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a b s t r a c t
Restricting linear peptides to their bioactive conformation is an attractive way of improving their stability
and activity. We used a cyclic peptide library with conformational diversity for selecting an active and
stable peptide that mimics the structure and activity of the HIV-1 integrase (IN) binding loop from its cellular cofactor LEDGF/p75 (residues 361–370). All peptides in the library had the same primary sequence,
and differed only in their conformation. Library screening revealed that the ring size and linker structure
had a huge effect on the conformation, binding and activity of the peptides. One of the cyclic peptides,
c(MZ 4-1), was a potent and stable inhibitor of IN activity in vitro and in cells even after 8 days. The
NMR structure of c(MZ 4-1) showed that it obtains a bioactive conformation that is similar to the parent
site in LEDGF/p75.
! 2010 Elsevier Ltd. All rights reserved.

1. Introduction
Proteinomimetics are molecules that mimic the structure and/
or activity of an active site of a larger parent protein. Peptide-based
molecules are often utilized to mimic native protein functions.1
Developing structural proteinomimetics that also retain the function of the parent protein is challenging, but several such molecules have been reported.2–9 Since inhibiting protein–protein
interactions by small molecules is still a challenge,10,11 proteinomimetics offer a promising alternative for targeting protein–protein
interactions. Conformational constraints are required to convert a
linear peptide into a proteinomimetic. Cyclic peptides are excellent
candidates for proteinomimetics as they are relatively small and
conformationally constrained.1,12–15 Here we describe the development of cyclic peptides that mimic the Human immunodeficiency
virus type 1 (HIV-1) integrase (IN)-binding loops from its cellular
partner protein LEDGF/p75.
IN is an emerging target for anti-HIV drugs. It catalyzes the integration of viral DNA into the host genome, which is a crucial step in
the HIV-1 replication cycle.16–21 The first FDA-approved IN
Abbreviations: AIDS, acquired immunodeficiency syndrome; HIV, human immunodeficiency virus; IN, integrase; LEDGF, lens epithelium-derived growth factor;
IBD, integrase binding domain; BC, backbone cyclic; MOI, multiplicity of infection;
BTC, bis(trichloromethyl) carbonate; RMSD, root mean square deviation; TDW,
triple distilled water.
⇑ Corresponding author. Tel.: +972 2 6585746; fax: +972 2 6585345.
E-mail address: assaf@chem.ch.huji.ac.il (A. Friedler).

inhibitor, Raltegravir (MK-0518),22–28 is used for treating HIV-1
as part of combination antiretroviral therapy. We recently developed five peptide-based IN inhibitors using either rational design,
based on the interactions of IN with its partner proteins LEDGF/
p7529 and HIV-1 Rev,29–31 or by combinatorial library screening.32,33 All these peptides bound IN, inhibited its DNA binding
and enzymatic activity in vitro, stabilized the IN tetramer, penetrated cells and inhibited HIV-1 replication in cells. The LEDGF
361–370 peptide, which was derived from one of the IN-binding
loops of LEDGF/p75,34 was particularly potent and inhibited HIV1 replication in a mouse model.35 LEDGF 361–370 also blocked
the LEDGF/p75-IN interaction in infected cells by co-immunoprecipitation (Co-IP).36 An independent study showed that LEDGF
361–370 competes with the full length LEDGF/p75 for IN binding
with Ki = 4.6 lM.37 Thus, LEDGF 361–370 was selected as a lead
compound for further studies.
Linear peptides, such as LEDGF 361–370, are susceptible to rapid proteolytic degradation and thus are of limited use as therapeutic agents.38,39 Restricting the peptide to its bioactive
conformation is an attractive way of improving its stability, selectivity, activity and bioavailability.1,40–42 This can be achieved using
various chemical modifications, such as peptide cyclization43 and
N-alkylation.38,42,44 Backbone cyclization (BC) is a particularly
useful method to enhance the stability, bioavailability and selectivity of peptides, since it combines both N-alkylation and cyclization.1,2,14,15,40,41,45–48 BC conformational peptide libraries, in
which all peptides have exactly the same amino acid sequence,
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are used to identify the cyclization mode that will confer a bioactive conformation on the peptide.12,40,41,45,49,50 Conformational
diversity is achieved by varying the position, size and chemical
composition of the bridge. Screening BC peptide libraries resulted
in stable cyclic peptides that mimic the structure of the parent protein and are able to inhibit protein–protein interactions12–14 or inhibit protein activity.15 Here, screening a BC conformational library
of LEDGF 361–370 derivatives resulted in a peptide, termed c(MZ
4-1), which bound IN with an affinity in the low micromolar range,
penetrated cells and inhibited IN catalytic activity in vitro and HIV1 replication in cells with the same potency but with significantly
improved stability compared to the linear parent peptide LEDGF
361–370. The solution NMR structures of c(MZ 4-1), solved both
in its free form and when in interaction with IN, revealed that its
bioactive conformation resembles the conformation of the corresponding residues in LEDGF/p75. Recently the crystal structure of
the Prototype Foamy Virus (PFV)-IN tetramer, which is homologous to the HIV-1 IN, was solved in the presence and absence of
the two potent IN inhibitors MK-0518 and GS-9137.51 Our structural alignment results showed that c(MZ 4-1) has a different binding site on IN compared to these two IN inhibitors. Our results
demonstrate the conversion of a rationally designed unstructured
linear peptide to a cyclic peptide that is able to mimic a bioactive
conformation. We conclude that c(MZ 4-1) is a stable and potent IN
inhibitor that mimics the conformation of the parent sequence in
the LEDGF protein and targets a site in IN that is different from

