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With the increasing attention paid to macrocyclic scaffolds in peptide drug development, genetically
encoded peptide macrocycle libraries have become invaluable sources for the discovery of high-affinity
peptide ligands targeting disease-associated proteins. The traditional phage display technique of
constructing disulfide-tethered macrocycles by cysteine oxidation has the inherent drawback of
reduction instability of the disulfide bond. Chemical macrocyclization solves the problem of disulfide
bond instability, but the involved highly electrophilic reagents are usually toxic to phages and may bring
undesirable side reactions. Here, we report a unique Sortase-mediated Peptide Ligation and One-pot
Cyclization strategy (SPLOC) to generate peptide macrocycle libraries, avoiding the undesired reactions
of electrophiles with phages. The key to this platform is to mine the unnatural promiscuity of sortase on
the X residue of the pentapeptide recognition sequence (LPXTG). Low reactive electrophiles are
incorporated into the X-residue side chain, enabling intramolecular cyclization with the cysteine residue
of the phage-displayed peptide library. Utilizing the genetically encoded peptide macrocycle library

. 4 26th March 2024 constructed by the SPLOC platform, we found a high-affinity bicyclic peptide binding TEAD4 with
eceive th Marc i - . . . . .
Accepted 11th May 2024 a nanomolar KD value (63.9 nM). Importantly, the binding affinity of the bicyclic peptide ligand is 102-
fold lower than that of the acyclic analogue. To our knowledge, this is the first time to mine the
DOI: 10.1039/d45c01992j unnatural promiscuity of ligases to generate peptide macrocycles, providing a new avenue for the

rsc.li/chemical-science construction of genetically encoded cyclic peptide libraries.

Introduction

Peptide macrocycles are attractive scaffolds for peptide drug
development.*” Many peptide drugs entering clinical trials are
peptide macrocycles.® In comparison with linear peptides,
peptide macrocycles exhibit many favorable pharmacochemical
properties, such as increased affinity for targets, enhanced cell
membrane permeability and increased resistance to proteolysis.
Additionally, peptide macrocycles have a larger surface than
small molecules and are perceived to be more suitable for tar-
geting protein-protein interactions.*® Currently, techniques for
generating large-scale peptide macrocycle libraries include
creating synthetic combinatorial chemical libraries and
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genetically encoded peptide libraries.”® Genetically encoded
peptide libraries, such as phage display and mRNA display, can
easily provide a diversity of 10°-10'? and they are an invaluable
avenue for discovering high-affinity peptide ligands.” New
macrocyclization strategies on phage-displayed peptide
libraries will expand the structural diversity of genetically
encoded libraries and facilitate the discovery of macrocyclic
peptide drugs.

Traditional phage-displayed peptide macrocycle libraries are
disulfide-tethered cyclic peptides formed by cysteine oxidation
at several fixed positions.'*"'® However, the disulfide bonds are
easily exchanged with free sulthydryl groups and are unstable in
reducing environments.””™ In order to solve this problem,
many chemical macrocyclization methods for phage libraries
have been developed.**?* Among them, one of the most widely
used approaches is the use of electrophilic reagents to crosslink
two or more Cys residues to construct thioether-tethered
peptide monocycles or peptide bicycles.>*® To ensure the effi-
ciency of the macrocyclization reactions, phage libraries are
often treated with highly reactive electrophilic reagents such as
benzyl bromide derivatives, which sometimes cause undesired
side reactions and phage toxicity.>***** The embedding of
orthogonal reactive non-canonical amino acids (UAAs) is an
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alternative approach,*** but the incorporation procedure of
UAAs is complex. In addition, the yield of phages containing
unnatural amino acids is often lower than that containing
canonical amino acids.

