S=5S N &
S i N=\ s
i) TCEP (10 eq.)
TBS, 1 h, 37 °C, 400 rpm
' "

View Article Online

Edge Article

HGEGTFTSDLSKQMEEEAVRLFIE
WLKNGGPSSGAPPPS-PEG24-N3

Exenatide-N; (10 mM in DMSO, 25 eq.)

NaPi (0.1 M)/PBS (1:6), 2 h, 4 °C

15
00
07 Exenatide
60 -= "Dulaglutide”
40 Exenatide(PEG)24-N3
204 Fc-Exenatide
0_
-16
s -+ HSA
00
Fc (Recombinant)
—e— Control Ab
50 +— Dulaglutide
-= Fc-Exenatide
0

T T
-2 0

Log [Compound] / pg/mL
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12% polyacrylamide gel under reducing conditions. Lanes: M = molecular

weight ladder, 15 = Fc—exenatide 15. (D) % activation of GLP1R agonists determined by cAMP-based potency assay. (E) ECso values for GLP1R
agonists determined by cAMP-based potency assay. ECsq values (pM) were calculated using log(agonist) vs. response curve fit with variable slope
(four parameters) in GraphPad Prism. (F) Graph of normalised luminescence representing FcRn binding of each species.

mice), Fc-exenatide (3 mice), or PBS (2 mice) as a vehicle
control. Both exenatide and Fc-exenatide were administered at
25 nmol kg, calculated based on body weight at dosing. Blood
samples were collected at multiple timepoints over eight days,
and plasma was stored at —80 °C prior to analysis. Exenatide
was detectable only at the 1 hour timepoint (see SI), consistent
with its known short half-life in mice (~1.7-1.9 h).***' In
contrast, Fc-exenatide was detected up to 196 hours (Fig. 6).
Extraction from the mouse plasma was carried out using anti-Fc
antibody immobilised on beads, and then tryptic digestion to
generate peptides for LC-MS/MS peptide mapping analysis. The
Fc protein backbone generates 3 peptides which can be detec-
ted. Exenatide generates 2 peptides to be detected, one from the
middle of the sequence (mid-peptide) and one from the N-
terminus (N-terminal peptide) (Fig. 6). LC-MS/MS analysis
confirmed the presence of both the mid-sequence and N-
terminal exenatide peptides, indicating retention of the intact,
active molecule. However, evidence of N-terminal cleavage by
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dipeptidyl peptidase-4 (DPP4) was observed, consistent with
known GLP-1 analogue metabolism (see SI).*> The calculated
half-life of intact Fc-exenatide was 27-35 hours, with a calcu-
lated half-life of the mid peptide being 35-44 hours, meaning
the half-life could be further improved if the peptide incorpo-
rated a non-natural/stabilised amino acid at the N-terminal to
enable DPP4-resistance. Comparison with dulaglutide provides
useful context for these data. While dulaglutide exhibits a ~4-5
day half-life in humans, preclinical studies report shorter half-
lives in rodents (~1.5-2 days),” reflecting known species
differences in FcRn-mediated recycling. In this context, the half-
life observed for Fc-exenatide (~27-44 h) is consistent with
expected behaviour for Fc-containing constructs in rodent
models. This suggests that the pharmacokinetic profile is not
indicative of instability arising from the disulfide re-bridging
strategy. Importantly, a clear and significant extension in half-
life relative to native exenatide is achieved, supporting the
effectiveness of the conjugation approach and its potential for

© 2026 The Author(s). Published by the Royal Society of Chemistry
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(A) Generation of peptides and their mass spectra from tryptic digest of Fc—exenatide 15 and cleavage of N-terminal peptide of exenatide

in Fc—exenatide 15 by DPP4. (B) The PK profiles of each species after exclusion of 120 h timepoint in blood plasma measured from 1 hour to 196
hours. (C) Peptide exposure using a non-compartment approach (linear up-log down trapezoidal method) following iv bolus injections. *Last 3
datapoints used in calculation. **Sum of back-extrapolated (t; to tg) and extrapolated area (ts to infinity) is <10%.

further optimisation. These results provide the first in vivo
proof-of-concept for the Fc-BisDVP-peptide conjugation
strategy. These findings support the use of this approach for
generating long-acting peptide therapeutics.

Conclusions

In summary, we have established an approach that allows for
precise, site-selective modification of Fc proteins, enabling the
creation of highly uniform Fc-conjugates without relying on
recombinant methods. This strategy is based on reducing and re-
bridging Fc proteins using a single bridging linker, which
supports efficient site-specific bioconjugation and yields Fc-
conjugates of high stability and purity. Additionally, we incorpo-
rated an azido-r-lysine residue into the peptide sequence, which
facilitated covalent attachment to Fc-linker conjugates through
click chemistry with either therapeutic peptides and/or fluoro-
phores. The resulting Fc-conjugates remained stable in human
plasma. Biological activity studies of exenatide and Fc-exenatide
showed that potency of the peptide was retained, attributed to the
long linker length between the peptide and Fc domain. Moreover,
pharmacokinetic evaluation in vivo revealed that the Fc-exenatide
conjugate exhibited a significantly extended circulation half-life
compared with the exenatide peptide alone.

