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Abstract
Herein we report that peptide dendrimers G3KL and TNS18, which were recently reported to control multidrug-resistant bacteria
such as Staphylococcus aureus, Pseudomonas aeruginosa, and Acinetobacter baumannii, strongly inhibit biofilm formation by
P. aeruginosa PA14 below their minimum inhibitory concentration (MIC) value, under which conditions they also strongly affect
swarming motility. Eradication of preformed biofilms, however, required concentrations above the MIC values. Scanning
electron microscopy observation and confocal laser scanning micrographs showed that peptide dendrimers can destroy the
biofilm morphological structure and thickness in a dose-dependent manner, even make the biofilm dispersed completely.
Membrane potential analysis indicated that planktonic cells treated with peptide dendrimers presented an increase in fluorescence
intensity, suggesting that cytoplasmic membrane could be the target of G3KL and TNS18 similarly to polymyxin B. RNA-seq
analysis showed that the expressions of genes in the arnBCADTEF operon-regulating lipid A modification resulting in resistance
to AMPs are differentially affected between these three compounds, suggesting that each compound targets the cell membrane
but in different manner. Potent activity on planktonic cells and biofilms of P. aeruginosa suggests that peptide dendrimers G3KL
and TNS18 are promising candidates of clinical development for treating infections.

Keywords Pseudomonasaeruginosa .Biofilm .Peptidedendrimers .Membrane .PolymyxinB .MingqiangQiaoandJean-Louis
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Introduction

Pseudomonas aeruginosa is an opportunistic human pathogen
with the ability to cause infections in pulmonary and urinary
tracts, burns, and wounds, which can occasionally be fatal to
immunocompromised patients (Balasoiu et al. 2014). This
pathogen can form biofilm by colonizing on various surfaces
or at air-liquid interfaces (Kong et al. 2015). The bacterial cells
adhere to each other and are wrapped in a protective extracel-
lular matrix that consists of self-produced extracellular poly-
meric substances to form mature biofilm structures (Abdel
et al. 2016; Fazli et al. 2014; Pires et al. 2015; Stach et al.
2012, 2014; Thien and George 2001). Biofilm formation
leads to resistance of bacteria to many harsh environments,
including starvation and conventional antimicrobial drugs,
and there are no treatments available to address biofilm in-
fections (Fazli et al. 2014; Hoffman et al. 2005; Taylor et al.
2014; Thien and George 2001). As a result, there is an ur-
gent need for novel antibacterial agents to inhibit and kill
these multidrug-resistant bacteria.
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Peptide dendrimers were recently reported as a new possi-
ble class of antimicrobial agents to treat bacteria such as
Staphylococcus aureus, P. aeruginosa, and Acinetobacter
baumannii, including multidrug-resistant clinical isolates
(Abdel et al. 2016; Pires et al. 2015; Siriwardena et al. 2018;
Stach et al. 2014). Remarkably, these peptide dendrimers as
well as some dendrimers with cell penetrating, some glyco-
peptide dendrimers with drug delivery of cytotoxic drugs and
esterase peptide dendrimers as enzyme models with catalytic
activities (Eggimann et al. 2014; Reymond and Darbre 2012)
showed excellent stability in serum, owing to the branching
points in the peptide chain hindering the action of proteases
(Sommer et al. 2009). Here, we focused on G3KL and
TNS18, which are two of the most potent peptide dendrimers
reported to date (Pires et al. 2015; Siriwardena et al. 2018). An
antimicrobial peptide Polymyxin B (PMB) used in clinic, a
cyclic peptide last-resort antibiotic with membrane-disruptive
properties, is known to interact primarily with lipid A of lipo-
polysaccharide (LPS) (Bilecen et al. 2015). We asked the
question whether G3KL and TNS18 might act similarly to
PMB against bacterial biofilms, which play an important role
on bacterial infections.

Although biofilm inhibition by peptide dendrimers was pre-
viously reported only for the case of glycosylated dendrimers
acting via lectin binding (Johansson et al. 2008; Kadam et al.
2011; Michaud et al. 2016), we found that both G3KL and
TNS18, which are simply polycationic hydrophobic dendrimers
without carbohydrate appendages, also strongly inhibited biofilm
formation below the minimum inhibitory concentration (MIC)
value, and discovered that they affect swarming motility at these
low concentrations. On the other hand, dispersal of established
biofilms required much higher concentrations; nevertheless, pep-
tide dendrimers were significantly more active against biofilms
compared to the reference antibiotic PMB. Imaging by scanning
electron microscopy (SEM), confocal laser scanning microscopy
(CLSM), membrane potential, RNA-seq, and qPCR studies sug-
gest that the effects of peptide dendrimers on bacteria are medi-
ated by membrane interactions.

Methods

Bacterial strains

Pseudomonas aeruginosa PA14 strain (BEI Resources No.
NR-50573) (Liberati et al. 2006) was collected and stored in
our laboratory.

Synthesis of G3KL and TNS18

G3KL and TNS18 were received from Prof. Dr. Jean-Louis
Reymond. Peptide dendrimers were synthesized using stan-
dard solid-phase peptide synthesis. Lipidated peptide

dendrimers synthesis was carried out as above with some
modifications. Dendrimer TNS18 (70 mg of HPLC-purified
trifluoroacetate salt) was exchanged from trifluoroacetate salt
to acetate salt, and the dendrimer was obtained as a white
foamy solid after exchange (54 mg, 93%). The dendrimer
G3KL (94 mg of HPLC purified trifluoroacetate salt) was
obtained as a white foamy solid after exchange (80 mg,
99%) (Siriwardena et al. 2018).

Minimum inhibitory concentration assay

MIC values of the peptide dendrimers were determined by
twofold serial dilution as suggested by 96-well microtiter plate
as previously described (Rahman et al. 2004). Before the two-
fold serial dilution test, bacteria were firstly cultured in Luria-
Bertani (LB) medium at 37 °C, with shaking for 12 h at a
speed of 200 rpm, and then inoculated into 5 mL of LB with
50 μL of the bacterial culture, shaking bacterial liquid to an
OD600 value of 0.6. One hundred microliters were added to
each well in the prepared microplate and double-diluted con-
centrations of peptides were added to the wells, followed by
incubation for 16 h at 37 °C. TheMICs were read out by 2,3,5-
triphenyltetrazolium chloride (TTC) staining testing. Five mi-
croliters of 5 g/L indicator (TTC) was added to each well of
the microplates for 1 h at 37 °C. The control was obtained by
incubating the cells with PMB. The MICs were examined by
using at least two independent measurements.