Enzymatic peptide cyclization is another attractive option for
constructing cyclic peptide libraries.**** In contrast to chemical
macrocyclization, enzymatic strategies can avoid the use of
highly reactive electrophiles that are toxic to phages and can
achieve efficient peptide cyclization under mild conditions.
Strikingly, Urban et al. constructed a lanthiopeptide-displaying
phage library by introducing the lanthiopeptide synthetase
ProcM into E. coli and discovered a lanthiopeptide analogue
targeting urokinase plasminogen activator (uPA).*>** Recently,
Bowers et al. utilized tyrosinase to oxidize tyrosine phenol to an
electrophilic o-quinone, which subsequently reacts with
cysteine to form side-chain crosslinked peptides for mRNA
display.”” Suga et al. introduced the PTM enzymes from laz BGC
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Fig. 1 Peptide cyclization for the construction of phage-displayed
peptide macrocycle libraries. (A) The previously reported peptide
cyclization for phage-displayed libraries. (B) SrtA-mediated peptide
ligation and one-pot cyclization (SPLOC) strategy and its application in
constructing phage-displayed peptide macrocycle libraries (ClAc:
chloroacetyl group).
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into flexible in vitro translation (FIT) and established a unique
FIT-laz platform for displaying a lactazole-like thiopeptide
library.*® However, due to the complexity of the operation, these
enzymatic methods have not been widely used. In addition to
the above-mentioned peptide-modifying enzymes, there are
peptide ligases in nature that can connect two peptides in
a sequence-specific manner.* Sortase (SrtA) is a widely used
ligase that can mediate ligation of an N-terminal oligoglycine
peptide with another peptide containing C-terminal LPXTG (X
can be any natural L-amino acid) and has been used in live-cell
protein modification and protein semi-synthesis.**** To date,
few studies have reported the tolerance of SrtA to unnatural
amino acids at the X site of the LPXTG motif, let alone its use in
the genetically encoded macrocyclic peptide library.*

Here, we report a sortase-mediated peptide ligation and one-
pot cyclization (SPLOC) strategy and its application to geneti-
cally encoded phage-displayed cyclic peptide libraries (Fig. 1).
We explore the tolerance of sortase to unnatural amino acids at
the X site of the LPXTG motif and demonstrate its compatibility
with electrophilic unnatural amino acids. The incorporated
electrophilic group allows intramolecular cyclization to
generate peptide macrocycles. We further employ the SPLOC
strategy to construct phage-displayed peptide macrocycle
libraries. Using the peptide macrocycle platform, we identify
a bicyclic peptide that binds to TEAD4 with a Kp value of
63.9 nM and efficiently blocks TEAD4-YAP interaction.”® This
represents the first time to mine the unnatural promiscuity of
peptide ligase to construct the genetically encoded peptide
macrocycle library, and is expected to provide a powerful plat-
form for the discovery of peptide macrocycle ligands.

Results and discussion

Exploring the unnatural promiscuity of sortase for peptide
ligation and cyclization

Our study began by investigating the tolerance of sortase to
unnatural amino acids at the X site in the pentapeptidic LPXTG
sequence and its utility in peptide macrocyclization. In
conventional sortase-catalyzed peptide ligation, the X site of the
LPXTG motif can be any natural r-amino acid. This natural
promiscuity of sortase at the X site inspired us to explore its
tolerance to unnatural amino acids. We wondered whether it
would be compatible with unnatural amino acids that contain
a low-reactive electrophilic group, such as side-chain
chloroacetyl-modified lysine (““Lys). The chloroacetyl group
can undergo efficient intramolecular cyclization with cysteine
residues. Accordingly, we synthesized the pentapeptide 1
bearing ““‘Lys and a C-terminal glycinamide (Fig. 2A). 1 (50
uM) and N-terminal glycine peptide 2 (50 uM) were dissolved in
HEPES (50 mM, pH 8.0) buffer containing 2 mM CaCl, and
1 mM TCEP (Tris(2-carboxyethyl)phosphine). After adding 5 uM
of sortase A (SrtA), we were pleased to observe that 1 and 2 were
smoothly converted to the desired cyclic peptide 3 within one
hour (Fig. 2D). Note that we observed a small amount of 1 being
hydrolyzed by SrtA and the peak of the hydrolysis product of 1
almost coincided with the peak of 3. Luckily, we did not observe
enzymatic hydrolysis of the product 3, suggesting that 3 may be

© 2024 The Author(s). Published by the Royal Society of Chemistry
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Fig. 2 SrtA-mediated ligation and one-pot cyclization (SPLOC). (A) SrtA-mediated ligation and cyclization of pentapeptides with N-terminal
glycine peptide 2 to generate the desired monocyclic products. (B) SrtA-mediated ligation and cyclization of pentapeptide 8 with N-terminal
glycine peptide 9 to generate bicyclic products of two different scaffolds. (C) SrtA-mediated ligation and cyclization of pentapeptides with N-
terminal glycine peptide 9 to generate the desired bicyclic products. (D) HPLC chromatograms (210 nm) of SrtA-mediated ligation and cycli-
zation of 1 with an equivalent amount of 2 (# denotes an uncyclized ligation intermediate; a trace amount of SrtA-mediated hydrolysis of 1 could
be observed in the mass spectrum of 3 as indicated by the asterisk). (E) HPLC chromatograms (210 nm) of SrtA-mediated ligation and cyclization
of 9 with an equivalent amount of 10. (F) HPLC chromatograms (210 nm) of SrtA-mediated ligation and cyclization of 9 with an equivalent
amount of 14. Reaction conditions: 50 uM peptides, 5 uM SrtA, 50 mM HEPES, 100 mM NaCl, 2 mM CaCl,, and 1 mM TCEP, pH 7 or pH 8, 37 °C.