© 2026 The Author(s). Published by the Royal Society of Chemistry

We anticipate that this platform will be broadly applicable to
a diverse range of Fc proteins and therapeutic agents, mini-
mising the need for extensive case-specific optimisation and
offering strong potential to streamline the development and
scale-up of Fec conjugates for pharmaceutical applications.

Ethics approval

All animal experiments were conducted under the authority of
the UK Home Office in compliance with the Animals (Scientific
Procedures) Act 1986 (ASPA), under project license number
PP5753595. The study was carried out at the approved estab-
lishment in the University of Cambridge and adhered to the 3Rs
principle (Replacement, Reduction, Refinement). All proce-
dures were performed in accordance with institutional guide-
lines for the care and use of laboratory animals (Animal Welfare
& Ethical Review Body).

Author contributions

M. P, E. T.,, M. A. P,, R. K., and D. T. were involved in investi-
gation. D.R. S.,J. S. P,, A-C. N, M. A. P, F. M. D,, and S. J. W.
were involved in supervision. F. M. D. was involved in early
conceptualisation. D. H. was involved in in vivo data analysis.
The manuscript was written through contributions of all

Chem. Sci.


http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/D6SC02646J

Chemical Science

authors. All authors have given approval to the final version of
the manuscript.

Conflicts of interest

J.S.P,A.-C.N,M.A.P,,E. T.,D. H, and F. M. D. are employees
of AstraZeneca and may own stock or options of AstraZeneca.
Data availability

The data supporting this article have been included as part of
the supplementary information (SI). Supplementary informa-
tion is available. See DOI: https://doi.org/10.1039/d6sc02646j.

Acknowledgements

M. P. acknowledges an iCASE studentship from AstraZeneca.
The Spring Group acknowledges support from the EPSRC,
BBSRC, MRC, UKRI and Cystic Fibrosis Trust UK. The authors
are grateful to Dr Tim Schober for providing DBCO carboxylic
acid. The authors would like to thank the MRC for the purchase
of a mass spectrometer (MR/X012417/1). The in vivo studies
were conducted under the authority of a UK Home Office Project
Licence held by Prof. Kourosh Saeb-Parsy, whom we thank for
regulatory oversight and compliance. For Open Access, the
authors have applied a CC BY public copyright licence to any
Author Accepted Manuscript (AAM) version arising. Figures and
schemes have been made with use of BioRender.

Notes and references

1 L. Wang, N. Wang, W. Zhang, X. Cheng, Z. Yan, G. Shao,
X. Wang, R. Wang and C. Fu, Signal Transduct. Targeted
Ther., 2022, 7, 48.

2 S. Cao, Z. Lv, S. Guo, G. Jiang and H. Liu, J. Drug Deliv. Sci.
Technol., 2021, 61, 102124.

3 S. Gupta, N. Azadvari and P. Hosseinzadeh, BioDesign Res.,
2022, 2022, 9783197.

4 G.]. B. Philippe, D. J. Craik and S. T. Henriques, Drug Discov.
Today, 2021, 26, 1521-1531.

5 G. Rossino, E. Marchese, G. Galli, F. Verde, M. Finizio,
M. Serra, P. Linciano and S. Collina, Molecules, 2023, 28,
7165.

6 C. Lamers, Future Drug Discovery, 2022, 4, 2.

7 M. F. Lee and C. L. Poh, Pharm. Res., 2023, 40, 617-632.

8 B. L. Duivelshof, A. Murisier, J. Camperi, S. Fekete, A. Beck,
D. Guillarme and V. D'Atri, J. Sep. Sci., 2021, 44, 35-62.

9 S. B. Ebrahimi and D. Samanta, Nat. Commun., 2023, 14,
2411.

10 W. Wang, ]J. C. L. Maliepaard, T. Damelang, G. Vidarsson,
A. J. R. Heck and K. R. Reiding, ACS Cent. Sci., 2024, 10,
2048-2058.

11 (@) F. W. Brambell, Nature, 1963, 199, 1164-1166; (b)
F. W. Brambell, W. A. Hemmings and I. G. Morris, Nature,
1964, 203, 1352-1354.

12 M. Pyzik, L. K. Kozicky, A. K. Gandhi and R. S. Blumberg,
Nat. Rev. Immunol., 2023, 23, 415-432.

Chem. Sci.