Inhibition of biofilm formation

Pseudomonas aeruginosa static biofilm was grown in a 96-
well microtiter plate to determine the inhibitory effects of pep-
tide dendrimers on biofilm formation. The overnight culture
of P. aeruginosa was diluted to OD600 = 0.01 with fresh LB
medium. The suspension was transferred to each well of a 96-
well plate and incubated with peptide dendrimers for 24 h at
37 °C without agitation to allow biofilm formation. The neg-
ative control was LBmedium. The assay was performed using
the concentrations of 0, 1/2, 1/4, and 1/8× MIC of TNS18,
G3KL, and PMB, respectively.

Crystal violet staining

The supernatant was removed gently and the biofilm cells at-
tached to the sample well surface were washed three times with
physiological-buffered saline (PBS) and air-dried. Absolute
methanol was added per well for 15 min for fixation and re-
moved, and plates were allowed to dry (Zhang et al. 2016).
Wells were stained using 0.1% crystal violet for 10 min then
washed with deionized water to remove unbound crystal violet,
and the bounded crystal violet was eluted in 70% ethanol for 10
min. The OD values of the eluted ethanol samples were mea-
sured at 595 nm. Experiments were done in triplicate.
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TTC staining

After washing, 100 μL of 0.1% TTC (Sigma, USA) was
added to a final concentration of 0.02%. The remaining LB
medium/TTC solution was then removed and the plates were
air-dried. Bound TTC dye was dissolved using 20% acetone/
80% ethanol and the A540 of the solution was measured.
Experiments were done in triplicate.

Biofilm eradication assay

The overnight culture of P. aeruginosawas diluted to OD600 =
0.01 with fresh LB medium and incubated for 24 h at 37 °C
without agitation to allow biofilm formation. The medium of
24-h biofilm was replaced with fresh medium containing dif-
ferent concentrations of peptide dendrimers or PMB and in-
cubated for 5 h at 37 °C under static condition. The positive
controls were P. aeruginosa strains in LB without peptide.
After incubation, the wells were washed with PBS.
Subsequently, 0.1% crystal violet staining was performed as
described earlier to measure the biomass and measured at 595
nm. Experiments were performed in triplicate.

Swarming motility assay

Motility assays were undertaken in petri dishes (diameter of
82 mm). Swarming motility test was conducted on a specific
medium (0.5% agar, 8 g/L nutrient broth, and 5 g/L glucose)
(Rashid and Kornberg 2000). A small quantity of the
P. aeruginosa PA14 glycerol stock (stored at – 80 °C) was
streaked onto LB agar plate and incubated at 37 °C overnight.
A single colony of P. aeruginosa from overnight LB agar
plates (1.5%, w/v) was inoculated onto the agar surface of
the swarming plates. Plates were incubated at 37 °C for 18 h
and photographs were taken. The motility assay was per-
formed in triplicate.

SEM

SEM was used to observe the effects of peptide dendrimers on
biofilm formation. To observe the morphological changes of
P. aeruginosa PA14 biofilms following peptide dendrimers
treatment, the biofilms were allowed to grow on sterile cover
slip, which was inserted into a flat-bottom 24-well polystyrene
tissue culture plate. The overnight culture of P. aeruginosa was
diluted to OD600 = 0.5 with fresh LBmedium and incubated for
24 h at 37 °C without agitation to allow biofilm formation.
Then, the cover slips were inserted into tissue culture centrifuge
tube with or without peptide dendrimers for 5 h.

After incubation, the samples were fixed with 3% glutar-
aldehyde for 12 h at 4 °C. After washing with PBS, the
samples were dehydrated in a series of ethanol solutions of
increasing concentration (30–100%). Then, the cells were

washed with different concentrations of tert-butyl alcohol
(50% and 100%) and dried with a critical point dryer (Wang
et al. 2016). The dried samples were gently cut into 1.0-cm
small pieces and were coated with 15-nm gold using an
argon automatic sputter coater. After processing, the sam-
ples were viewed under a QUANTA 200 scanning electron
microscope (Quanta200, FEI, USA).

CLSM

Overnight P. aeruginosa PA14 biofilms formed on slides were
rinsed with PBS (pH 7.0) and transferred to 10-mL tubes
containing fresh LB medium supplemented with three pep-
tides at concentrations of 0, 1, 4, and 16× MIC. The control
slides were transferred to 10-mL tubes containing only fresh
medium. After incubation, the medium was removed and
washed three times with PBS. The bacterial viability in bio-
film cultures was assessed using the Live/Dead BacLight bac-
terial viability assay, with 1.5 μL/mL 1 mM SYTO9 and 1.5
μL/mL 1 mM propidium iodide (PI) dyes and incubated for
30 min at room temperature, protected from light. The sam-
ples were submerged into the 3.7% (w/v) paraformaldehyde
for 30 min, removed, and air-dried. The biofilms were ob-
served under confocal laser scanning microscopy (CLSM;
Leica TCS SP8, Solms, Germany) using a 60× oil immersion
objective. The biofilm images were acquired in 0.4-μmoptical
sections for the entire thickness of the biofilm. SYTO9 was
excited with the 480-nm argon laser and the emission was
collected with a 500-nm filter. PI was excited with the 543-
nm HeNe laser and the emission was collected with the 635-
nm filter. To quantify biofilm formation, COMSTAT biofilm
software (Heydorn et al. 2000) was used to measure mean
thicknesses (μm).