Note that the desired macrocyclic peptide product was formed upon addition of SrtA.

not recognized by SrtA. The resistance of 3 to SrtA-mediated
hydrolysis would be beneficial to the utility of the SPLOC
strategy in the construction of peptide macrocycles.

The conventional sortase-catalyzed peptide ligation is
reversible, and the peptide substrate cannot be completely
converted into the ligation product (Fig. S32+).””-** The product
of the conventional sortase-catalyzed ligation can also be
hydrolyzed by SrtA.*® We speculated that SrtA does not recognize
the cyclic peptide product, and therefore 3 formed by the SPLOC
strategy could not be hydrolyzed by SrtA, resulting in irrevers-
ible enzymatic ligation of 1 and 2. The ligation of 1 and 2 was
completed in 10 minutes, followed by the cyclization between
the chloroacetyl group and the cysteine residue. Note that, in
the absence of SrtA, the reaction between 1 and 2 did not
proceed (ESI, Fig. S32t), demonstrating that peptide ligation
and macrocyclization occurred under the catalysis of SrtA.

Given the previously reported SrtA-mediated irreversible
ligation of depsipeptides or thioester peptides with N-terminal

© 2024 The Author(s). Published by the Royal Society of Chemistry

glycine peptides,®”*® we investigated the reaction of the dep-
sipeptide 4 or the thioester peptide 5 with 2. As expected, upon
addition of SrtA, both 4 and 5 react with 2 to generate the
desired 3 (ESI, Fig. S33-5S347). In the absence of SrtA, 5 and 2
undergo thioester-thiol exchange to form a thioester-linked
byproduct (ESI, Fig. S341).°" Because of the presence of many
cysteine residues in pIII protein, 5 may not be ideal for phage
modification. In contrast, 1 and 4 are inert toward thiols in
neutral aqueous buffers and therefore are ideal for phage
modification.

We further investigated the substrate scope of the SrtA-
mediated peptide cyclization for the N-terminal glycine
peptide. The arginine residue following the N-terminal glycine
residue of 2 was replaced by other natural r-amino acids (except
cysteine), resulting in 18 N- terminal glycine peptides. Among
these amino acid mutants, 17 mutant peptides (except proline)
underwent SrtA-mediated ligation and one-pot cyclization (ESI,
Fig. S37-S547) to generate the desired monocyclic products. Of

Chem. Sci., 2024, 15, 9649-9656 | 9651
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note, we observed the hydrolysis of 1 catalyzed by sortase A and
the appearance of some small peaks after SrtA-mediated ligation
and one-pot cyclization. These small peaks are mainly the
hydrolysis by-product of 1 and the remaining peptide substrates.
SrtA-mediated hydrolysis of 1 may have little effect on the
modification of the phage-displayed libraries because the
amount of 1 is in large excess relative to the phage particles.
Additionally, we replaced “““Lys of 1 with “*“Dap to obtain 6
(Dap: diaminopropionic acid). The relatively short side chain of
Dap may increase the structural rigidity of the formed peptide
macrocycles. To our delight, the enzymatic ligation and peptide
cyclization of 2 and 6 was completed in one hour, yielding the
desired cyclic peptide 7 (ESI, Fig. S351). Collectively, these results
demonstrate that the X site of the LPXTG motif can be unnatural
amino acids that contain a electrophilic group, and the electro-
philic group can be employed for peptide monocyclization.