the binding site for the IN inhibitors currently in clinical use. The
methodology used here can be generally applied for developing
stable peptide inhibitors of protein–protein interactions

2. Materials and methods
2.1. Cyclic peptides library synthesis, labeling, and purification
The cyclic peptides were synthesized on a Liberty MicrowaveAssisted Peptide Synthesizer (CEM) using standard Fmoc chemistry. N-a-Fmoc-L-aspartic acid a-allyl ester or N-a-Fmoc-L-glutamic acid a-allyl ester were added to the parent LEDGF 361–
370 sequence at its N-terminus. Protected non-natural glycine
derivatives bearing alkyl chains of various lengths attached to
the alpha nitrogen (Alloc-Glycine Building Unit, AGBU) were
incorporated at the C-termini of peptides of the BC peptide library.52,53 Alloc and allyl were selectively removed manually.
Peptides were cyclized manually by stirring the resin with the
coupling reagent 6-chloro-benzotriazole-1-yl-oxy-tris-pyrrolidino-phosphoniumhexafluorophosphate (Pyclock) (7 equiv) (Luxembourg bio technologies, Israel) and DIPEA (14 equiv) in Nmethyl-2-pyrrolidone overnight. The peptides were purified on
a Merck Hitachi HPLC using a reverse-phase C8 semi-preparative
column (Vydac) with a gradient from 5% to 60% acetonitrile in
water (both containing 0.001% (v/v) trifluoroacetic acid) and ana-

Figure 1. Design and synthesis of the BC LEDGF 361–370-derived peptide library. The peptides were synthesized using a microwave-assisted peptide synthesizer except for
steps e–h that were performed manually. n and m represent the number of methylene groups in the bridge: n = 2, 3, 4, 6 and m = 1, 2. For example, c(MZ 4-1) represents a
cyclic peptide in which n = 4 and m = 1. Reagents and conditions: (a) 20% piperidine/NMP; (b) Fmoc-AA-OH, HBTU, DIPEA; (c) Fmoc-Val-OH, HATU, DIPEA; (d) N-a-Fmoc-Laspartic acid a-allyl ester or N-a-Fmoc-L-glutamic acid a-allyl ester, HBTU, DIPEA; (e) (PPh3)4Pd(0), PhSiH3; (f) Pyclock, DIPEA; (g) fluorescein, HBTU, DIPEA; (h) TFA, TIPS,
TDW.

