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Influenza A viruses (IAV) are significant pathogens that result in millions of human infections and impose a sub-
stantial health and economic burdens worldwide. Due to the limited anti-influenza A therapeutics available and
the emergence of drug resistant viral strains, it is imperative to develop potent anti-IAV agents with different
mode of action. In this study, by applying a pseudovirus based screening approach, two super short
membrane-active lipopeptides of C12-KKWK and C12-OOWO were identified as effective anti-IAV agents with
IC50 value of 7.30 ± 1.57 and 8.48 ± 0.74 mg/L against A/Puerto Rico/8/34 strain, and 6.14 ± 1.45 and 7.22 ±
0.67 mg/L against A/Aichi/2/68 strain, respectively. The mechanism study indicated that the anti-IAV activity of
these peptides would result from the inhibition of virus entry by interacting with HA2 subunit of hemagglutinin
(HA). Thus, these peptides may have potentials as lead peptides for the development of new anti-IAV therapeu-
tics to block the entry of virus into host cells.

© 2015 Elsevier B.V. All rights reserved.
1. Introduction

Influenza A viruses are enveloped RNA viruses belonging to the
family of Orthomyxoviridae [1]. They cause seasonal epidemics and
reoccurring pandemics of influenza,which pose a significant andworld-
wide threat to human health. This threat has occurred periodically since
the spread of the highly pathogenic H5N1 avian influenza in 1997 [2].
The morbidity caused by annual influenza epidemics is estimated to
be in the range of 3 to 5 million cases, and the mortality is up to half
a million [3], thus bringing into an urgent need for the new anti-
influenza A viral agents to provide a first line of defense against such
an outcome. Vaccination has been an effective approach in prevention
of influenza A viral infection. However, due to the constant antigenic
drift and the emergence of new subtypes of current virus, influenza A vi-
ruses remain to be persistent threats to mankind [4]. Particularly, in the
face of a pandemic outbreak, vaccine production always lags a few
months behind the emergence of the new virus [5]. Therefore, antiviral
chemotherapy remains to play an important role in the prevention and
treatment of influenza.

Currently, two classes of antivirals are clinically available to control
human influenza virus infections. They are (a) neuraminidase (NA) in-
hibitors, such as oseltamivir, zanamivir and peramivir, which inhibit
virus budding [5], and (b) viral matrix 2 ion protein (M2) inhibitors.
mu.edu.cn (S. Liu).
The M2 ion channel blockers such as amantadine and rimantadine in-
hibit viral uncoating by blocking the proton channel activity of the influ-
enza A viral M2 protein [6]. These drugs have been used for many years
and the appearance of drug resistant strains has been reported [7]. In
addition, adamantanesmay be associatedwith neuropsychiatric side ef-
fects such as insomnia, confusion, and hallucinations, etc [8]. These
drawbacks highlight the urgency to develop new antiviral drugs that ef-
fectively target other viral proteins or cellular factors involved in the in-
fluenza virus life cycle [6,9].

In regard to the influenza virus-life cycle, several events are involved
and some of them have been reported as potential targets for chemo-
therapeutic intervention. These are including inhibition of the essential
functions of the three viral surface glycoproteins: the hemagglutinin
(HA), involved in cell entry and fusion; the M2 ion channel protein, in-
volved in virus uncoating; and the neuraminidase (NA), related to the
release of new virus particles [9]. Among them, virus attachment medi-
ated byHA is the first step for viral infection [10,11]. TheHAof influenza
virus is a surface protein and is presented as a homo-trimer with each
monomer consisting of two chains, HA1 and HA2, linked by a single di-
sulfide bond. In the events of virus entry, the HA1 subunit is responsible
for binding the virus to host cell of sialic acid-containing receptors,
while the HA2 subunit is responsible for fusion [12,13]. Thus, the HA in-
cluding HA1 and HA2 subunits is a potential target for antiviral drug to
intervene thereby blocking the entry of viruses into host cells.

Based on this progress, in this work, we employed a pseudo-
virus based “entry inhibitor” screening approach to evaluate our
membrane-active lipopeptide library for potent antiviral agents that
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were able to block the entry of viruses (entry inhibitors). The pseudo-
virus was constructed as previously reported by employing the plas-
mids encoding hemagglutinin glycoprotein (HA) and neuraminidase
protein (NA) into HIV backbone [14], while the lipopeptide library
was designed by combining the knowledge that (a) arginine, lysine
and tryptophan rich peptides always possess potent antimicrobial activ-
ities, and (b) lipopeptides are a class of antimicrobial peptides
possessing high potencies [15]. As a consequence of initial screening,
two very short lipopeptides of C12-KKWK and C12-OOWO being able
to inhibit the infectivity of H5N1 influenza A pseudovirus were identi-
fied. Their antiviral activities were then confirmed by testing the viral
strains of influenza A/Puerto Rico/8/34 (H1N1) and A/Aichi/2/68
(H3N2). Furthermore, the structures of C12-KKWK and C12-OOWO
were optimized which led to the identification of more potent peptides
of C20-KKWK and C20-OOWO as effective influenza A virus “entry in-
hibitors”. In this paper, we report on the antiviral activity and the
mode of action of these peptides.

2. Materials and methods

2.1. Organisms and cell culture

Madin Darby Canine Kidney (MDCK) cells and 293T cells were
obtained from the American Type Culture Collection (ATCC) and cells
were grown in Dulbecco's Modified Eagle Medium (DEME, Gibco)
containing glutamine, supplemented with 10% fetal bovine serum
(FBS). Influenza A/Puerto Rico/8/34 (H1N1) and A/Aichi/2/68 (H3N2)
viruses stockwere propagated in the allantoic cavities of 9-day-old em-
bryonated hen eggs at 37 °C. The allantoic fluid was harvested, clarified
by low-speed centrifugation and stored at −80 °C. The virus titer was
determined through the analysis of the 50% tissue culture infective
dose (TCID50) onMDCK cells and evaluated by using themethod devel-
oped by Reed-Muench formula [16].