Gram-negative membrane potential measurements

Overnight cultures of P. aeruginosa were diluted to OD600 =
0.05 in fresh medium and grown to OD600 = 0.5. Cells were
collected by centrifugation, washed in HEPES buffer (5 mM
HEPES at pH 7.2 and 5 mM glucose), and resuspended in the
same buffer containing 0.4 μM diSC 3 (5) and 0.2 mMEDTA
(to OD600 = 0.05). The mixture was incubated in the dark for
1 h to allow maximal uptake of the diSC 3 (5) dye. The os-
motic gradient was equilibrated to a final concentration of
100 mM KCl. Subsequently, the mixture was treated with
increasing amounts of peptides in HEPES buffer. The diSC
3 (5)-derived fluorescence was monitored with a Spectramax
M5 spectrophotometer at excitation of 622 nm and emission
of 670 nm. Relative fluorescence intensities were normalized
to PBS (set to a value of 0%) and 99% (v/v) isopropanol (set to
a value of 100%) standards (McGrath et al. 2013).
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Transcriptome analysis

The overnight culture was diluted to a ratio of 1:100 and 1/8
MIC G3KL or TNS18 was added to the cell suspension to a
final concentration of 2 or 1 μg/mL, respectively, and the cells
were grown till the stationary phase (OD600 of about 2) (Chin
et al. 2015). Then, appropriate volume of the cell suspension
was mixed with two volumes of RNA protect reagent
(Tiangen, China), and the total RNA was extracted using
RNeasy Mini Kit (Tiangen). The quality of the total RNA
obtained was determined, and the integrity of the RNA was
evaluated by Agilent 2100 Bioanalyzer (Agilent, USA).

The RNA samples with 1.8–2.2 ratio of absorbance at 260/
280 nm, 1.8−2.2 ratio of absorbance at 260/230 nm, and an
RNA integrity number of > 7 were used for the analysis.
Transcriptome analysis were performed by BGI (Shenzhen,
China). All the samples were purified by removing the ribo-
somal RNA, fragmented, and primed with random primers,
and pair-end index libraries were constructed. All the samples
were sequenced on Illumina HiSeqTM2000 platform
(Illumina, USA), and sequence reads were mapped to the an-
notated P. aeruginosa UCBPP-PA14 genome (www.
pseudomonas.com).

RT-qPCR

RT-qPCRwas conducted to confirm and compare fold change
for the arnBCADTEF operon after the bacterial cells were
treated with the three peptides. The primer pairs used for
RT-qPCR are listed in Table S1. Total RNA was extracted
from the bacterial cells by using RNAprep Pure Cell/
Bacteria Kit (Tiangen), and reverse-transcribed into cDNA
by using Transcriptor First Strand cDNA Synthesis Kit
(Roche, Germany). The standards were generated by PCR
and RT-qPCR was performed using FastStart Universal
Probe Master (Roche, Germany). The RT-qPCR signals were
normalized to the constitutively expressed housekeeping gene
rpsL. Each experiment was performed in triplicate on two
separate extractions.

Statistical analysis

Statistical analysis was carried out using SPSS software.
Significance was assessed by calculating student’s t test and
a P value below 0.05 was considered significant.

Accession number and data availability

The expression data for samples with G3KL or TNS18 and
without peptide dendrimer are summarized in Table 1. The
RNA-seq data were deposited to SRA under accession num-
ber SRP182880.

Results

Antimicrobial activity

To check whether peptide dendrimers G3KL and TNS18 were
indeed as active as antibacterial agents as initially reported, we
determined their MICs against P. aeruginosa PA14 available
in our laboratory in comparison to PMB. Both dendrimers
showed significant activities against PA14. The MICs of
G3KL, TNS18, and PMB against PA14 were 16, 8, and 1
μg/mL, respectively. Dendrimer TNS18 showed stronger ac-
tivity than G3KL.

TNS18 and G3KL inhibited PA14 biofilm formation

The anti-biofilm activities of peptides were investigated
against P. aeruginosa PA14 strains in 96-well plates by crystal
violet staining (Fig. 1a) and by TTC staining (Fig. 1b). The
addition of peptides at the beginning of bacterial culture dose-
dependently inhibited P. aeruginosa biofilm formation. As
shown in Fig. 1a, at 1/8× MIC, the inhibition of
P. aeruginosa biofilm formation by G3KL, TNS18, and
PMB reached approximately 50%, 60%, and 15%, respective-
ly (Fig. 1a). The results obtained by TTC staining also showed
that at 1/8× MIC, the inhibition of P. aeruginosa biofilm for-
mation by G3KL, TNS18, and PMB reached approximately
50%, 52%, and 18% (Fig. 1b) compared with the untreated
control. With further increase in the peptide concentration, the
biofilm inhibitory effect of these peptides increased, with
TNS18 and PMB presenting the strongest and weakest bio-
film inhibitory effect, respectively.

TNS18 eliminated PA14 mature biofilm

Preformed P. aeruginosa biofilms were used to determine the
ability of the peptide dendrimers to disperse mature biofilms.
At concentrations lower than their respective MIC (1/4×
MIC), TNS18 was able to disperse approximately 10% of
P. aeruginosa biofilm, but G3KL presented a relatively low
dispersion rate of 5%. However, at 1× MIC, TNS18, G3KL,
and PMB could disperse the preformed biofilm by approxi-
mately 15%, 6%, and 12% (Fig. 2). With further increase in
the concentrations of the peptides to 16× MIC, their biofilm
degradation efficiency improved to 55%, 32%, and 40%, with
TNS18 exhibiting the strongest biofilm dispersion effect.

TNS18 has an inhibitory effect on swarming motility

At concentrations lower than their MICs, the three peptides
could significantly influence P. aeruginosa swarmingmotility.
Compared with the control group (untreated), 1/8 MIC of
G3KL, TNS18, and PMB caused change in swarmingmotility
(Fig. 3a, d, g); 1/4 MIC of G3KL, TNS18, and PMB affected
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swarming motility (Fig. 3b, e, h); and 1/2 MIC of G3KL,
TNS18, and PMB disrupted swarming motility (Fig. 3c, f, i).
Although the effects of the three peptides on P. aeruginosa
swarming motility were noted to be relatively similar, TNS18
presented the strongest effect.

SEM showed removal of PA14 biofilm by TNS18

SEM observation showed that after 24-h incubation,
P. aeruginosa PA14 secreted extracellular polymeric sub-
stances and formed compact, thick biofilm in untreated group.
However, after 5-h treatment with the three peptides, the bio-
film began to disperse and there was a little space between the
attached cells (Fig. 4a, d, g) at a concentration equal to 1×
MIC. With further increase in the concentrations of the pep-
tides to 4×MIC, the degradation of the biofilm increased (Fig.
4b, e, h), and finally, the biofilm almost dispersed completely
and dispersed bacteria were detected (Fig. 4c, f, i) at 16×MIC.
At 16×MIC, the average number of the bacteria left were 103,
58, and 150 in G3KL, TNS18, and PMB-treated group,

respectively, from different positions. Among the three com-
pounds tested, TNS18 exhibited the strongest P. aeruginosa
biofilm dispersion effect.