Please cite this article in press as: Hayouka, Z.; et al. Bioorg. Med. Chem. (2010), doi:10.1016/j.bmc.2010.09.046

3

Z. Hayouka et al. / Bioorg. Med. Chem. xxx (2010) xxx–xxx
Table 1
LEDGF-derived cyclic peptides binding to IN and their effect on IN catalytic activity
Peptide

na

ma

Binding affinity to INb (lM)

Hill coefficient

IN inhibitionc (%)

LEDGF 361–370
c(MZ 2-1)
c(MZ 2-2)
c(MZ3-1)
c(MZ 3-2)
c(MZ 4-1)
c(MZ 4-2)
c(MZ 6-1)
c(MZ 6-2)

2
2
3
3
4
4
6
6

1
2
1
2
1
2
1
2

5.1 ± 0.1
5.2 ± 0.3
6.3 ± 0.5
6.5 ± 0.6
4.0 ± 0.1
5.0 ± 0.4
3.1 ± 0.3
3.3 ± 0.4
3.8 ± 0.5

3.6 ± 0.3
2.2 ± 0.2
1.6 ± 0.4
1.8 ± 0.1
3.9 ± 0.9
3.4 ± 0.9
3.6 ± 0.5
3.8 ± 0.8
3.1 ± 0.6

83
51
54
44
19
90
65
48
48

a

n and m refer to the length of the alkyl chains, as described in Figure 1.
The binding affinities were determined by fluorescence anisotropy using the BC fluorescein-labeled peptides. IN (60 lM) was
titrated into the fluorescein-labeled BC peptides (100 nM). Data were fit to the Hill equation (Fig. 2A).
c
Values are taken from the data in Figure 2B.
b

lyzed using MALDI-TOF MS. Peptide concentrations were determined using a UV spectrophotometer (Shimadzu) as described29
(see Fig. 1 and Table 1).
2.2. Protein expression and purification
Two types of full-length histidine-tagged IN were used: (i) IN
that contains two point mutations (F185K and C280S) that moderately increase its solubility while preserving its in vitro catalytic
activity.54 This IN was used for the in vitro integration assay; (ii)
For the binding studies we used a histidine-tagged IN with five
mutations (C56S, W131D, F139D, F185K, and C280S) that increase
its solubility, which was expressed and purified essentially as previously described.55
2.3. Fluorescence anisotropy
Measurements were performed at 10 "C using a Perkin–Elmer LS55 luminescence spectrofluorimeter equipped with a Hamilton
Microlab 500 dispenser.56,57 The fluorescein-labeled LEDGF 361–
370-derived cyclic peptide (1 ml, 100 nM in 20 mM Tris buffer pH
7.4, 185 mM NaCl) was placed in a cuvette, and the non-labeled IN
protein (200 lL, !50 lM) was titrated into it in 20 aliquots of
10 lL at 1 min intervals. The total fluorescence and anisotropy were
measured after each addition using an excitation wavelength of
480 nm and an emission wavelength of 530 nm. Data were fit to
the Hill equation:

R ¼ R0 þ

DR $ ðK na $ ½IN'n Þ
1 þ K na $ ½IN'n

where R is measured anisotropy, DR is the amplitude of the
anisotropy change from R0 (free peptide) to peptide in complex,
[IN] is the added concentration of IN, and Ka is the association
constant.29
2.4. Quantitative estimation of IN catalytic activity in vitro

2.6. Docking
The PatchDock algorithm58,59 was used to suggest models for the
interaction between c(MZ 4-1) and the dimer of HIV-IN. Coordinates
obtained by NMR in the current study were used for c(MZ 4-1). For
the cyclic peptide, docking models with interactions of residues
366–369 were selected based on the NMR observations from the current study. For structure alignment we used MultiProt.60
2.7. Trypsin stability assay
The trypsin stability assay was performed as described in Ref.61
Four hundred microliters of each peptide (1 mM) dissolved in
200 mM NH4HCO3 buffer solution (pH 8) were mixed with 1 lL
of trypsin and chymotrypsin (porcine pancreas) solution (2.5 mg/
ml). The indicted peptides were incubated at 37 "C, 30 lL samples
were taken every 30 min and mixed with 30 lL of 2% TFA and 30%
ACN in water. Samples were analyzed by MALDI-TOF MS.
2.8. Cell penetration experiments
The fluorescein-labeled peptides (10 lM in PBS) were incubated
with HeLa cells for 2 h at 37 "C. After three washes in PBS, the cells
were visualized by confocal microscopy.29
2.9. HIV-1 titration by multinuclear activation of a galactosidase
indicator (MAGI) assay
Quantitative titration of HIV-1 was carried out using the MAGI
assay with the indicated peptides at several concentrations as
shown at Figure 3B, as described.62
2.10. Quantitative estimation of HIV-1 infection by
determination of extracellular p24 lymphoid cells