Sortase-mediated peptide ligation and bicyclization

We next explored SrtA-mediated peptide bicyclization. The N-
terminal amino group of 1 was modified with a chloroacetyl
group to afford 8 (Fig. 2B). As expected, upon addition of SrtA, 8
reacted with 9 containing two cysteine residues to form bicyclic
peptides. Due to the asymmetry of the chloroacetyl groups in 8,
we observed the formation of two bicyclic peptides with the same
molecular weight (Fig. 2B, ESI, Fig. S557). The resultant two
bicyclic scaffolds can expand the structural diversity of phage
libraries,* but would increase the workload of identifying bicy-
clic peptide ligands. To this problem, 3,5-bis(2-
chloroacetamido)benzoic acid (Cab) was anchored onto the
lysine residue of 1 to generate 10 (Fig. 2C). The twofold symmetry
of the Cab group ensures the formation of one product. Indeed,
10 reacts with 9 to yield the desired bicyclic peptide 11 (Fig. 2E).

Meanwhile, we studied the enzymatic ligation between
depsipeptide 13 and 9. Expectedly, 13 reacts with 9 to give the
desired 11 (ESI, Fig. S571). To fine-tune the topological structure
of the bicyclic scaffold, we replaced Lys in 10 with Dap to
generate 14. Gratifyingly, ligation and one-pot cyclization
between 14 and 9 proceeded smoothly to generate the desired
12 (Fig. 2F). In addition, we replaced Cab in 13 with the 1,3-
dibromo-methyl benzyl group (Bmb). Although the Bmb
analogue of 14 reacts with 9 smoothly to provide the desired
bicyclic peptide (ESI, Fig. S59-S60t), TCEP can react with the
bromomethylbenzyl moiety.*> During the modification of
phage-displayed libraries, this side reaction can be avoided.
Specifically, the phage-displayed libraries are first treated with
TCEP so that cysteine residues on the phage surface do not form
disulfide bonds, and then the excess TCEP is removed by
ultrafiltration or PEG precipitation. With the TCEP-treated
phage libraries, we could perform sortase-mediated peptide
ligation and bicyclization by using the Bmb analogue of 14. It
should be noted that, compared to 14, the operation process for
the Bmb analogue of 14 is relatively time-consuming.

solve

Sortase-mediated modification of phage display libraries

Encouraged by the success of SrtA-mediated peptide ligation
and one-pot cyclization (SPLOC), we decided to combine the
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SPLOC-based strategy with phage display (Fig. 3A and B). First,
we investigated the influence of SrtA-based reaction conditions
on phage infectivity. Starting from the M13KE phage vector,
a peptide library of GX;,C (X is any r-amino acid) was fused to
the N-terminus of pII protein, and a flexible linker
(GGSGGSGG) was inserted between plII protein and the peptide
library. After electroporation of the engineered phage vector to
cells, a phage library with a diversity of 10° was obtained. To our
delight, SrtA and 1 had little effect on the infectivity of the
M13KE phage (Fig. 3C). Then, a biotin-avidin pull-down assay
was performed to evaluate the efficacy of SrtA-mediated peptide
ligation on the phage surface. Biotin-1 was synthesized by
coupling biotin to the N-terminal amino group of 1. The phages
were dissolved in 50 mM HEPES buffer (100 mM NacCl, 2 mM
CaCl,, 1 mM TCEP, pH8) and treated with Biotin-1 (50 pM) for
one hour at 25 °C. After pulldown with avidin-coated beads,
about 73% of phages were captured (ESI, Fig. S85t1), indicating
the yield of SrtA-mediated peptide ligation on the phage
surface.®® It should be noted that sortase-mediated phage
surface modification has been thoroughly demonstrated in
previous studies.***® As a control, the amount of phage particles
without Biotin-1 treatment showed little change before and
after biotin capture. Although the biotin capture assay cannot
assess the following peptide cyclization, the intramolecular
reaction between the chloroacetyl group and cysteine residue
has proven to be rapid and efficient in many previous
studies.>*¢

Selection of peptide monocycles targeting TEAD4. We finally
used the SrtA-based phage display to screen for cyclic peptide
ligands targeting TEAD4. TEAD4, a transcription factor that
regulates cell proliferation and organ development by interact-
ing with YAP/TAZ, is a potential target for tumor therapy.®*”® To
obtain a large peptide library, we chose a phagemid system
consisting of the pCantab 5E vector and M13KO7 helper phage.
A peptide library of GX;,C was fused to the N-terminus of the
pIII protein. By electroporating the engineered pCantab 5E
vector into TG1 cells, we obtained a phage library with a diver-
sity of 4 x 10%. The phage library was treated with 1 and SrtA in
the presence of TCEP (1 mM). The resultant cyclic peptides were
panned against immobilized TEAD4. After four rounds of
selection, phage recovery increased 102 times compared with
the first round (Fig. 3D). Surprisingly, sequencing 30 individual
colonies picked at random revealed only one peptide. To avoid
false positives, we randomly selected 19 colonies from the third
round, 17 of which had the same sequence as the fourth round,
indicating that the enriched peptide is likely to be a ligand for
TEADA4.