CLSM showed the biofilm thickness decreased
by TNS18

CLSM micrographs showed that the P. aeruginosa PA14
intact biofilm structure (untreated) was disrupted by
TNS18, G3KL, and PMB treatments (0, 1, 4, and 16×
MIC). The green fluorescence mostly resulting from
SYTO9 binding indicated dense nucleic acids and the
areas of red fluorescence owing to PI binding signified
dead cells. The untreated group had intact, thick, and
dense biofilm. The biofilm thickness was reduced obvi-
ously with 1× MIC of peptide (Fig. 5a, d, g). With the
increase in the peptides concentrations equal to 4× MIC
(Fig. 5b, e, h) and even 16× MIC (Fig. 5c, f, i), their
effect on the dispersion of the preformed biofilm signifi-
cantly increased (Fig. 5b, e, h) with lowest number of

Table 1 Validation of transcriptome data of arnBCADTEF operon
using quantitative and semi-quantitative real-time PCR. Overnight
P. aeruginosa PA14 cells were 1% diluted to fresh LB medium. 1/8
MIC G3KL or TNS18 was added to the cell suspension to a final

concentration of 2 or 1 μg/mL, respectively, and the cells were grown till
the stationary phase (OD600 of about 2). Each experiment was performed
in triplicate.

Genes Description Fold change

Transcriptome qRT-
PCR

Transcriptome qRT-
PCR

qRT-
PCR

G3KL G3KL TNS18 TNS18 PMB

arnB ArnB 1.22 1.60 NC NC 1.81

arnC ArnC 1.34 1.68 NC NC 1.71

arnA ArnA 2.14 1.85 NC NC 2.00

arnD ArnD 1.65 1.78 NC NC 1.60

arnT inner membrane L-Ara4N transferase ArnT NC NC NC NC 1.72

arnE ArnE 2.25 1.71 NC NC 1.73

arnF ArnF 2.27 1.88 NC NC 1.79

PA3559 probable nucleotide sugar dehydrogenase 1.89 1.79 NC NC 1.71

Fig. 1 Anti-biofilm activity of
peptide dendrimers by crystal
violet staining (a) and by TTC
staining (b). The peptides
inhibited the attachment of
P. aeruginosa PA14 and inhibited
the formation of biofilm. The
experiment was performed three
times to obtain means and
standard errors of the means.
***P < 0.01
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P. aeruginosa cells adhering to the surface (Fig. 5c, f, i).
At 16× MIC, the peptides G3KL, TNS18, and PMB
showed decreased biofilm thickness from 8.3 to 4.3, 3,
and 5.3 μm, respectively. In particular, the biofilm disper-
sion effects of TNS18 and PMB were the strongest and
weakest, respectively.

Membrane potential analysis indicated that
the membrane integrity of P. aeruginosa cells was
destroyed by treatments with PMB, G3KL and TNS18

Severe membrane injury usually results in membrane poten-
tial analysis dissipation and cell death due to loss of lipid
bilayer function. Thus, we next assessed whether the peptide
can induce loss of membrane integrity by using the lipophilic
potentiometric dye disk 3 (5) assay. The addition of peptides
triggered an increase in fluorescence intensity, indicating rapid
membrane depolarization. Especially when the concentration
is 1× MIC, the three peptides (TNS18, G3KL, and PMB)-
induced potential loss reached 57%, 32%, and 31%. We ob-
served a dose-dependent loss of membrane potential analysis
in P. aeruginosa PA14 exposed to peptides (Fig. 6). We con-
cluded that the lipid bilayer damage induced by peptides are
followed by membrane potential dissipation and cell death.

Transcriptome analysis and RT-qPCR

To determine the differential gene expression between cells
treated with AMPDs and the control, the cDNA libraries of
cells treated with the peptides were subjected to high-
throughput sequencing. Both RNA sequencing and

Fig. 3 The effects of the peptides on P. aeruginosa PA14 swarming
motility. G3KL, TNS18, and PMB (0, 1/8, 1/4, and 1/2 MIC) were added
tomotility culture (0.5% agar, 8 g/L nutrient broth, and 5 g/L glucose) and
motilities were examined. All experiments were repeated three times in
two replicates

A       B               C

D       E        F

G  H  I

1×MIC         4×MIC        16×MIC

G3KL

TNS18

Polymyxin B

Untreated

10 μm

10 μm 10 μm10 μm

10 μm10 μm10 μm

10 μm 10 μm 10 μm

Fig. 4 Scanning electron microscopy images of biofilms ofP. aeruginosa
PA14 strain, treated with different concentrations of G3KL (a–c), TNS18
(d–f), and PMB (g–i), respectively, for 5 h. Representative images
(magnification, ×10,000) of P. aeruginosa biofilms grown on cover
glass in LB medium with the indicated concentrations of peptides at 37
°C for 5 h. The concentrations of three peptides were 0 (untreated); 1×
MIC (a, d, g); 4× MIC (b, e, h), and 16× MIC (c, f, i)

Fig. 2 In vitro activity of peptide dendrimers against preformed biofilm.
The peptides dispersed the pre-matured biofilm of P. aeruginosa. The
concentrations of the peptides were higher than the MICs. The experi-
ment was performed three times to obtain means and standard errors of
the means. ***P < 0.01
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comparative transcriptome analysis were employed to identify
the genes and their respective expression levels in cells sub-
jected to AMPDs treatment. By adopting a q value of ≤ 0.01

and |log2 fold-change| of > 1 to classify a transcript as being
differentially expressed, 92 differentially expressed genes (52
upregulated and 40 downregulated genes) in TNS18-treated
cells and 60 differentially expressed genes (53 upregulated
and 7 downregulated genes) in G3KL-treated cells were iden-
tified, relative to distilled water treated cells (Table S2, S3).