Determination of the IN enzymatic activity by a quantitative
assay was performed as described.17,30 In brief, 20 lM of the linear LEDGF 361–370 parent peptide (IN-peptide molar ratio 1:50)
inhibited the IN catalytic activity by !85%. This molar ratio was
used for all experiments with the cyclic peptides.

Cells were incubated with the indicated peptides (12.5 lM) for
2 h and following infection with wild-type HIV-1 at a MOI of 0.01,
the cells were incubated for 8 days, or 48 h at a MOI of 1 (single
dose treatment). The amount of p24 protein was estimated in the
cell medium every 2 days exactly as described.30 For the multiple
dose treatment a fresh dose of peptide was added to the medium
every 2 days.

2.5. NMR measurements

3. Results

A 1 mM solution of cyclic peptide in 20 mM phosphate buffer,
100 mM sodium chloride, 20.1 mM glycerol with 10% v/v D2O
was prepared from the lyophilized powder. The solution had
an apparent pH of 6.87 (for further details see Supplementary
data).

3.1. Design and synthesis of a cyclic peptide library derived from
LEDGF 361–370
A BC peptide library derived from the sequence of LEDGF 361–
370 was designed and synthesized to select a proteinomimetic that
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will adopt the bioactive conformation and possess improved
stability compared to LEDGF 361–370 (Fig. 1A). For synthesizing
the library, the known synthetic procedures for preparing BC peptides12,53 were improved as follows: (1) The synthesis of BC
peptides usually uses BTC as a coupling reagent, elevated temperatures and long reaction times.47 This combination may increase
racemization and lower the overall purity of the crude product.
To avoid these drawbacks, we used microwave-assisted automated
peptide synthesis and mild reaction conditions. Only the final steps
of the synthesis, such as removing the Alloc protecting group and
the cyclization, were performed manually. (2) Usually, dicarboxylic
acids with varying numbers of methylene groups are used as linkers at the N-terminus of BC peptides.52 However, using such linkers
blocks the N-terminus and hence prevents the attachment of labels
such as fluorescein or biotin. This precludes evaluating BC peptides
using quantitative biophysical methods and studying their cell
penetration. To overcome this limitation, the dicarboxylic acids
were replaced by N-a-Fmoc-L-aspartic acid a-allyl ester or N-aFmoc-L-glutamic acid a-allyl ester, which were attached to the
N-termini of the peptides. This allows both cyclization through
the a-carboxyl group on the side chain and labeling the cyclic peptides by attaching fluorescein or other reagents to the free amino
group on the bridge (Fig. 1). We used special building blocks
termed Alloc-Glycine Building Units (AGBU).53 Eight BC peptides
with various ring sizes were synthesized and labeled with fluorescein (Fig. 1, Table 1).
3.2. The cyclic peptides bind IN with low micromolar affinity
IN binding to fluorescein-labeled cyclic peptides was characterized using fluorescence anisotropy. All peptides bound IN with
affinities in the low micromolar range. The peptides with the larger
ring sizes bound to the IN tetramer, with Hill coefficients around 4,
as the linear LEDGF 361–370 parent peptide.29 The BC peptides
with the smaller ring sizes, Fl-c(MZ 2-1), Fl-c(MZ 2-2) and
Fl-c(MZ 3-1), had smaller Hill coefficients of around 2 (Fig. 2A, Table 1), indicating binding to the IN dimer. The effect of the cyclic
peptides on IN oligomerization equilibrium was studied using gel
filtration. Free IN (10 lM) eluted at 13.5 ml, corresponding to the
size of an IN dimer. In the presence of LEDGF 361–370 or c(MZ
4-1), the elution volume was 13.2 ml, indicating a shift towards a
dimer–tetramer mixture consistent with our previous results.29
In the presence of c(MZ 3-1) IN eluted as a dimer, like the free IN
(Table 2). The gel filtration results are in agreement with the measured Hill coefficients.
3.3. The cyclic peptide c(MZ 4-1) inhibits IN catalytic activity
in vitro
A quantitative enzymatic integration assay was performed to
determine the effect of the BC peptides on IN catalytic activity
in vitro. c(MZ 4-1) was the most potent inhibitor of IN in vitro, with
an activity similar to linear LEDGF 361–370 (Fig. 2B). c(MZ 3-2),
which has the same ring size as c(MZ 4-1) but different bridge
chemistry, did not inhibit IN catalytic activity at all. This indicates
that inhibition depends on the specific BC peptide conformation.
Based on these findings, c(MZ 4-1) was selected as a lead peptide
for further studies in cells.
3.4. Solution structure of the bioactive conformation of c(MZ 41)
We solved the solution structures of c(MZ 4-1) in the presence
and absence of IN by NMR. The backbone RMSD for the final
ensemble of structures of the unbound c(MZ 4-1) was 1.74 Å, and
the lowest local RMSD for residues 366–369, which are known to