2.2. Peptide synthesis

All methods for peptide synthesis in this study have been previously
described [15]. Briefly, peptides were synthesized on an ABI 433A
peptide synthesizer with 0.1 mmol scale by using standard
9-fluorenylmethoxy carbonyl (Fmoc) solid phase protocols on Rink
Amide MHBA resin. The peptide chain assembly was catalyzed by
using HBTU/HOBt coupling chemistry with four-fold excess, except for
lipid chain, where ten-fold excess was employed. All peptides were
cleaved from the resin by using cleavage cocktail containing 87.5%
trifluoroacetic acid, 2.5% ethanedithiol, 5% thioanisole and 5% deionized
water (2–3 h, room temperature). The molecular weight of each pep-
tide was confirmed by electrospray ionization mass spectrometry
(ESI-MS, Waters), and the purity of peptide was analyzed with
Shimadazu 10A HPLC instrument on a C18 column (250 × 4.6 mm,
Sepax Technologies, US). The HPLC is as follows: flow rate, 0.8 mL/min;
mobile phase, solvent A: water (0.075% trifluoroacetic acid), B: acetonitrile/
methonal (1:1 supplementarywith 0.075% trifluoroacetic acid); gradient:
15% to 20% B (2min), 20% to 60% B (10 min), 60% to 80% B (6min), 80%
to 90% B (6min) with the final products purity of N90% (Fig. S1), other-
wise purified with HPLC if necessary.

2.3. Measurement of the inhibitory activity on the entry of
H5N1 pseudovirus

The plasmids encodingHA andNA of A/Thailand/Kan353/2004were
used to prepareH5N1 pseudovirus. The protocolwas adopted as report-
ed before [14]. Briefly, 293T cells (75–95% confluent) were co-
transfected with 1 μg HA plasmid, 1 μg NA plasmid, and 3 μg HIV back-
boneplasmid (pNL4-3.luc.R−E−), which contains an Env andVpr defec-
tive, luciferase-expressing HIV-1 genome, into 6-well plate, using
polyethylenimine (PEI) as the transfection reagent. After transfection
for 48 h, the culture supernatants were harvested and centrifuged at
2000 rpm for 5 min. Aliquots were stored at −80 °C. The titer of
pseudovirus was quantitated by the luciferase assay.

To measure the inhibitory effects of tested peptides, MDCK cells
(1 × 104/well) were seeded in 96-well plates and grown overnight.
The peptides in various concentrations were incubated with pseudo-
typed particles for 30 min at 37 °C. Subsequently, the virus–peptide
mixture was transferred to the cells and incubated for another 48 h.
Cells were washed with PBS and lysed with the lysing reagent included
in the luciferase kit (Promega, Madison, WI). Aliquots of the cell lysates
were transferred to 96-well flat bottom luminometer plates, followed
by the addition of luciferase substrate. The luciferase activity was mea-
sured in a microplate luminometer (Genios Pro Tecan, US). CL-385319
at 50 μM was used as a positive control, while wells without peptides
as a negative control [14].

2.4. Virus titer reduction assay

Antiviral activities of peptides were further assessed by the virus
titer reduction assay as reported previously with minor modifications
[17,18]. Briefly, MDCK cells were seeded into a 96-well plate at
2 × 104 per well and incubated overnight until grown up to 90% conflu-
ence. Influenza A/Puerto Rico/8/34 (H1N1) andA/Aichi/2/68 (H3N2) vi-
ruses at 100 TCID50 were respectively mixed with peptides at the
indicated concentrations and incubated at 37 °C for 30 min. Subse-
quently, the virus–peptide mixtures were added to the cells and incu-
bated for another 30 min. Then cells were washed twice with PBS to
remove unabsorbed virus, followed by the addition of serum free
DMEM supplemented with 1 mg/L TPCK-trypsin and 0.2% BSA. At 48 h
post-infection, the inhibition of viral replication was determined by
measuring the virus titer in the supernatant.

To measure the inhibition of viral replication, 50 μL supernatant was
added to a 96-well black plate. Then added 20 μL H2O and 30 μL
4-MUNANA substrate dissolved in dilute buffer (33 mM MES pH =
3.5 and 4 mM CaCl2) at a final concentration of 20 μM, and the mixture
was further incubated for 1 h at 37 °C in the dark. The reaction was
terminated with 150 μL 14 mM NaOH (dissolved in 83% ethanol) and
the fluorescence of the mixture was recorded at the excitation wave-
length of 340 nm and emission wavelength of 440 nm with the multi-
functional microplate reader (SpectraMax M5, US). The inhibition
ratio was determined by using the equation:

Inhibitory activity %ð Þ ¼ Fvirus−Fsample
� �

Fvirus−Fsubstrateð Þ � 100%

where Fvirus is the fluorescence of the supernatants of the virus control,
Fsubstrate is the fluorescence of the substrate control (buffer and sub-
strate), and Fsample is the fluorescence of the supernatant of the infected
cells that were treatedwith the peptide. Finally, IC50 was determined by
extrapolation of the results from various doses tested using a linear
equation. The experiment was repeated at least twice with a similar
result each time.

2.5. Quantitative real-time PCR assay

The inhibition of viral matrix gene replication of the peptides was
detected by quantitative real-time PCR as reported previously [19,20].
Briefly, influenza A/Puerto Rico/8/34(H1N1) virus at 100 TCID50 was in-
cubated with peptides at 37 °C for 30min. Then the virus–peptide mix-
ture was added to the cells in 6-well plate and absorbed for another
30 min. After absorption, cells were washed twice with PBS to remove
unabsorbed virus, followed by the addition of serum free DMEMsupple-
mented with 1 mg/L TPCK-trypsin and 0.2% BSA. At 24 h post-infection,
the total RNAwas extractedwith TRIzol reagent (Invitrogen), RNA qual-
ity and quantity were determined by the UV spectrophotometer
(Merinton SMA1000, US). The total RNA was reverse transcribed into
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cDNAusing PrimeScript RT reagent kit. Real-time PCRwas performed in
an ABI7500 PCR instrument (Applied Biosystems, US) with the SYBR
Premix Ex Taq as the manufacturer's instruction. Influenza A Matrix
protein gene expression was normalized to GAPDH gene, which stably
expressed in MDCK cells. Fold changes in gene expression were calcu-
lated using a classical 2−ΔΔCT method. Ribavirinwas employed as a pos-
itive control which was added at the concentration of 25 mg/L post-
infection and the real-time PCR assay was conducted simultaneously
to the cell treated with the peptides as described above. All samples
were run in triplicate. The primer sequences used for specific genes
are listed in supplementary material of Table 1. All experiments were
carried out in triplicate. Statistical significance of the data was deter-
mined by one-way ANOVA method using SPSS software. Statistical
significance was defined as p b 0.05 (*p b 0.01, **p b 0.001).

2.6. MTT assays

The cytotoxicity of the peptides on MDCK cells was measured using
the MTT assay. Cells (1 × 104/well) were seeded in 96-well plates and
grown overnight, then the medium was replaced with fresh medium
containing serially diluted peptides and the cells were further incubated
at 37 °C with 5% CO2 for 48 h. The culture medium was removed and
replaced with 100 μL 0.5 mg/mL 3-(4,5-dimethylthiozol-2-yl)-3,5-
dipheryl tetrazolium bromide solution and incubated at 37 °C for 4 h.
Then the supernatants were discarded and 150 μL of dimethyl sulfoxide
(DMSO)was added to eachwell. The stained formazan product was de-
termined spectrophotometrically at 570 nmon a GENios Promicroplate
reader (Genios Pro Tecan, US).