It can be observed from Table 1 that the expressions of
genes in the arnBCADTEF operon in G3KL-treated cells were
upregulated, different from those in TNS18-treated group in
which no significant changes were observed in the expres-
sions of these genes. NC means that no apparent change in
abundance was observed. The differences in some expressions
of the transcriptome may lead in part to the distinctions of the
mechanisms.

Discussion

Pseudomonas aeruginosa infections and their abilities to ac-
quire resistance to aggressive antibiotic therapy have been the
subjects of many investigations all the time. However, there
are no suitable drugs against these pathogens because adaptive
resistance makes them resistant to these drugs. P. aeruginosa
usually starts with the adhesion followed by secretion of ex-
tracellular polysaccharides, mainly alginate, leading to the
biofilm formation which can cause approximately two thirds
of all infections (Wolfmeier et al. 2017). Currently, there are
no suitable treatments to inhibit and disperse biofilm (Diez
et al. 2015; Dosler and Karaaslan 2014).

Peptide dendrimers are emerging drugs that have advan-
tages over standard antibiotics. However, the use of peptide
dendrimers is a double-edged sword owing to certain disad-
vantages, such as toxicity to host cells and enzymatic degra-
dation by proteases (Fuente et al. 2014; Lin et al. 2015; Zhang
et al. 2016). In the present study, the activities of peptide
dendrimers, which are relatively more resistant to bacterial
or host proteases, against P. aeruginosa PA14 were investigat-
ed. The results revealed that peptide dendrimers have strong
anti-biofilm activities, and can inhibit and disperse biofilm
formation in a concentration-dependent manner. However,
compared to the blank control, the specific growth rates of
PA14 in the presence of G3KL, TNS18, and PMB at a con-
centration of 1/8× MIC were reduced by 12.7%, 16.4%, and
11%, respectively (Fig. S1). The biofilm inhibition rates are
much higher than the growth inhibition rates. At the same
time, AMPDs were found to affect swarming motility which
can be described as a bacterial movement on solid medium
(Strehmel et al. 2015) by probably having an effect on the
flagella and polysaccharides. Therefore, the effect on swim-
ming motility which is mediated mainly by flagella should be
examined. All of these three peptides reduce the swimming
zone, especially TNS18 (Fig. S2). The other concern is the
effect on polysaccharides. In PA14, the main polysaccharide is

A                         B                       C

G3KL

TNS18

Polymyxin B

1 MIC          4 MIC   16 MIC

50μm 50μm 50μm

Mean thickness/μm 5.6±1.0 4.5±0.8 4.3±0.3

Mean thickness/μm 5.2±1.2 4.8±0.4 3.0±0.4
D                         E                          F

G                        H                          I

Mean thickness/μm 7.6±1.2 7.1±1.0 5.3±0.4

8.3±0.4 μm

Untreated

50μm

50μm 50μm 50μm

50μm 50μm 50μm

Fig. 5 Confocal laser scanning microscopy images of biofilms of
P. aeruginosa PA14 strain, treated with different concentrations of
G3KL (a–c), TNS18 (d–f), and PMB (g–i), respectively, for 5 h. The
concentrations of three peptides were 0 (untreated), 1× MIC (a, d, g);
4× MIC (b, e, h); and 16× MIC (c, f, i)

Fig. 6 Membrane potential loss due to G3KL (black squares), TNS18
(red circles), and PMB (blue triangles) exposure (0, 1/8, 1/4, 1/2, and 1
MIC) in P. aeruginosa measured with the potentiometric dye disk 3 (5).
Data were pooled from samples (two independent experiments with
triplicate) (Balasoiu et al. 2014)
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Pel and is formed between the air-liquid interface. The effect
of peptides on the swarming motility of another type strain
PAOI was also checked since that strain has one major poly-
saccharide Psl which is involved in this process. Consistently,
these peptides also significantly decrease the swarming motil-
ity of P. aeruginosa (Fig. S3). But the effects on the swarming
motility are stronger than those on the swimming motility, so
the effect on swarming motility is mainly related to polysac-
charide. As swarming motility is one of the factors contribut-
ing to biofilm formation, the AMPDs may influence the bio-
film structure by inhibiting swarming motility.

Furthermore, the effects of these peptides on the thickness
and structure of P. aeruginosa PA14 biofilm were examined
by SEM and CLSM. CLSM revealed that treatment of the
three peptides at 1× MIC led to less clearance of biofilm,
whereas treatment with higher concentrations of the peptides
for 5 h resulted in complete eradication of preformed biofilm.
These results indicated that all of the three peptides obviously
reduced the biofilm thickness and destroyed the structure,
when compared with that observed without peptide treatment.
After 5-h incubation with TNS18 and G3KL, the green fluo-
rescence of SYTO9 was less (Fig. 5c, f, i) when compared
with that noted in the untreated group. As PI can only enter the
cells with damaged membranes, this finding confirmed that
biofilms exposed to TNS18 or G3KL rapidly lost membrane
integrity (Manner et al. 2015). SEM assay revealed that pep-
tides treatment at 16× MIC significantly reduced the number
of bacterial cells that adhered to the surface, with the multi-
layer and compact bacterial cluster transformed into dispersed
bacteria. In particular, TNS18 exhibited the strongest inhibi-
tory and dispersive effect on the biofilm.

To gain insight into the molecular mechanism of TNS18
action, we performed a series of assays with bacteria.
Membrane potential analysis indicated that cells treated with
the three peptides presented the loss of membrane integrity
which is accompanied by marked membrane depolarization
and bacterial cell death.