Figure 2. c(MZ 4-1) binds and inhibits IN catalytic activity in vitro. (a) The binding
of the cyclic peptides to IN was studied using fluorescence anisotropy. IN (60 lM)
was titrated into the indicated fluorescein-labeled cyclic peptide (100 nM). The
binding curves were fit to the Hill equation. Binding affinities and Hill coefficients
are shown in Table 1; (b) Inhibition of IN catalytic activity: IN (390 nM) was
incubated in the presence of LEDGF 361–370 and its derived cyclic peptides at 1:50
IN:peptide molar ratios and the overall integration process was monitored using
the quantitative assay system.

mediate IN binding of the LEDGF IBD,34 was 0.46 Å. In the presence
of IN, the backbone RMSD of the IN-bound c(MZ 4-1) was reduced
to 1.53 Å (Fig. 3A, see also Supplementary data), while the RMSD of
residues 366–369 was decreased to 0.04 Å, indicating structural
stabilization of this region upon IN binding. Changes in chemical
shift of c(MZ 4-1) upon adding IN showed larger deviations for residues 366–369 indicating that these residues participate in IN
binding. The lowest energy NMR conformation of c(MZ 4-1) was
docked to the solved structure of HIV-IN in complex with LEDGF
IBD (PDB code 2b4j).34 According to the docking model, the cyclic
peptide c(MZ 4-1) binds IN in a similar location as the parent
LEDGF 361–370 sequence34 (Fig. 3B). The following residues of
the cyclic peptide interact with HIV-IN: Asp366 was within interaction distance of Lys127 (IN chain B), supporting an electrostatic
contribution. Leu368 was within interaction distance of IN chain
B hydrophobic residues Gly94, Ala98, Val126, Ala128 and Ala129.
Asp369 was within interaction distance of IN His171 chain B. The
docking model suggests mimicry of the parent site in the LEDGF
IBD with a slight shift in the location of the peptide in the IN binding pocket compared to the parent LEDGF 361–370 sequence in the
protein: The residue interactions of Leu368 and Asp369 in the cyclic peptide correspond to the hydrophobic and electrostatic interactions of Ile365 and Asp366 of the full length LEDGF IBD
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Figure 3. c(MZ 4-1) mimics the bioactive conformation of LEDGF/p75: NMR and docking studies. (a) The NMR solution structure ensemble of c(MZ 4-1) in the presence and
absence of IN. (Orange, left panel) The backbone RMSD for the final ensemble of structures of the unbound c(MZ 4-1) was 1.74 Å, and the local RMSD for residues 366–369
(sticks) was 0.46 Å. (Red, right panel) In the presence of IN the local RMSD of the same region decreased to 0.04 Å (sticks) while the rest the cyclic peptide remains flexible.
Molecular graphics were prepared using Chimera.65 (b) c(MZ 4-1) mimics the LEDGF IBD binding site: a docking study. (Left panel) The active cyclic peptide c(MZ 4-1) was
docked to the solved structure of IN core domain dimer (blue and light-blue each monomer) in complex with LEDGF/p75 IBD (red) (PDB code: 2b4j). The docking model places
the cyclic peptide (green) in a similar yet slightly different location relative to the location of the parent LEDGF 361–370 in the crystal structure. (Right panel) Enlarged
interaction site: D366 of LEDGF/p75 IBD (red) structurally corresponds to D369 of c(MZ 4-1) (green). c(MZ 4-1) mimicked the binding region of LEDGF/p75 IBD with a slight
shift in the residues that participate in binding. D366, which was reported as an important residue at the protein level, is replaced by D369 in the peptide. (C) Different
binding sites on IN for c(MZ 4-1), the DNA and the strand transfer inhibitors. The figure depicts the structural alignment of three IN structures: the complex of HIV-IN with
LEDGF IBD with c(MZ 4-1) docked into it (PDB id: 2B4J53) and the structures of PFV-IN with strand transfer inhibitors MK-0518 and GS-9137 (PDB: 3L2T, 3L2U, respectively51).
For clarity only the PVF-IN chains are shown. Chains A and B of PFV-IN are colored blue and light-blue, respectively. The inhibitors MK-0518 and GS-9137 are depicted in
sticks and colored brown and orange. DNA strands are colored yellow and magenta. The LEDGF chain C (PDB: 2B4J) is colored red, and c(MZ 4-1) is colored green.