2.7. Measurement of the inhibitory activity on the entry of
VSVG pseudovirus

The VSV pseudovirus was constructed by using VSV-glycoprotein
encoded plasmid and HIV backbone plasmid (pNL4-3.luc.R−E−). The
protocol is similar to that of influenza A pseudovirus. To test the inhib-
itory activity of these peptides against VSVG pseudovirus, MDCK cells
(1 × 104/well) were seeded in 96-well plates and grown overnight.
The peptides were serially two-fold diluted from 100 to 3.12 mg/L in
culture medium and then incubated with equal volume of pseudo-
typed particles at 37 °C for 30 min. Subsequently, the virus–peptide
mixture was transferred into the MDCK cells and incubated for 48 h at
37 °C before performing luciferase assay as described above.

2.8. Hemagglutination inhibition (HI) assay

The HI assay was employed to evaluate the inhibitory effects of the
peptides on viral adsorption into target cells. HI tests were performed
using 4 times of the HA units (HAU) of H5 standard antigen per well
(25 μL) in V-bottomed 96-well micro plates. An equal volume (25 μL)
of peptides started from 200 mg/L of two-fold serial dilution in PBS
was then added into the plate. Subsequently, 50 μL of chicken erythro-
cytes (0.5% v/v in PBS) was added to each well. An equal volume of
HA1 antiserum (25 μL, 4HAU) was used as a positive control, while
Table 1
IC50 of peptides against influenza A viral strains (mg/L).

Peptide H1N1a H3N2a H5N1b

C12-OOWO 8.48 ± 0.74 7.22 ± 0.67 9.03 ± 0.63
C12-KKWK 7.30 ± 1.57 6.14 ± 1.45 12.57 ± 3.77
Ribavirinc 3.23 ± 0.77 4.20 ± 2.42 NTd

CL-385319 NT NT 0.37 ± 0.12

a A/Puerto Rico/8/34 (H1N1) andAichi/2/68 (H3N2). Datawere acquired from the virus
titer reduction assay.

b H5N1 pseudovirus. Data were obtained from the luciferase assay.
c Ribavirin and CL-385319 were used as positive controls.
d Not test (NT).
PBS as a negative control. The hemagglutination reaction results were
read after incubation for 1 h at room temperature. The experiment
was independently repeated three times, and each timewith four paral-
lel measurements. Both H5 standard antigen and antiserum were
provided by Haerbin Veterinary Research Institute, China.

2.9. Neuraminidase inhibition assay

Influenza virus NA activitywas assayed by quantifying the fluorescent
product resulting from the cleavage of the substrate of [4-MU-NANA;
2-(4-methylumbelliferyl)-α-D-N-acetylneuraminic acid sodium] by
neuraminidase of the virus. The NA inhibition assay was conducted
using NA from influenza A/Puerto Rico/8/34(H1N1) virus as described
previously [21]. Briefly, 30 μL influenza virus solutions was added to a
96-well black plate and mixed with 10 μL two-fold diluted peptides
ranging from 200 to 0.39mg/L to react for 15min at room temperature.
Then added 30 μL substrate dissolved in dilute buffer (33 mmol/L MES
(pH 3.5) and 4 mmol/L CaCl2) at a final concentration of 20 μM and
30 μL H2O, and the mixtures were further incubated for 1 h at 37 °C in
the dark. The reaction was terminated with 150 μL 34 mM NaOH
(83% ethanol) and the fluorescence of the mixture was recorded at
the excitation wavelength of 340 nm and emission wavelength of
440 nm.

Inhibitory activity %ð Þ ¼ Fvirus−Fsample
� �

Fvirus−Fsubstrateð Þ � 100%

where Fvirus is the fluorescence of the influenza virus control (virus,
buffer and substrate), Fsubstrate is the fluorescence of the substrate con-
trol (buffer and substrate), and Fsample is the fluorescence of the tested
samples (virus, sample solution and substrate). Finally, IC50 was deter-
mined by extrapolation of the results from various doses tested using
a linear equation. The experiment was repeated at least twice with a
similar data each time.

2.10. Hemolysis inhibition assay

Chicken red blood cells (cRBCs) were washed twice with PBS and
re-suspended to make a 2% (v/v) suspension in PBS, which was stored
at 4 °C until use. 100 μL of compound diluted in PBS was mixed with
an equal volume of the influenza virus A/PR/8/34 (H1N1) strain
(107 TCID50/mL) in a 96-deepwell plate. After incubating the virus–
compoundmixture at room temperature for 30min, 200 μL of 2% chick-
en erythrocytes pre-warmed at 37 °Cwas added. Themixturewas incu-
bated at 37 °C for another 30min. To trigger hemolysis, 100 μL of sodium
acetate (0.5 M; pH 5.0) was added andmixedwell with the erythrocyte
suspension and incubated at 37 °C for 15 min. To separate nonlysed
erythrocytes, plates were centrifuged at the end of incubation at
3000 rpm for 5 min. 200 μL of supernatant was transferred to another
flat-bottom 96-well plate. The OD540 was read on a microtiter plate
reader.

2.11. The antiviral activity of the peptides against H274Y mutation virus

The procedurewas adopted as the same as abovementioned. Briefly,
MDCK cells were seeded into a 96-well plate at 2 × 104 per well and
incubated overnight until grown up to confluent. Influenza strain of
A/Puerto Rico/8/34 (H1N1) with H274Y mutation virus at 100 TCID50

was mixed with peptides in 2-fold dilution and incubated at 37 °C for
30 min. Subsequently, the virus–peptide mixtures were added to the
cells and incubated for another 30 min. Then cells were washed twice
with PBS to remove unabsorbed virus, followed by the addition of
DMEM supplemented with 1 mg/L TPCK-trypsin and 0.2% BSA. At 24 h
post-infection, the cells were immobilized with 80% pre-cooled
acetone for 10 min and then viral replication was determined by
measuring the levels of influenza virus nucleoprotein (NP) using an
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influenza A virus NCP ELISA kit (Photometric; Virusys Corp). Percent
protection was calculated as [1 − (mean OD450compound − mean
OD450medium) / (mean OD450DMSO − mean OD450medium)] ×
100%, where mean OD450compound, mean OD450medium, and mean
OD450DMSO refer to the absorbance (optical density at 450 nm
[OD450]) of compound- and virus-containing samples, the absorbance
of no-virus control samples, and the absorbance of DMSO- and virus-
containing. Oseltamivir (Tamiflu) was used as a positive control with
IC50 value of 0.33 ± 0.037 mg/L, while the IC50 value for WT of
Influenza strain of A/Puerto Rico/8/34 (H1N1) was 0.017 ± 0.002 mg/L.