View Article Online

Edge Article

13 Y. N. Lamb and S. M. Hoy, Drugs, 2023, 83, 807-818.

14 S. Ejaz, S. Gurugubelli, S. K. Prathi, Y. P. Martinez,
D. B. A. Agbor, P. Panday and A. K. Yu, Cureus, 2024, 16,
€58112.

15 A. S. Kubasch, P. Fenaux and U. Platzbecker, Blood Adv.,
2021, 5, 1565-1575.

16 M. Sanford, Drugs, 2014, 74, 2097-2103.

17 P. S. Kishnani, C. Rockman-Greenberg, F. Rauch,
M. T. Bhatti, S. Moseley, A. E. Denker, E. Watsky and
M. P. Whyte, Bone, 2019, 121, 149-162.

18 J. E. Frampton, Drugs, 2021, 81, 2035-2046.

19 (a) M. Zhang, D. Yu, C. Yang, Q. Xia, W. Li, B. Liu and H. Li,
Pharm. Res., 2009, 26, 204-210; (b) T. Qian, Y. Zhou, H. Zhou,
W.Wu, Y. Yuan, S. Yu and X. Xu, Clin. Ophthalmol., 2025, 19,
2965-2976.

20 K. K. Ciombor and J. Berlin, Curr. Oncol. Rep., 2014, 16, 368.

21 M. Schicht, K. Hesse, H. Schroder, E. Naschberger,
W. Lamprecht, F. Garreis, F. P. Paulsen and L. Bréduer, Ann.
Anat., 2017, 211, 135-139.

22 T. Wekerle and J. M. Griny06, Transpl. Int., 2012, 25, 139-150.

23 A. S. Yang, Semin. Hematol., 2015, 52, 12-15.

24 P. K. Vlachakis, P. Theofilis, S. Soulaidopoulos, E. Lazarou,
K. Tsioufis and G. Lazaros, Drug Des., Dev. Ther., 2024, 18,
3939-3950.

25 L. Moreland, G. Bate and P. Kirkpatrick, Nat. Rev. Drug
Discovery, 2006, 5, 185-186.

26 J. Torchia, K. Weiskopf and R. Levy, Proc. Natl. Acad. Sci. U. S.
A., 2016, 113, 5376-5381.

27 M. Iwamoto, T. Yamaguchi, Y. Sekiguchi, S. Oishi, T. Shiiki,
M. Soma, K. Nakamura, M. Yoshida, H. Chaya, Y. Mori,
R. Miyauchi, J. Hasegawa, T. Nagayama and T. Honda,
Bioconjugate Chem., 2018, 29, 2829-2837.

28 A. Jaakkonen, G. Volkmann and H. Iwai, Int. J. Mol. Sci.,
2020, 21, 4011.

29 H. Hirasawa, Y. Kitahara, Y. Okamatsu, T. Fujii,
A. Nakayama, S. Ueno, C. Jjichi, F. Futaki, N. Nakata and
M. Taki, Bioconjugate Chem., 2019, 30, 2323-2331.

30 D. R. White, Z. Khedri, P. Kiptoo, T. J. Siahaan and
T. J. Tolbert, Bioconjugate Chem., 2017, 28, 1867-1877.

31 T. M. Tagmose, K. M. Pedersen, L. Pridal, C. E. Stidsen,
M. Q. Pedersen, Z. Lin, Y. Zhang, Z. Wan, M. Ferreras,
H. Naver, P. K. Nielsen, Z. Cao, Y. Wang, L. Lykke,
J. L. Christensen, V. S. Jensen, V. Manfe, T. A. Pedersen,
E. Johansson, P. Madsen, J. T. Kodra, M. Miinzel, L. De
Maria, E. Nishimura and T. B. Kjeldsen, J. Med. Chem.,
2022, 65, 2633-2645.

32 F. Thoreau, P. A. Szijj, M. K. Greene, L. N. C. Rochet,
I. A. Thanasi, J. K. Blayney, A. Maruani, ]J. R. Baker,
C. J. Scott and V. Chudasama, ACS Cent. Sci., 2023, 9, 476—
487.

33 F. Thoreau, L. N. C. Rochet, J. R. Baker and V. Chudasama,
Chem. Sci., 2023, 14, 3752-3762.

34 F. M. Dannheim, S. J. Walsh, C. T. Orozco, A. H. Hansen,
J. D. Bargh, S. E. Jackson, N. J. Bond, ]J. S. Parker,
J. S. Carroll and D. R. Spring, Chem. Sci., 2022, 13, 8781~
8790.

© 2026 The Author(s). Published by the Royal Society of Chemistry


https://doi.org/10.1039/d6sc02646j
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/D6SC02646J

Edge Article

35 S. Krajcovicova, T. Wharton, C. L. Driscoll, T. A. King,
M. R. Howarth and D. R. Spring, Chem. Sci., 2025, 16,
10602-10609.