We chose to synthesize the enriched peptide 15 (Fig. 3E and
F), and measure its affinity to TEAD4. The dissociation constant
(Kp) of 15 to TEAD4 was measured to be 2.1 uM in the fluores-
cence polarization assay (Fig. 3H). In a competition experiment
with YAP, 15 inhibited 50% of TEAD4-YAP interaction with an
apparent ECs, of 8.9 uM (Fig. 3K). For comparison, the linear
version of 15 shows a Kp value of 6.3 uM for TEAD4 (ESI,
Fig. S791). To study the influence of the cyclic peptide scaffold
on phage biopanning, we used 6 containing “*“Dap (Fig. 2A) to
treat the phage library to generate structurally more rigid

© 2024 The Author(s). Published by the Royal Society of Chemistry
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Fig. 3 SrtA-mediated phage display of macrocyclic peptides against TEAD4. (A) Scheme for the SrtA-based phage display (SAV: streptavidin-
coated beads). (B) Construction of a monocyclic peptide library (M-library) and bicyclic peptide library (B-library) by SrtA-mediated peptide
cyclization on the phage surface; M(1)-library is a monocyclic peptide library constructed by macrocyclization of the phage displayed GX;,C
library with 1; B(10)-library is a bicyclic peptide library constructed by the macrocyclization of the phage-displayed GXgCXgC library with 10. (C)
Influence of different buffers on the infectivity of M13KE phages. Buffer 1: PBS (pH 7.4); buffer 2: 50 mM HEPES, 100 mM NaCl, 2 mM CaCl,, 1 mM
TCEP, pH 8; buffer 3: 50 mM HEPES, 100 mM NaCl, 2 mM CaCl,, 1 mM TCEP, 5 uM SrtA, pH 8; buffer 4: 50 mM HEPES, 100 mM NaCl, 2 mM CaCly,
1 MM TCEP, 50 uM peptide 1, pH 8; buffer 5: 50 mM HEPES, 100 mM NaCl, 2 mM CaCl,, 1 mM TCEP, 5 uM SrtA, 50 uM peptide 1, pH 8. (D) Phage
tilters after 3—4 rounds of selection against immobilized TEAD4 (R3’ and R4’ are negative selections with solely avidin-coated beads). (E) Enriched
peptide sequences after phage display screening targeting TEAD4; B(14)-library is a bicyclic peptide library constructed by macrocyclization of
the phage-displayed GXgCXgC library with 14. (F) and (G) Chemical structure of 15 and 16 from the phage biopanning of the M-library and B-
library. (H), (I) and (J) Binding affinity of 15, 16 and 18 to TEAD4 measured by the fluorescence polarization method. (K) and (L) Inhibition of
TEADA4-YAP by 15 or 16 assessed by the fluorescence polarization assay.

cyclopeptides. After four rounds of biopanning, phage recovery
was only 4-fold higher than in the first round, much lower than
that of the phage treated with 1. The observed differences in
phage enrichment suggest that the chemical bridge may

© 2024 The Author(s). Published by the Royal Society of Chemistry

profoundly affect the result of biopanning.>” Note that, in our
platform, different chemical bridges can be easily introduced at
the X site of the LPXTG motif to increase the likelihood of
finding the ideal peptide ligands.
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Selection of peptide bicycles targeting TEAD4. We then
designed a phage library of bicyclic peptides to screen for TEAD4-
binding peptide bicycles. The library of GXsCXsC was inserted
into the N-terminus of pIII protein, generating a phage library
with a diversity of 2 x 10° After treatment with SrtA and 10,
phage biopanning was performed against immobilized TEADA4.
After three rounds of selection, the phage recovery increased by
14 times (Fig. 3D). Note that the number of phages eluted from
TEAD4-bound beads was 139-fold higher than that eluted from
solely avidin-coated beads. Ten phage colonies were randomly
picked for DNA sequencing. Surprisingly, all the colonies were
decoded to the same peptide sequence. Meanwhile, we treated
the phage with 14 containing “®Dap to generate bicyclic peptides
with a different topology (Fig. 2C). The enrichment factors from
four rounds of screening indicate selection favoring TEAD4
protein (ESI, Fig. S871), and 39 phage colonies were randomly
selected for sequencing (ESI, Fig. S89-S907).