2.12. Statistical analysis

Graph Pad Prism 5 (San Diego, CA) was used to determine the half
cytotoxic concentration (CC50) and half inhibitory concentration (IC50)
values of peptides. All IC50 and CC50 values were calculated as the
means ± standard error of the mean (SEM) from triplicate assay from
at least three separate experiments. Statistical significance of the data
was determined by independent test or one-way ANOVA method
using SPSS software.

3. Results

3.1. Peptide C12-KKWK and C12-OOWO display an antiviral activity
toward pseudo-influenza A virus

The “entry inhibitor” screening program was initiated by using
a pseudovirus based approach, of which the H5N1 influenza A
pseudovirus was constructed by employing the plasmids encoding
hemagglutinin glycoprotein (HA) and neuraminidase protein (NA) of
A/Thailand/Kan353/2004, and the antiviral effect was evaluated by
measuring the inhibitory effect on the infection of H5N1 pseudovirus
[14]. Upon screening our previously designed membrane-active
lipopeptide library [15], two “hits” of C12-KKWK and C12-OOWO
possessing the antiviral activity were identified. The preliminary results
in Table 1 showed that both C12-KKWK and C12-OOWO displayed a
good inhibitory effect with IC50 values of 12.57 ± 3.77 and 9.03 ±
0.63 mg/L, respectively.

3.2. C12-KKWK shows a potent antiviral activity against influenza A
viral strains

The antiviral activity of C12-KKWK and C12-OOWO was further
assessed by testing the viral strains of influenza A/Puerto Rico/8/34
(H1N1) and A/Aichi/2/68 (H3N2) with a virus titer reduction assay
[22]. The inhibition of viral replication was evaluated by measuring
the enzymatic activity of neuraminidase, a method employed for deter-
mining the virus titer in the supernatant [23]. The resultantfluorescence
Fig. 1. The antiviral activity of C12-KKWK and C12-OOWO against influenza A/Puerto Rico/8/34
A/Puerto Rico/8/34 virus at 100 TCID50 for 30min, and subsequently, the virus–peptidemixture
and added serum free DMEM medium supplemented with 1 mg/L TPCK trypsin and 0.2% BSA.
of the mixture was recorded at the excitation wavelength of 340 nm
and emission wavelength of 440 nm. As a result, the IC50 values of
C12-KKWK and C12-OOWO were 7.30 ± 1.57 and 8.48 ± 0.74 mg/L
respectively against A/Puerto Rico/8/34 strain, and 6.14 ± 1.45 and
7.22 ± 0.67 mg/L against A/Aichi/2/68 (H3N2) strain (Table 1).

In parallel to the measurement of the enzymatic activity of neur-
aminidase, the antiviral activity against influenza A/Puerto Rico/8/34
(H1N1) was further confirmed by using a quantitative RT-PCR (Fig. 1).
As reported, influenza matrix protein directly reveals to virus replica-
tion [24], we then inspected the mRNA levels of M protein after treat-
ment with peptides. The results displayed a dramatically reduced
level of mRNA expression on treatment with both C12-KKWK and
C12-OOWO (Fig. 1), consistent with the results observed from the
neuraminidase activity assay.

The initial results inspired us for a further speculation that whether
these peptides would be able to inhibit the replication of drug-resistant
viral strain. We then tested the antiviral activities of these peptides
against influenza strain of A/Puerto Rico/8/34 (H1N1) with H274Y mu-
tation, an influenza A (H1N1) virus with H274Y neuraminidase muta-
tion which is known for its resistance to neuraminidase inhibitor of
Oseltamivir [25]. As a result, by treatment of virus with peptides similar
to that in CPE inhibition assay, the levels of influenza virus nucleopro-
tein (NP) were measured by using enzyme-linked immunosorbent
assay (ELISA) to determine the antiviral effect. The IC50 values for each
peptide were 8.692 ± 1.125 mg/L (C12-KKWK), 3.945 ± 0.374 mg/L
(C18-KKWK), and 3.075 ± 1.094 mg/L (C20-KKWK) respectively,
which are similar to the results obtained from other assays.
3.3. C12-KKWK is unable to inhibit the entry of vesicular stomatitis
(VSV) pseudovirus

Nextwe then investigated how the C12-KKWKexerted its inhibitory
effects on IAV. In this study, the pseudo-influenza A viruswas construct-
ed by encoding HA and NA plasmids of IAV into HIV backbone. Hence,
the antiviral activity of these peptides may result from the interaction
with either HA, NA glycoprotein of influenza A virus or HIV backbone.
Given the same rout of endocytosis in their steps of infections, we
employed vesicular stomatitis virus (VSV) as a control to study the pos-
sible target of these lipopeptides. The vesicular stomatitis pseudovirus
wasprepared by encodingVSV-glycoprotein plasmid intoHIV backbone
similar to that of IAV pseudovirus, and then was employed to evaluate
the inhibitory effect of C12-KKWK.

The results in Fig. 2 showed that C12-KKWK was unable to signifi-
cantly reduce the infectivity of VSV pseudovirus onMDCK cells, indicat-
ing theunlikeness of theHIV backbone as the target of C12-KKWK. Thus,
the anti-IAV of these peptides may result from the interaction with HA
or NA by which to exert the anti-influenza A virus effect.
(H1N1) determined by quantitative real-time PCR. The peptides were pre-incubated with
was transferred to the cells for another 30min. Then the cells werewashed twicewith PBS
At 24 h post-infection, the matrix gene was detected by quantitative real-time PCR.



Fig. 2. Inhibition of the infectivity of VSVG pseudoviruses by C12-KKWK. The VSV
pseudovirus was constructed by using VSV-glycoprotein encoded plasmid similar to that
of H5N1 pseudovirus.2 The peptides were serially two-fold diluted from 50 to 1.56 mg/L
in culture medium and then incubated with equal volume of pseudo-typed particles at
37 °C for 30 min prior to transferring into the MDCK cells and subsequently incubated
for 48 h at 37 °C before performing luciferase assay as described previously.