(Fig. 3B), similar to the linear LEDGF 361–370 peptide.35 Altogether, the NMR and docking results demonstrate a successful

structural mimicry of the IN-binding loop formed by residues
361–370 of LEDGF/p75.
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Table 2
c(MZ 4-1) affects the IN oligomerization equilibriuma
Sample

Elution volume (ml)

BSA
Aldolase
IN 60 lM
IN 10 lM
IN 10 lM with LEDGF 361–370 10 lM
IN 10 lM with c(MZ 4-1) 10 lM
IN 10 lM with c(MZ 3-1) 10 lM

13.5
12.5
12.8
13.5
13.2
13.2
13.5

Estimated oligomeric state of IN

MW (kDa)

Tetramer
Dimer
Dimer–tetramer
Dimer–tetramer
Dimer

67
158
128
64
64–128
64–128
64

a
Oligomerization of IN in the presence of various peptides was studied using analytical gel filtration. IN (10 lM) alone eluted as a
dimer. In the presence of LEDGF 361–370 or c(MZ 4-1) IN eluted as a mixture of dimers and tetramers, and in the presence of c(MZ 3-1)
the oligomeric state of IN was unchanged and IN eluted as a dimer.

We aligned the docking model of the IN—c(MZ 4-1) complex
with the structures of with the HIV-1 IN—LEDGF/p75 IBD complex
(PDB id: 2B4 J,53) and with the structures of PFV-IN in complex
with the strand transfer inhibitors MK-0518 and GS-9137 (PDB:
3L2T, 3L2U, respectively51). Figure 3C demonstrates that the binding sites on IN for c(MZ 4-1) and for the small molecule inhibitors
are different.
3.5. c(MZ 4-1) blocked viral gene expression and had a long
term inhibitory effect on HIV-1 replication in cells
Six of the eight fluorescein-labeled BC peptides penetrated cells
and two, Fl-c(MZ 3-1) and Fl-c(MZ 3-2), did not (Fig. 4A). The effect
of the lead BC peptide c(MZ 4-1) on HIV-1 propagation was studied
by the MAGI assay.54 Both LEDGF 361–370 and c(MZ 4-1) significantly inhibited HIV-Tat mediated expression of the reporter gene
in a concentration-dependent manner (Fig. 4B), indicating that the
transcription of viral genes was inhibited. c(MZ 3-2), which has the
same ring size as the lead c(MZ 4-1), was unable to penetrate cells.
Thus c(MZ 6-1), which penetrated cells and moderately inhibited
IN catalytic activity in vitro but did not inhibit viral gene expression, was selected as a negative control for further studies. The effect of c(MZ 4-1) versus c(MZ 6-1) on HIV-1 replication was
evaluated by testing their ability to inhibit the release of the viral
p24 protein in infected T-lymphoid cells. The time dependent
inhibitory effect of the BC peptides compared to the linear LEDGF
361–370 peptide was determined. Each peptide was introduced
either in a single dose at day 0 or in multiple doses: administering
an additional dose every 2 days. The linear LEDGF 361–370 inhibited HIV-1 replication at 8 days post infection only upon multiple
dose treatment but not upon single dose treatment. On the other
hand, the cyclic c(MZ 4-1) blocked HIV-1 replication both in multiple dose treatment (>90% inhibition 8 days post infection) and in
single dose treatment (80% inhibition 8 days post infection)
(Fig. 4C), indicating a dramatic increase in the stability of the peptide compared to its linear parent peptide.
To verify that cyclization indeed increased the stability of the
peptides, LEDGF 361–370 and c(MZ 4-1) were incubated at 37 "C
in a mixture of trypsin and chymotrypsin and their degradation
was monitored by mass spectrometry over time. LEDGF 361–370
was degraded after 30 min while c(MZ 4-1) started to degrade only
after 150 min (data not shown). We conclude that c(MZ 4-1) is indeed more resistant to trypsin digestion than the linear parent
LEDGF 361–370.
4. Discussion
Peptides have emerged as adequate molecules for mimicking
protein binding sites, as well as inhibiting protein–protein interactions.63 In this study we designed cyclic peptides to mimic the bioactive conformation of LEDGF/p75 binding site to IN. The cyclic