36 A. C. Wang and 1. Y. Wang, Immunochemistry, 1977, 14, 197-
200.

37 P. A. Szijj, C. Bahou and V. Chudasama, Drug Discov. Today
Technol., 2018, 30, 27-34.

38 J. Wu and R. Cotliar, J. Drugs Dermatol., 2021, 20, 290-294.

39 A. Polanska, J. Wegner, P. Nutbohm, P. Staubach, R. Zaba,
A. Danczak-Pazdrowska and D. Jenerowicz, Postepy
Dermatol. Alergol., 2024, 41, 149-154.

40 A. M. L. Castrucci, M. E. Hadley, T. K. Sawyer, B. C. Wilkes,
F. Al-Obeidi, D. J. Staples, A. E. de Vaux, O. Dym,
M. F. Hintz, J. P. Riehm, K. R. Rao and V. J. Hruby, Gen.
Comp. Endocrinol., 1989, 73, 157-163.

41 Z. A. Abdel-Malek, A. L. Kadekaro, R. ]. Kavanagh,
A. Todorovic, L. N. Koikov, J. C. Mcnulty, P. J. Jackson,
G. L. Millhauser, S. Schwemberger, G. Babcock, C. Haskell-
Luevano and ]J. J. Knittel, FASEB J., 2006, 20, 1561-1563.

42 D. G. Parkes, K. F. Mace and M. E. Trautmann, Expert Opin.
Drug Discov., 2013, 8, 219-244.

43 M. C. Unal, G. C. Terzioglu, D. Y. Kaya, M. E. Arayicl,
F. Bayraktar, A. CoOmlekci and D. T. Abdurrahman,
Endocrinol. Res. Pract., 2024, 28, 77-81.

44 P. Sassone-Corsi, Cold Spring Harbor Perspect. Biol., 2012, 4,
a011148.

© 2026 The Author(s). Published by the Royal Society of Chemistry

View Article Online

Chemical Science

45 F. Degorce, A. Card, S. Soh, E. Trinquet, G. P. Knapik and
B. Xie, Curr. Chem. Genomics, 2009, 3, 22-32.

46 L. Zhang, M. Zhang, Y. Zhang and N. Tong, Sci. Rep., 2016, 6,
18904.

47 S. Kalra and R. Sahay, Diabetes Ther., 2020, 11, 1965-1982.

48 (@) Promega Lumit® FcRn Binding Immunoassay, https://
www.promega.co.uk/products/immunoassay-elisa/lumit-

immunoassays/lumit-fcrn-binding-immunoassay/?
catNum=W1151, accessed 25/07/2025; (b) N. Nath, B. Godat,
R. Flemming and M. Urh, J. Immunol., 2021, 207, 1211-1221.

49 A. S. Dixon, M. K. Schwinn, M. P. Hall, K. Zimmerman,

P. Otto, T. H. Lubben, B. L. Butler, B. F. Binkowski,

T. Machleidt, T. A. Kirkland, M. G. Wood, C. T. Eggers,

L. P. Encell and K. V. Wood, ACS Chem. Biol., 2016, 11,

400-408.

50 Y. Qi, A. Simakova, N. J. Ganson, X. Li, K. M. Luginbuhl,
I. Ozer, W. Liu, M. S. Hershfield, K. Matyjaszewski and
A. Chilkoti, Nat. Biomed. Eng., 2016, 1, 0002.

51 W. Chen, G. Wang, B. C. Yung, G. Liu, Z. Qian and X. Chen,
ACS Nano, 2017, 11, 5062-5069.

52 M. K. Mahapatra, M. Karuppasamy and B. M. Sahoo, Rev.
Endocr. Metab. Disord., 2022, 23, 521-5309.

53 W. Glaesner, A. M. Vick, R. Millican, B. Ellis, S.-H. Tschang,
Y. Tian, K. Bokvist, M. Brenner, A. Koester, N. Porksen,
G. Etgen and T. Bumol, Diabetes/Metab. Res. Rev., 2010,
26(4), 287-296.

Chem. Sci.


https://www.promega.co.uk/products/immunoassay-elisa/lumit-immunoassays/lumit-fcrn-binding-immunoassay/?catNum=W1151
https://www.promega.co.uk/products/immunoassay-elisa/lumit-immunoassays/lumit-fcrn-binding-immunoassay/?catNum=W1151
https://www.promega.co.uk/products/immunoassay-elisa/lumit-immunoassays/lumit-fcrn-binding-immunoassay/?catNum=W1151
https://www.promega.co.uk/products/immunoassay-elisa/lumit-immunoassays/lumit-fcrn-binding-immunoassay/?catNum=W1151
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/D6SC02646J

	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates

	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates
	Boosting peptide half-life: enabling efficient generation of Fctnqh_x2013peptide conjugates


	Click for updates and to verify authenticity: 