To determine the differential gene expression between
cells treated with AMPDs and the control, the cDNA librar-
ies of cells treated with the peptides were subjected to high-
throughput sequencing. The RNA sequencing analysis by
RT-qPCR (Table S1) also revealed similar results (Table 1).
The transcriptome of PMB-treated group was derived from
the indicated reference (Murray et al. 2015). As the genes in
arnBCADTEF operon in PMB-treated group were
expressed differentially, the expression of arnT in G3KL-
treated cells was slightly different, suggesting that the anti-
microbial mechanism of G3KL might be different from that
of PMB (Murray et al. 2015). However, the expression of
arnBCADTEF operon in TNS18-treated group is totally dif-
ferent from those in both PMB- and G3KL-treated groups.
Many Gram-negative bacteria can modify lipid A by adding
some positive charges (Maria et al. 2015; Raetz and

Whitfield 2002) through regulation of the arnBCADTEF
operon resulting in resistance to AMPs (McPhee et al.
2006), similar to that noted against PMB (Murray et al.
2015). The two-component regulatory system, PhoP-PhoQ
(PhoPQ), usually controls all three modifications of lipid A
by activating the expression of pmrD gene. This gene can
induce the PmrA-PmrB two-component system (PmrAB)
by post-translational modifications. These two regulatory
systems control many genes related to antimicrobial resis-
tance in bacteria. In P. aeruginosa, LPS modification also
occurs independent of these two regulatory systems through
regulation of the arnBCADTEF operon, resulting in resis-
tance to AMPs (Maria et al. 2015). Most importantly, L-
Ara4N transferase (ArnT) can transfer L-Ara4N to lipid A.
As PMB can combine with lipid A, P. aeruginosa resists
PMB action by regulating the arnBCADTEF operon
(Fernandez et al. 2013). Thus, although the mechanisms of
the three peptides examined are related to the cell mem-
brane, the transcriptome of arnBCADTEF operon are dif-
ferent resulting in different mechanisms.

Peptide dendrimers contain different residues and variable
amino acids, and their biological activities depend on the var-
iations in amino acids and fatty acids. G3KL is a third-
generation (G3) antimicrobial peptide dendrimer that contains
lysine-leucine dipeptides linked by branching lysine residues
in three successive generations (Fig. S4) (Stach et al. 2014).
TNS18 is a second-generation (G2) peptide dendrimer analog
of G3KL with an optimized amino acid sequence and an ad-
ditional fatty acid chain that increases its activity (Siriwardena
et al. 2018). Thus, the difference in their structures results in
different biological mechanisms and future studies should fo-
cus on designing peptide dendrimers with different structures
and compositions to achieve various biological functions.

In summary, G3KL and TNS18 were found to target not
only the planktonic bacteria but also show particularly re-
markable effects on P. aeruginosa biofilms by disrupting the
membrane integrity. This study highlights the value of peptide
dendrimers G3KL and TNS18 as starting materials for the
development of new antimicrobial and anti-biofilm agents
useful against P. aeruginosa infections. Imaging by SEM,
CLSM, and membrane potential studies suggest that the ef-
fects of peptide dendrimers on bacteria are mediated by mem-
brane interactions. The expressions of genes in the
arnBCADTEF operon-regulating lipid A modification
resulting in resistance to AMPs differ from each other. These
results indicated that the antimicrobial mechanisms of these
three peptides are related to cell membrane. In future studies,
we will focus on the mechanism research.

Acknowledgments The authors greatly appreciate Prof. Dr. Jean-
Louis Reymond from Department of Chemistry and Biochemistry
of the University of Bern (Switzerland) for providing the peptides
G3KL and TNS18.

5828 Appl Microbiol Biotechnol (2019) 103:5821–5830



Funding This work was supported in part by the Sino-Swiss scientific
and technological cooperation project supported by the Ministry of
Science and Technology of China (No. 2015DFG32140), the National
Natural Science Foundation of China (No. 31770102), and the Swiss
National Science Foundation (No. IZLCZ2_155982).

Compliance with ethical standards

This article does not contain any study with human participants or ani-
mals performed by any of the authors.

Conflict of interest The authors declare they have no conflict of interest.

References

Abdel SP, Kaeppeli A, Siriwardena T, Darbre T, Perron K, Jafari P,
Reymond JL, Pioletti DP, Applegate LA (2016) Anti-microbial
dendrimers against multidrug-resistant P. aeruginosa enhance the
angiogenic effect of biological burn-wound bandages. Sci Rep 6:
1–10. https://doi.org/10.1038/srep22020

Balasoiu M, Balasoiu AT, Manescu R, Avramescu C, Ionete O (2014)
Pseudomonas aeruginosa resistance phenotypes and phenotypic
highlighting methods. Curr Health Sci J 40(2):85–92. https://doi.
org/10.12865/CHSJ.40.02.01

Bilecen K, Fong JC, ChengA, Jones CJ, Zamorano SD, Yildiz FH (2015)
Polymyxin B resistance and biofilm formation in Vibrio cholerae are
controlled by the response regulator CarR. Infect Immun 83(3):
1199–1209. https://doi.org/10.1128/IAI.02700-14

Chin CY, Hara Y, Ghazali AK, Yap SJ, Kong C, Wong YC, Rozali N,
Koh SF, Hoh CC, Puthucheary SD, Nathan S (2015) Global tran-
scriptional analysis of Burkholderia pseudomallei high and low bio-
film producers reveals insights into biofilm production and viru-
lence. BMC Genomics 16(1):471–485. https://doi.org/10.1186/
s12864-015-1692-0

Diez AM, Morosini MI, Tedim AP, Rodriguez I, Aktas Z, Canton R
(2015) Antimicrobial activity of fosfomycin-tobramycin combina-
tion against Pseudomonas aeruginosa isolates assessed by time-kill
assays and mutant prevention concentrations. Antimicrob Agents
Chemother 59(10):6039–6045. https://doi.org/10.1128/AAC.
00822-15

Dosler S, Karaaslan E (2014) Inhibition and destruction of Pseudomonas
aeruginosa biofilms by antibiotics and antimicrobial peptides.
Peptides 62:32–37. https://doi.org/10.1016/j.peptides.2014.09.021

Eggimann GA, Blattes E, Buschor S, Biswas R, Kammer SM, Darbre T,
Reymond JL (2014) Designed cell penetrating peptide dendrimers
efficiently internalize cargo into cells. Chemical communications
50(55):7254–7257. https://doi.org/10.1039/c4cc02780a

Fazli M, Almblad H, Rybtke ML, GivskovM, Eberl L, Tolker NT (2014)
Regulation of biofilm formation in Pseudomonas and Burkholderia
species. Environ Microbiol 16(7):1961–1981. https://doi.org/10.
1111/1462-2920.12448

Fernandez L, Alvarez OC, Wiegand I, Olivares J, Kocincova D, Lam JS,
Martinez JL, Hancock RE (2013) Characterization of the polymyxin
B resistome of Pseudomonas aeruginosa. Antimicrob Agents
Chemother 57(1):110–119. https://doi.org/10.1128/AAC.01583-12