We synthesized five bicyclic peptides for Ky, value measure-
ment. Among them, 16 (Fig. 3G) was identified as a good ligand
for TEAD4 with a Ky, value of 63.9 nM (Fig. 3I), superior to the
other four bicyclic peptides (Fig. 3E and ]). As expected, 16
exhibited concentration-dependent inhibition of TEAD4-YAP
interaction with an ECs, of 0.67 uM (Fig. 3L). Moreover, we cut
short 16 by truncation of the N-terminal dipeptidic LP sequence
and the C-terminal GGSG sequence (ESI, Fig. S68t). Gratify-
ingly, the K value of the truncated peptide to TEAD4 is 70.1 nM,
comparable to 16 (Supplementary Fig. S79f). Note that the
linear version of 16 provides a Ky, value of 6.5 uM, 102 times
higher than that of 16, highlighting the contribution of the
bicyclic scaffold to the peptide binding affinity.

Finally, we evaluated the bioactivity of 16 at the cellular
level. To confirm the ability of 16 to capture endogenous
TEAD4, a biotin was conjugated to the N-terminus of 16 for the
streptavidin pull-down assay. After co-incubation with AGS
cell lysates, the sample treated with 16-Biotin was captured by

A TAT-orNLS-tag — NG DORDE

TAT-tag: YGRKKRRQRRR
NLS-tag: PKKKRKVDPKKKRKVDPKKKRKV

C
B . TAT
s s100d G & o 5 NLS
° : —— ¥ 5 )
£ = T n N\ ~~ TAT/PDPA
2@ £ -~ NLS/PDPA
- g 16-TAT
1B: TEAD4 [ 55 > 50 . 16-NLS
IP: streptavidin 8 -8 16-TAT/PDPA

-4~ 16-NLS/PDPA

IB: TEAD4 - e -55 01 T T T 1
Input -0.5 0.0 0.5 1.0 1.5

log [peptide] uM

Fig. 4 TAT or NLS-modification of the bicyclic peptide 16. (A) Struc-
ture of the peptides that contain the N-terminal TAT or NLS tag. (B)
Streptavidin—biotin pulldown of endogenous TEAD4 by 16-Biotin (IB:
immunoblotting, IP: immunoprecipitation). (C) Cellular inhibitory
activity of the peptides to AGS cells.

9654 | Chem. Sci, 2024, 15, 9649-9656

View Article Online

Edge Article

streptavidin-coated beads and showed a distinct TEAD4 band
on SDS-PAGE (Fig. 4B). In contrast, the biotin-treated sample
does not show a TEAD4 band. We then measured the inhibi-
tory activity of 16 on AGS cells. Despite the presence of PDPA (a
well-known nanocarrier for intracellular peptide delivery),** 16
showed little inhibitory inhibition on AGS cells at 10 uM (ESI,
Fig. S921). Given that TEAD4 is located in the nucleus,
a positively charged TAT or NLS (Nuclear Localization
Sequence) tag was conjugated to the N-terminus of 16
(Fig. 4A). Gratifyingly, 16-TAT and 16-NLS exhibited cellular
inhibitory activity with EC5, values of 13.8 uM and 8.3 pM
(Fig. 4C). As a control, TAT and NLS that were not conjugated
with 16 exhibit little cytotoxicity to AGS cells, indicating the
contribution of 16 to the observed cellular inhibitory activity
of 16-TAT and 16-NLS.

Conclusions

To summarize, we describe a ligase-based macrocyclization
strategy for the construction of phage-displayed peptide mac-
rocycle libraries, named SrtA-mediated peptide ligation and
one-pot cyclization (SPLOC). The key to this strategy is to mine
the tolerance of sortase to unnatural amino acids at the X site of
the LPXTG motif. The electrophilic chloroacetyl group on the
side chain of the X residue allows intramolecular cyclization
with the cysteine residue to form peptide macrocycles. The
SPLOC strategy is combined with phage display to generate
a new type of genetically encoded macrocyclic peptide library
for peptide ligand discovery. Using TEAD4 as a model target, we
identified a potent bicyclic peptide with a Kp, value of 63.9 nM to
TEAD4. This bicyclic peptide can effectively block the
TEAD4-YAP interaction and exhibit cellular inhibitory activity.
Employing the unnatural promiscuity of peptide ligases to
generate peptide macrocycles represents a new direction for the
construction of genetically encoded peptide libraries.
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