Fig. 3. Hemolysis inhibition assay. C12-KKWK in PBS was mixed with an equal volume of
the influenza virus A/PR/8/34 (H1N1) strain (107 TCID50/mL) in a 96-deepwell plate, and
200 μL of 2% chicken erythrocyteswas then added. Themixture was incubated at 37 °C for
another 30 min, following addition of 100 μL of sodium acetate (0.5 M; pH 5.0) to trigger
hemolysis. The mixture was incubated at 37 °C for 30min for HA acidification and hemo-
lysis, and subsequently, the plateswere centrifuged and the supernatantwasmonitored at
OD540 on a microtiter plate reader.

Fig. 4. Neuraminidase inhibition assay of C12-KKWK. Influenza virus NA activity was
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3.4. C12-KKWK inhibits the hemolysis of chicken red blood cells (cRBCs)
under the low pH condition

A critical step for virus entry is themembrane fusion induced by low
pH. To investigate whether C2-KKWK inhibits the conformational
changes of HA2 subunit, thereby blocking the fusion of viral-cell mem-
brane, we then carried out a hemolysis inhibition assay under the acidic
condition. As shown in Fig. 3, when exposure themixture of chicken red
blood cells (cRBCs) with influenza virus strain of A/PR/8/34 (H1N1)
(107 TCID50/mL) to the twofold serial dilutions of C12-KKWK in acidic
buffer (pH = 5), the hemolysis of cRBCs was apparently inhibited in a
dose-dependent manner, suggesting that interruption of the conforma-
tional changes of HA2 triggered by low pHwould be the possible mech-
anism of C12-KKWK, by which to block the entry of virus (Fig. 3).

3.5. C12-KKWK is unable to inhibit the activity of neuraminidase (NA)

According to the influenza A pseudovirus construction model in
this study, it was reasonably deduced that the antiviral activity of
C12-KKWK may result from the interactions with HA or NA, or both.
To explore the possible target, a neuraminidase inhibition assaywas ap-
plied to evaluate the antiviral effect and to determine the possible target
of C12-KKWK. The assay was carried out by quantifying the fluorescent
products resulting from the cleavage of the substrate of [4-MUNANA;
2-(4-methylumbelliferyl)-α-D-N-acetylneuraminic acid sodium] by
NA [26]. The NA was derived from influenza A/Puerto Rico/8/34
(H1N1) virus as described previously [14]. The results in Fig. 4 showed
that only less than 20% inhibitory effects were observed, suggesting
that C12-KKWK was unable to inhibit the NA activity significantly.
Thus, the most possible target of C12-KKWK would be the hemaggluti-
nin (HA) by which to block the entry of virus into host cells.

3.6. Possible interactions between C12-KKWK and receptor-binding
site of HA

The HA is located on the surface of the virus as a homotrimer with
each monomer consisting of two subunits, HA1 and HA2. In the events
of virus entry, the HA1 subunit is responsible for binding the virus to
host cell of sialic acid-containing receptors, while the HA2 subunit is
responsible for fusion [27]. To demonstrate the interactions between
C12-KKWK and the possible receptor-binding site of HA, we then
2 Peptide C12-KKWK that inhibits the infectivity of H5N1 pseudovirus at various
concentrations was employed as a comparison. Each data was expressed as the mean of
three independent replicates. CL-385319 at 50 μM was used as a positive control, while
wells without peptides as a negative control.
carried out a hemagglutination inhibition (HI) assay by observing the
inhibitory effect of agglutination of chicken erythrocytes and to deter-
mine whether HA1 would be the potential target of these lipopeptides
[21]. The experiment procedure was adopted from previously reported
paper [21], and the results showed that C12-KKWKwasunable to inhib-
it the agglutination of red blood cells [data not shown], implying the
unlikeness of sialic acid binding site on HA1 subunit as the binding of
C12-KKWK binding site.

To further assess the potential target of C12-KKWK, we then per-
formed a docking simulation by using Sybyl 2 software. The HA structure
used was that of 4CQP (H5N1) obtained from the Protein Data Bank
(PDB). The total score of the interaction between C12-KKWK and HA2
was 8.7277, which is higher than 6.2342 of the interaction between
C12-KKWK and HA1. As shown in the possible interaction of the
HA2-C12-KKWK complex (Fig. 5), the residues of Gln 62, Leu 89, Thr 93
and Thr 107 form strong intramolecular hydrogen bonding with lysins
of C12-KKWK. In addition, the residues of Ile 56 and Ile 55 are observed
to be close to the lipid chainwherehydrophobic interactionswould occur.

3.7. The antiviral activity of C12-KKWK is improved by structure and
activity relationship study

Next, we studied the relationships between peptide structures and
the antiviral activities of these peptides. Considering the critical role of
lipophilicity in the generation of antimicrobial peptides, we then varied
the lengths of lipid tail to search for more potent viral entry blockers.
assayed by quantifying the fluorescent product resulting from the cleavage of the sub-
strate of [4-MU-NANA; 2-(4-methylumbelliferyl)-α-D-N-acetylneuraminic acid sodium]
by NA. After reaction for 1 h at 37 °C in the dark, the fluorescence was recorded at the ex-
citation wavelength of 340 nm and emission wavelength of 440 nm. The experiment was
independently repeated at least twice. Peramivir was used as a positive control, which
showed 86.7% inhibition at 3.9 mg/L.



Fig. 5. The docking simulationwas performed in Sybyl 2.0 software. TheHA structure used
was that of 4CQP (H5) obtained from the Protein Data Bank (PDB). As a consequence of
docking, the total score was 8.7277 between the interaction of C12-KKWK and HA2,
while of 6.2342 was obtained between C12-KKWK and HA1. A and B show a possible
interaction of the HA2-C12-KKWK complex, where C12-KKWK is recognized by the active
pocket of HA2. C is the 3D structure of the whole HAmolecule (gray) and the binding site
where the lipopeptide (blue) is located.

Table 2
Inhibitory effect of designed lipopeptides.

Sequence IC50 (mg/L) a CC50 (mg/L) b SI c

C6-OOWO N50 NT d NA d

C8-OOWO N50 NT NA
C10-OOWO 57.81 ± 0.29 NT NA
C12-OOWO 9.03 ± 0.63 124.42 ± 1.26 13.77
C14-OOWO 8.21 ± 0.17 105.43 ± 1.84 12.84
C16-OOWO 7.35 ± 0.90 101.40 ± 0.92 13.79
C18-OOWO 4.18 ± 0.20 64.30 ± 2.08 15.38
C20-OOWO 2.14 ± 0.10 47.31 ± 0.57 22.10
C6-KKWK N50 N200 NA
C8-KKWK N50 N200 NA
C10-KKWK 56.18 ± 11.90 N200 NA
C12-KKWK 12.57 ± 3.77 137.00 ± 4.10 10.89
C14-KKWK 9.96 ± 2.59 115.90 ± 0.66 11.63
C16-KKWK 8.81 ± 2.95 103.50 ± 1.39 11.74
C18-KKWK 4.68 ± 0.90 74.73 ± 5.49 15.93
C20-KKWK 2.72 ± 0.30 53.20 ± 0.66 19.53

a Inhibitory activities against A/Thailand/Kan353/2004 H5N1 influenza A pseudovirus
infection of MDCK cells. Data was acquired from the luciferase assay.

b Cytotoxicities against MDCK cells tested with MTT assays.
c Selective index was acquired by using CC50 divided by IC50.
d Not test (NT).; not available (NA).
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The sequences and activities are listed in Table 2. As a result, peptides
C20-KKWK and C20-OOWOwere proved to be themost active peptides
with IC50 values of 2.72 ± 0.30 and 2.14 ± 0.10 mg/L, respectively.