Fuente NC, Reffuveille F, Haney EF, Straus SK, Hancock RE (2014)
Broad-spectrum anti-biofilm peptide that targets a cellular stress
response. PLoS Pathog 10(5):1–12. https://doi.org/10.1371/
journal.ppat.1004152

Heydorn A, Nielsen AT, Hentzer M, Sternberg C, Givskov M, Ersbøll
BK, Molin S (2000) Quantification of biofilm structures by the
novel computer program COMSTAT. Microbiology 146(10):
2395–2407

Hoffman LR, Argenio DA, MacCoss MJ, Zhang Z, Jones RA, Miller SI
(2005) Aminoglycoside antibiotics induce bacterial biofilm forma-
tion. Nature 436(7054):1171–1175. https://doi.org/10.1038/
nature03912

Johansson EM, Crusz SA, Kolomiets E, Buts L, Kadam RU, Cacciarini
M, Bartels KM, Diggle SP, Camara M, Williams P, Loris R, Nativi
C, Rosenau F, Jaeger KE, Darbre T, Reymond JL (2008) Inhibition
and dispersion of Pseudomonas aeruginosa biofilms by glycopep-
tide dendrimers targeting the fucose-specific lectin LecB. ChemBiol
15(12):1249–1257. https://doi.org/10.1016/j.chembiol.2008.10.009

Kadam RU, Bergmann M, Hurley M, Garg D, Cacciarini M, Swiderska
MA, Nativi C, Sattler M, Smyth AR, Williams P, Camara M,
Stocker A, Darbre T, Reymond J-L (2011) A glycopeptide dendri-
mer inhibitor of the galactose-specific lectin LecA and of
Pseudomonas aeruginosa biofilms. Angew Chem, Int Ed 50(45):
10631–10635. https://doi.org/10.1002/anie.201104342

Kong W, Zhao J, Kang H, Zhu M, Zhou T, Deng X, Liang H (2015)
ChIP-seq reveals the global regulator AlgR mediating cyclic di-
GMP synthesis in Pseudomonas aeruginosa. Nucleic Acids Res
43(17):8268–8282. https://doi.org/10.1093/nar/gkv747

Liberati NT, Urbach JM, Miyata S, Lee DG, Drenkard E, Wu G,
Villanueva J, Wei T, Ausubel FM (2006) An ordered, nonredundant
library of Pseudomonas aeruginosa strain PA14 transposon inser-
tion mutants. Proc Natl Acad Sci U S A 103(8):2833–2838. https://
doi.org/10.1073/pnas.0511100103

Lin L, Nonejuie P, Munguia J, Hollands A, Olson J, Dam Q,
Kumaraswamy M, Rivera H, Corriden R, Rohde M, Hensler ME,
Burkart MD, Pogliano J, Sakoulas G, Nizet V (2015) Azithromycin
synergizes with cationic antimicrobial peptides to exert bactericidal
and therapeutic activity against highly multidrug-resistant gram-
negative bacterial pathogens. EBioMedicine 2(7):690–698. https://
doi.org/10.1016/j.ebiom.2015.05.021

Manner S, Vahermo M, Skogman ME, Krogerus S, Vuorela PM, Yli KJ,
Fallarero A, Moreira VM (2015) New derivatives of dehydroabietic
acid target planktonic and biofilm bacteria in Staphylococcus aureus
and effectively disrupt bacterial membrane integrity. Eur J Med
Chem 102:68–79. https://doi.org/10.1016/j.ejmech.2015.07.038

Maria NS, Almeida KC, Macedo ML, Franco OL (2015) Understanding
bacterial resistance to antimicrobial peptides: from the surface to
deep inside. Biochim Biophys Acta 1848(11 Pt B):3078–3088.
https://doi.org/10.1016/j.bbamem.2015.02.017

McGrath DM, Barbu EM, Driessen WH, Lasco TM, Tarrand JJ,
Okhuysen PC, Kontoyiannis DP, Sidman RL, Pasqualini R, Arap
W (2013)Mechanism of action and initial evaluation of a membrane
active all-D-enantiomer antimicrobial peptidomimetic. Proc Natl
Acad Sci U S A 110(9):3477–3482. https://doi.org/10.1073/pnas.
1221924110

McPhee JB, Bains M, Winsor G, Lewenza S, Kwasnicka A, Brazas MD,
Brinkman FS, Hancock RE (2006) Contribution of the PhoP-PhoQ
and PmrA-PmrB two-component regulatory systems to Mg2+-in-
duced gene regulation in Pseudomonas aeruginosa. J Bacteriol
188(11):3995–4006. https://doi.org/10.1128/JB.00053-06

Michaud G, Visini R, Bergmann M, Salerno G, Bosco R, Gillon E,
Richichi B, Nativi C, Imberty A, Stocker A, Darbre T, Reymond
JL (2016) Overcoming antibiotic resistance in Pseudomonas
aeruginosa biofilms using glycopeptide dendrimers. Chem Sci
7(1):166–182. https://doi.org/10.1039/c5sc03635f

Murray JL, Kwon T, Marcotte EM, Whiteley M (2015) Intrinsic antimi-
crobial resistance determinants in the superbug Pseudomonas
aeruginosa. MBio 6(6):e01603-15. https://doi.org/10.1128/mBio.
01603-15

Pires J, Siriwardena TN, Stach M, Tinguely R, Kasraian S, Luzzaro F,
Leib SL, Darbre T, Reymond JL, Endimiani A (2015) In vitro ac-
tivity of the novel antimicrobial peptide dendrimer G3KL against
multidrug-resistant Acinetobacter baumannii and Pseudomonas