peptides were extensively compared using biophysical, biochemical, and structural methods. One of the cyclic peptides, c(MZ 4-1),
emerged as a stable and potent anti-HIV lead compound. Our structural alignment indicated that c(MZ 4-1) binds to a different site on
IN compared to the known strand transfer inhibitors MK-0518 and
GS-9137. Thus, c(MZ 4-1) suggests an alternative target on the IN
structure and may have the potential to be coupled in the future with
the FDA-approved IN inhibitors to reduce drug resistance.
4.1. Novel implications for cyclic peptide synthesis
We applied here for the first time a new semi-automated synthetic scheme for preparing BC peptide libraries. The pre-cyclic linear peptide, including the AGBU, was synthesized automatically in
a Microwave-Assisted Peptide Synthesizer using mild conditions of
HBTU/HOBT chemistry and only the final steps of Alloc deprotection and cyclization were conducted manually. An important novelty in the chemical structure of these BC peptides is the additional
free amine moiety on the linker at the N-terminus of the peptide,
which can be attached to additional chemical entities, including
labeling agents such as biotin or fluorescent dyes as well as cell penetrating agents. Here, the BC peptides were labeled with fluorescein, to enable their characterization using biophysical methods
and determination of their cellular uptake.
4.2. The peptide conformation affects multiple parameters in its
activity
The cyclic peptides described in this work differ from each other
in many properties, including their ability to inhibit IN activity, to
penetrate cells and to shift the IN oligomerization equilibrium.
Since all the cyclic peptides described here have the same parent
sequence, the difference in properties is attributed to their different conformations. Minor changes in the ring size of peptides with
identical sequences changed their cell penetration properties, suggesting that these are governed by the peptide conformation. We
have previously shown that the linear LEDGF 361–370 stabilized
the IN tetramer and shifted the IN oligomerization equilibrium towards the tetramer.29 We termed peptides with such activity ‘shiftides’.29 Here, the gel filtration results and the Hill coefficients
show that different BC peptides, bearing the same parent sequence,
have a different effect on IN oligomerization. Most peptides with
larger ring sizes stabilized the IN tetramer, while the peptides with
smaller rings bound the IN dimer. A similar trend of dependence on
the peptide length was observed in our previous study, where a 20mer IN inhibitor bound the IN tetramer, while its shorter 10-mer
derivatives bound the IN dimer.33 These results indicate that the
peptide conformations, and not only the sequence, affect the ability of shiftides to shift the oligomerization equilibrium of a protein.
The different cyclic peptides had different numbers of methylenes in the bridge, resulting in changes in the overall hydrophobic-
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4.3. LEDGF 361–370 derived cyclic peptides: structural and
functional comparison
The NMR solution structure of the active c(MZ 4-1) indicated
that the conformation of residues 366–369 was stabilized upon
IN binding. This suggests that these residues, which are known
to bind IN in the parent protein,34 adopted a bioactive conformation in the peptide as well. Residues 366–369 in c(MZ 4-1) showed
a low local RMSD value, describing a more confined conformational