3.8. The cytotoxicities of these peptides are associated with the lengths of
lipid chains

A significant concern in the development of peptide drug is the
toxicities toward mammalian cells. To assess the discrimination ability
of these peptides between mammalian cells and pathogenic viruses,
MTT assay was employed to test the cytotoxicities of selected peptides
against MDCK cells [14]. The data in Table 2 showed that the cellular
toxicities of these peptides were highly associated with the lengths of
lipid tails, of which C20 fatty acid substituted peptides appeared to be
the most toxic peptides, while the peptides consisting of shorter lipid
chainswere less toxic. Therefore, C20-OOWO and C20-KKWKwere rep-
resented as the most toxic peptides with CC50 values of 47.31 ± 0.57
and 53.20 ± 0.66 mg/L, respectively. Overall, these results were consis-
tent with our previous observations that a higher hydrophobicity is
sometimes accompanied with a higher cellular toxicity (Table 2) [15].
4. Discussion

The rapid emergence of new antiviral resistance strains to currently
available drugs such as adamantanes or neuraminidase inhibitors has
created an urgent need for new antiviral targets and new therapeutics
for the prevention and treatment of influenza virus infections. In this
paper, we identified a super short lipopeptide of C12-KKWK and its de-
rivatives effectively inhibiting the entry of influenza A virus into host
cells. The lipopeptides being selected as viral “entry blockers” are main-
ly based on the following facts that (a) in addition to antimicrobial activ-
ities, many peptides are also able to inhibit the replication of viruses,
thereby making them potential candidates as potent antivirals [28,29];
(b) many hydrophobic lipids or polymer-containing agents such as sial-
ic acid-containing lipids [30], polymers [31], sialic acid-conjugated den-
dritic polymers [32,33], and fatty acid-containing sialic acidmimics [34]
show antiviral activities that have been developed as viral entry
blockers; and (c) the clinically used HIV entry inhibitor of enfuvirtide
(Fuzeon) has shown the powerful potential of peptide drugs in the pre-
vention of viral infections [35]. In addition, the super small size, less im-
mune response and easy to access of these peptides also intrigued us for
this study.

The glycoproteins of hemagglutinin (HA) and neuraminidase (NA)
are found on the influenza A viral particle surface: HA involves binding
of the virion to target cells and subsequently injecting the viral genomic
material into the target cell, while NA is associated with the release of
progeny virions from infected cells [36]. These proteins are usually the
targets for antiviral drugs to intervene. By employing a viral entry inhi-
bition assay, we identified that C12-KKWK and its derivatives were able
to block the entry of IAV, while unable to block the entry of VSV-G. The
mechanism-of-action study indicated that the antiviral effects of these
peptidesmay result from the interactionwith HA, but not NA. However,
the detailedmechanisms bywhich to block the viral entry are not yet to
be fully understood. Our preliminary studies suggested that C12-KKWK
may not act on sialic acid binding site of HA1, instead, it might interact
with HA2 subunit to inhibit the conformational changes of HA2 thereby
blocking the process of membrane fusion. However, this study cannot
exclude the possibility that C12-KKWK may also act on a non-specific
receptor on HA thereby inhibiting the entry of viruses [37].

The structure and activity relationship study showed that both the
antiviral activity and cytotoxicity were enhanced alongside the increase
of lipid chain, aswell as the selective indices, indicating a useful strategy
to optimizing the structures of these peptides in our future research.
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In conclusion, by employing a pseudovirus based screening
approach, in this study, we identified a group of IAV “entry blockers”
with only four amino acid residues. Although the anti-IAV potencies of
these peptides are in the range of micro-molar concentrations, their
structures could be improved by chemical modifications. More impor-
tantly, these compounds possess a different mechanism from current
anti-IAV drugs in clinical practice which will encourage us for further
investigations.

Abbreviations
HBTU 2-(1H-Benzotriazole-1-yl)-1,1,3,3-tetramethyluronium

hexafluorophosphate
HOBt Hydroxybenzotriazole
DMF Dimethylformamide
PBS Phosphate Buffer Saline
Fmoc 9-fluorenylmethoxy carbonyl
ESI-MS electrospray ionization mass spectrometry
IAV Influenza A viruse
NA neuraminidase
HA hemagglutinin
MDCK Madin Darby Canine Kidney
IC50 the half maximal inhibitory concentration
CC50 the half maximal cytoxic concentration
TCID50 the 50% tissue culture infective dose
MTT 3-(4,5-di methyl-2-thiazolyl)-2,5-diphenyl-2-H-tetrazolium

bromide
4-MUNANA 2-(4-methyl umbelliferyl)-α-D-N-acetylneuraminic acid

sodium
PDB the Protein Data Bank
FBS fetal bovine serum
ELISA enzyme-linked immunosorbent assay

Transparency document

The Transparency document associated with this article can be
found in the online version.

Acknowledgements

This work was financially supported by the National Natural
Science Foundation of China (No. U1301224, 81102792), Guangdong
International Cooperation creative S&T Platform Project (gjhz1105) to
Dr, Shuwen Liu and the startup funding to Dr. Jian He from Southern
Medical University (No. B1040903).

Appendix A. Supplementary data

Supplementary data to this article can be found online at http://dx.
doi.org/10.1016/j.bbamem.2015.06.015.

References

[1] H.M. Yassine, C.W. Lee, R. Gourapura, Y.M. Saif, Interspecies and intraspecies trans-
mission of influenza A viruses: viral, host and environmental factors, Anim. Health
Res. Rev. 11 (2010) 53–72.

[2] J. Iskander, R.A. Strikas, K.F. Gensheimer, N.J. Cox, S.C. Redd, Pandemic influenza
planning, United States, 1978–2008, Emerg. Infect. Dis. 19 (2013) 879–885.

[3] H. Zhang, B.G. Hale, K. Xu, B. Sun, Viral and host factors required for avian H5N1
influenza A virus replication in mammalian cells, Viruses 5 (2013) 1431–1446.

[4] A. Pizzorno, Y. Abed, G. Boivin, Influenza drug resistance, Semin. Respir. Crit. Care
Med. 32 (2011) 409–422.

[5] M. Von Itzstein, W.Y. Wu, G.B. Kok, M.S. Pegg, J.C. Dyason, B. Jin, T. Van Phan, M.L.
Smythe, H.F. White, S.W. Oliver, M.C. Peter, N.V. Joseph, D.R. Michael, M.W.
Jacqueline, C.B. Richard, J.H. Vanessa, M.C. Janet, R.P. Charles, Rational design of po-
tent sialidase-based inhibitors of influenza virus replication, Nature 363 (1993)
418–423.

[6] A.J. Hay, A.J.Wolstenholme, J.J. Skehel,M.H. Smith, Themolecular basis of the specific
anti-influenza action of amantadine, EMBO J. 4 (1985) 3021–3024.

[7] G. Klebe, M. Schlitzer, M2 inhibitors and neuraminidase inhibitors, Pharm. Unserer
Zeit 40 (2011) 144–150.
[8] T. Jefferson, V. Demicheli, C. Di Pietrantonj, D. Rivetti, Amantadine and rimantadine
for influenza A in adults, Cochrane Database Syst. Rev. 2 (2006) CD001169.

[9] R. Saladino, M. Barontini, M. Crucianelli, L. Nencioni, R. Sgarbanti, A.T. Palamara,
Current advances in anti-influenza therapy, Curr.Med. Chem. 17 (2010) 2101–4210.

[10] S.J. Gamblin, L.F. Haire, R.J. Russell, D.J. Stevens, B. Xiao, Y. Ha, N. Vasisht, D.A. Steinhauer,
R.S. Daniels, A. Elliot, D.C. Wiley, J.J. Skehel, The structure and receptor binding proper-
ties of the 1918 influenza hemagglutinin, Science 303 (2004) 1838–1842.

[11] T. Lin, G. Wang, A. Li, Q. Zhang, C. Wu, R. Zhang, Q. Cai, W. Song, K.Y. Yuen, The
hemagglutinin structure of an avian H1N1 influenza A virus, Virology 392 (2009)
73–81.

[12] R.J. Russell, D.J. Stevens, L.F. Haire, S.J. Gamblin, J.J. Skehel, Avian and human receptor
binding by hemagglutinins of influenza A viruses, Glycoconj. J. 2 (2006) 85–92.

[13] J.J. Skehel, D.C. Wiley, Receptor binding and membrane fusion in virus entry: the
influenza hemagglutinin, Annu. Rev. Biochem. 69 (2000) 531–569.

[14] S. Liu, R. Li, R. Zhang, C.C. Chan, B. Xi, Z. Zhu, J. Yang, V.K. Poon, J. Zhou, M. Chen, J.
Münch, F. Kirchhoff, S. Pleschka, T. Haarmann, U. Dietrich, C. Pan, L. Du, S. Jiang, B.
Zheng, CL-385319 inhibits H5N1 avian influenza A virus infection by blocking
viral entry, Eur. J. Pharmacol. 660 (2011) 460–467.

[15] Y.X. Fang, W.J. Zhong, Y. Wang, T.R. Xun, D.G. Lin, W.J. Liu, J.Y. Wang, L. Lv, S.W. Liu, J.
He, Tuning the antimicrobial pharmacophore to enable discovery of short
lipopeptides with multiple modes of action, Eur. J. Med. Chem. 83 (2014) 36–44.

[16] L.J. Reed, H. Muench, A simple method of estimating fifty percent endpoint, Am. J.
Hyg. 27 (1938) 493–497.

[17] A.L. Liu, H.D. Wang, S.M. Lee, Y.T. Wang, G.H. Du, Structure–activity relationship of
flavonoids as influenza virus neuraminidase inhibitors and their in vitro anti-viral
activities, Bioorg. Med. Chem. 16 (2008) 7141–7147.

[18] M. Potier, L. Mameli, M. Belisle, L. Dallaire, S.B. Melancon, Fluorometric assay of
neuraminidase with a sodium (4-methylumbelliferylalpha-d-N-acetylneuraminate)
substrate, Ann. Biochem. 94 (1979) 287–296.

[19] S.R. Santhosh, M.M. Parida, P.K. Dash, A. Pateriya, B. Pattnaik, H.K. Pradhan, N.K.
Tripathi, S. Ambuj, N. Gupta, P. Saxena, P.V. Lakshmana Rao, Development and
evaluation of SYBR Green I-based one-step real-time RT-PCR assay for detection
and quantification of Chikungunya virus, J. Clin. Virol. 39 (2007) 188–193.

[20] S.I. Park, D.H. Park, L.J. Saif, Y.J. Jeong, D.J. Shin, Y.H. Chun, S.J. Park, H.J. Kim, M.
Hosmillo, H.J. Kwon, M.I. Kang, K.O. Cho, Development of SYBR Green real-time
RT-PCR for rapid detection, quantitation and diagnosis of unclassified bovine enteric
calicivirus, J. Virol. Methods 159 (2009) 64–68.

[21] H.J. Kwon, H.H. Kim, S.Y. Yoon, Y.B. Ryu, J.S. Chang, K.O. Cho, M.C. Rho, S.J. Park, W.S.
Lee, In vitro inhibitory activity of Alpinia katsumadai extracts against influenza virus
infection and hemagglutination, Virol. J. 7 (2010) 307.

[22] T. Matsubara, A. Onishi, T. Saito, A. Shimada, H. Inoue, T. Taki, K. Nagata, Y. Okahata,
T. Sato, Sialic acid-mimic peptides as hemagglutinin inhibitors for anti-influenza
therapy, J. Med. Chem. 53 (2010) 4441–4449.

[23] S. Bantia, C.D. Parker, S.L. Ananth, L.L. Horn, K. Andries, P. Chand, P.L. Kotian, A.
Dehghani, Y. El-Kattan, T. Lin, T.L. Hutchison, J.A. Montgomery, D.L. Kellog, Y.S.
Babu, Comparison of the anti-influenza virus activity of RWJ-270201 with those of
oseltamivir and zanamivir, Antimicrob. Agents Chemother. 45 (2001) 1162.

[24] D. Khare, N.M. Godbole, S.D. Pawar, V. Mohan, G. Pandey, S. Gupta, D. Kumar, T.N.
Dhole, M.M. Godbole, Calcitriol [1, 25[OH]2 D3] pre- and post-treatment suppresses
inflammatory response to influenzaA (H1N1) infection in human lungA549 epithelial
cells, Eur. J. Nutr. 52 (2013) 1405–1415.