space. The observation that c(MZ 4-1) showed the lowest local
RMSD while interacting with IN, suggests that it achieves and
maintains the bioactive conformation better than the other peptides. The docking results suggest that c(MZ 4-1) mimics the
LEDGF/p75 IBD binding site,34 with a possible slight shift where
the residue interactions of Leu368 and Asp369 in the peptide correspond to the hydrophobic and electrostatic interactions of Ile365
and Asp366 in the parent LEDGF/p75 protein, respectively. This
shift has been previously shown by us for the linear LEDGF 361–
370 peptide as well.35
Previous studies demonstrated that BC improves resistance towards enzymatic degradation.12,49,64 The stability assays performed here, combined with the long term inhibitory effect of
c(MZ 4-1) on HIV-1 replication in the single dose experiments, imply that c(MZ 4-1) is more stable than the linear parent peptide.
The BC peptide c(MZ 4-1) retained full potency 8 days post infection and preserved the inhibitory activity, while the linear peptide
degraded rapidly. These findings indicate that the cyclization stabilizes the peptide and increases its duration of activity in cells. The
BC peptide is especially stabilized since it contains two modes of
conformational constraint: N-methylation and cyclization. We
conclude that BC is a powerful method to select the active, stable
and bioactive conformation of cyclic peptides. c(MZ 4-1) may
potentially become an anti-HIV lead compound.
5. Conclusions
In this study we demonstrated the conversion of a rationally designed unstructured linear peptide to a conformationally restricted
and stable cyclic peptide that mimics the bioactive conformation.
The NMR studies show a successful structural mimicry of the
IN-binding loop in LEDGF/p75. Because of its ability to mimic the
bioactive conformation of the IN-binding loop in LEDGF/p75,
c(MZ 4-1) is improved relative to the linear parent peptide: It
has the same activity because it mimics the bioactive conformation, and it has a significantly improved stability in vitro and in
cells because of the cyclization, as shown by its ability to retain full
potency 8 days post infection. The methodology shown here is general and can be applied to other protein–protein interactions.
Figure 4. c(MZ 4-1) inhibits HIV-1 replication in cells with improved stability. (a)
All BC peptides, except Fl-c(MZ 3-1) and Fl-c(MZ 3-2), penetrated cells. The peptides
localized both to the cytoplasm and the nucleus, as visualized by confocal
microscope. (b) c(MZ 4-1) inhibited TAR-mediated transcription of HIV-1 genes in
TZM-bl MAGI cells in a concentration-dependent manner. (c) c(MZ 4-1) inhibited
HIV-1 replication in cell culture after 8 days. H9 T-lymphoid cells were incubated
with c(MZ 4-1), c(MZ 6-1) and LEDGF 361–370, and the total amount of the released
virus was estimated based on the p24 protein content at days 2, 4, 6, and 8. Shown
is the quantification of the inhibition of p24 formation in T-lymphoid cells after
8 days. To determine the time-dependent inhibitory effect of c(MZ 4-1), c(MZ 6-1),
and LEDGF 361–370 the peptides were introduced either in single dose at day 0
(single dose, gray background) or in multiple dose, in which an additional dose was
added every 2 days (multiple dose).

ity. However, this is unlikely to be the cause for the differential
activity, since peptides with the same bridge size and hydrophobicity but different bridge chemistry showed different behavior
such as c(MZ 4-1) and c(MZ 3-2).
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