[25] A. Gillman, S. Muradrasoli, H. Söderström, F. Holmberg, N. Latorre-Margalef, C. Tolf, J.
Waldenström, G. Gunnarsson, B. Olsen, J.D. Järhult, Oseltamivir-resistant influenza A
(H1N1) virus strain with an H274Y mutation in neuraminidase persists without
drug pressure in infected mallards, Appl. Environ. Microbiol. 81 (2015) 2378–2383.

[26] M. Zu, F. Yang, W. Zhou, A. Liu, G. Du, L. Zheng, In vitro anti-influenza virus and anti-
inflammatory activities of theaflavin derivatives, Antivir. Res. 94 (2012) 217–224.

[27] C.M. Mair, K. Ludwig, A. Herrmann, C. Sieben, Receptor binding and pH
stability—how influenza A virus hemagglutinin affects host-specific virus infection,
Biochim. Biophys. Acta 1838 (2014) 1153–1168.

[28] R. López-Martínez, G.L. Ramírez-Salinas, J. Correa-Basurto, B.L. Barrón, Inhibition of
influenza A virus infection in vitro by peptides designed in silico, PLoS One 8
(2013) e76876.

[29] J. Hoffmann, C. Schneider, L. Heinbockel, K. Brandenburg, R. Reimer, G. Gabriel, A
new class of synthetic anti-lipopolysaccharide peptides inhibits influenza A virus
replication by blocking cellular attachment, Antivir. Res. 104 (2014) 23–33.

[30] C.T. Guo, X.L. Sun, O. Kanie, K.F. Shortridge, T. Suzuki, D. Miyamoto, K.I. Hidari, C.H.
Wong, Y. Suzuki, An O-glycoside of sialic acid derivative that inhibits both hemagglu-
tinin and sialidase activities of influenza viruses, Glycobiology 12 (2002) 183–190.

[31] M. Matrosovich, H.D. Klenk, Natural and synthetic sialic acid-containing inhibitors of
influenza virus receptor binding, Rev. Med. Virol. 13 (2003) 85–97.

[32] J.D. Reuter, A. Myc, M.M. Hayes, Z. Gan, R. Roy, D. Qin, R. Yin, L.T. Piehler, R. Esfand,
D.A. Tomalia, J.R. Baker Jr., Inhibition of viral adhesion and infection by sialic-acid-
conjugated dendritic polymers, Bioconjug. Chem. 10 (1999) 271–278.

[33] J.J. Landers, Z. Cao, I. Lee, L.T. Piehler, P.P. Myc, A. Myc, T. Hamouda, A.T. Galecki, J.R.
Baker Jr., Prevention of influenza pneumonitis by sialic acid-conjugated dendritic
polymers, J. Infect. Dis. 186 (2002) 1222–1230.

[34] J.S. Rossman, R.A. Lamb, Influenza virus assembly and budding, Virology 411 (2011)
229–236.

[35] S. Liu, H. Lu, J. Niu, Y. Xu, S. Wu, S. Jiang, Different from the HIV fusion inhibitor C34,
the anti-HIV drug Fuzeon (T-20) inhibits HIV-1 entry by targeting multiple sites in
gp41 and gp120, J. Biol. Chem. 280 (2005) 11259–11273.

[36] J.C. Wilson, M. von Itzstein, Recent strategies in the search for new anti-influenza
therapies, Curr. Drug Targets 4 (2003) 389–408.

[37] J. Yang, M. Li, X. Shen, S. Liu, Influenza A virus entry inhibitors targeting the hemag-
glutinin, Viruses 5 (2013) 352–373.

http://dx.doi.org/
http://dx.doi.org/10.1016/j.bbamem.2015.06.015
http://dx.doi.org/10.1016/j.bbamem.2015.06.015
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0005
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0005
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0005
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0010
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0010
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0015
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0015
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0020
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0020
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0025
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0025
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0025
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0025
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0025
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0030
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0030
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0035
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0035
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0040
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0040
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0045
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0045
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0050
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0050
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0050
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0055
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0055
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0055
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0060
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0060
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0065
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0065
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0070
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0070
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0070
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0070
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0075
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0075
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0075
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0080
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0080
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0085
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0085
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0085
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0090
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0090
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0090
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0095
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0095
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0095
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0095
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0100
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0100
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0100
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0100
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0105
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0105
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0105
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0110
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0110
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0110
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0115
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0115
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0115
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0115
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0120
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0120
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0120
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0120
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0125
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0125
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0125
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0125
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0130
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0130
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0135
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0135
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0135
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0140
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0140
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0140
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0145
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0145
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0145
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0150
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0150
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0150
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0155
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0155
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0160
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0160
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0160
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0165
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0165
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0165
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0170
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0170
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0175
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0175
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0175
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0180
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0180
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0185
http://refhub.elsevier.com/S0005-2736(15)00195-9/rf0185

	Super short membrane-�active lipopeptides inhibiting the entry of influenza A virus
	1. Introduction
	2. Materials and methods
	2.1. Organisms and cell culture
	2.2. Peptide synthesis
	2.3. Measurement of the inhibitory activity on the entry of H5N1 pseudovirus
	2.4. Virus titer reduction assay
	2.5. Quantitative real-time PCR assay
	2.6. MTT assays
	2.7. Measurement of the inhibitory activity on the entry of VSVG pseudovirus
	2.8. Hemagglutination inhibition (HI) assay
	2.9. Neuraminidase inhibition assay
	2.10. Hemolysis inhibition assay
	2.11. The antiviral activity of the peptides against H274Y mutation virus
	2.12. Statistical analysis

	3. Results
	3.1. Peptide C12-KKWK and C12-OOWO display an antiviral activity toward pseudo-influenza A virus
	3.2. C12-KKWK shows a potent antiviral activity against influenza A viral strains
	3.3. C12-KKWK is unable to inhibit the entry of vesicular stomatitis (VSV) pseudovirus
	3.4. C12-KKWK inhibits the hemolysis of chicken red blood cells (cRBCs) under the low pH condition
	3.5. C12-KKWK is unable to inhibit the activity of neuraminidase (NA)
	3.6. Possible interactions between C12-KKWK and receptor-binding site of HA
	3.7. The antiviral activity of C12-KKWK is improved by structure and activity relationship study
	3.8. The cytotoxicities of these peptides are associated with the lengths of lipid chains

	4. Discussion
	Abbreviations
	Transparency document
	Acknowledgements
	Appendix A. Supplementary data
	References