Appl Microbiol Biotechnol (2019) 103:5821–5830 5829

https://www.mysnf.ch/grants/grant.aspx?id=f214d1b9-6861-4ad8-8bae-3061f2d1df5b
https://doi.org/10.1038/srep22020
https://doi.org/10.12865/CHSJ.40.02.01
https://doi.org/10.12865/CHSJ.40.02.01
https://doi.org/10.1128/IAI.02700-14
https://doi.org/10.1186/s12864-015-1692-0
https://doi.org/10.1186/s12864-015-1692-0
https://doi.org/10.1128/AAC.00822-15
https://doi.org/10.1128/AAC.00822-15
https://doi.org/10.1016/j.peptides.2014.09.021
https://doi.org/10.1039/c4cc02780a
https://doi.org/10.1111/1462-2920.12448
https://doi.org/10.1111/1462-2920.12448
https://doi.org/10.1128/AAC.01583-12
https://doi.org/10.1371/journal.ppat.1004152
https://doi.org/10.1371/journal.ppat.1004152
https://doi.org/10.1038/nature03912
https://doi.org/10.1038/nature03912
https://doi.org/10.1016/j.chembiol.2008.10.009
https://doi.org/10.1002/anie.201104342
https://doi.org/10.1093/nar/gkv747
https://doi.org/10.1073/pnas.0511100103
https://doi.org/10.1073/pnas.0511100103
https://doi.org/10.1016/j.ebiom.2015.05.021
https://doi.org/10.1016/j.ebiom.2015.05.021
https://doi.org/10.1016/j.ejmech.2015.07.038
https://doi.org/10.1016/j.bbamem.2015.02.017
https://doi.org/10.1073/pnas.1221924110
https://doi.org/10.1073/pnas.1221924110
https://doi.org/10.1128/JB.00053-06
https://doi.org/10.1039/c5sc03635f
https://doi.org/10.1128/mBio.01603-15
https://doi.org/10.1128/mBio.01603-15


aeruginosa. Antimicrob Agents Chemother 59(12):7915–7918.
https://doi.org/10.1128/AAC.01853-15

Raetz CR,Whitfield C (2002) Lipopolysaccharide endotoxins. Annu Rev
Biochem 71:635–700. https://doi.org/10.1146/annurev.biochem.71.
110601.135414

RahmanM, Kühn I, RahmanM, Olsson LB,Möllby R (2004) Evaluation
of a scanner-assisted colorimetric MIC method for susceptibility
testing of gram-negative fermentative bacteria. Appl Environ
Microbiol 70(4):2398–2403. https://doi.org/10.1128/AEM.70.4.
2398-2403.2004

Rashid MH, Kornberg A (2000) Inorganic polyphosphate is needed for
swimming, swarming, and twitching motilities of Pseudomonas
aeruginosa. Proc Natl Acad Sci U S A 97(9):4885–4890. https://
doi.org/10.1073/pnas.060030097

Reymond JL, Darbre T (2012) Peptide and glycopeptide dendrimer apple
trees as enzyme models and for biomedical applications. Org
Biomol Chem 10(8):1483–1492. https://doi.org/10.1039/
c2ob06938e

Siriwardena TN, StachM, He R, Gan BH, Javor S, HeitzM,Ma L, Cai X,
Chen P, Wei D, Li H, Ma J, Kohler T, Van DC, Darbre T, Reymond
JL (2018) Lipidated peptide dendrimers killing multidrug-resistant
bacteria. J Am Chem Soc 140(1):423–432. https://doi.org/10.1021/
jacs.7b11037

Sommer P, Fluxa VS, Darbre T, Reymond JL (2009) Proteolysis of pep-
tide dendrimers. ChemBioChem 10(9):1527–1536. https://doi.org/
10.1002/cbic.200900060

Stach M, Maillard N, Kadam RU, Kalbermatter D, Meury M, PageMGP,
Fotiadis D, Darbre T, Reymond J-L, (2012) Membrane disrupting
antimicrobial peptide dendrimers with multiple amino termini. Med.
Chem. Commun. 3(1):86-89

Stach M, Siriwardena TN, Kohler T, van Delden C, Darbre T, Reymond
JL (2014) Combining topology and sequence design for the discov-
ery of potent antimicrobial peptide dendrimers against multidrug-
resistant Pseudomonas aeruginosa. Angew Chem Int Ed Engl
53(47):12827–12831. https://doi.org/10.1002/anie.201409270

Strehmel J, Neidig A, Nusser M, Geffers R, Brenner WG, Overhage J
(2015) Sensor kinase PA4398 modulates swarming motility and
biofilm formation in Pseudomonas aeruginosa PA14. Appl
Environ Microbiol 81(4):1274–1285. https://doi.org/10.1128/
AEM.02832-14

Taylor PK, Yeung AT, Hancock RE (2014) Antibiotic resistance in
Pseudomonas aeruginosa biofilms: towards the development of
novel anti-biofilm therapies. J Biotechnol 191:121–130. https://
doi.org/10.1016/j.jbiotec.2014.09.003

Thien FC, George AO (2001) Mechanisms of biofilm resistance to anti-
microbial agents. Trends Microbiol 9(1):34–39

Wang A, Wang Q, Kudinha T, Xiao S, Zhuo C (2016) Effects of
fluoroquinolones and azithromycin on biofilm formation of
Stenotrophomonas maltophilia. Sci Rep 6:29701–29711

Wolfmeier H, Pletzer D, Mansour SC, Hancock RE (2017) New perspec-
tives in biofilm eradication. ACS Infect Dis. https://doi.org/10.1021/
acsinfecdis.7b00170

Zhang SK, Song JW, Gong F, Li SB, Chang HY, Xie HM, Gao HW, Tan
YX, Ji SP (2016) Design of an alpha-helical antimicrobial peptide
with improved cell-selective and potent anti-biofilm activity. Sci
Rep 6:1–13. https://doi.org/10.1038/srep27394

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

5830 Appl Microbiol Biotechnol (2019) 103:5821–5830

https://doi.org/10.1128/AAC.01853-15
https://doi.org/10.1146/annurev.biochem.71.110601.135414
https://doi.org/10.1146/annurev.biochem.71.110601.135414
https://doi.org/10.1128/AEM.70.4.2398-2403.2004
https://doi.org/10.1128/AEM.70.4.2398-2403.2004
https://doi.org/10.1073/pnas.060030097
https://doi.org/10.1073/pnas.060030097
https://doi.org/10.1039/c2ob06938e
https://doi.org/10.1039/c2ob06938e
https://doi.org/10.1021/jacs.7b11037
https://doi.org/10.1021/jacs.7b11037
https://doi.org/10.1002/cbic.200900060
https://doi.org/10.1002/cbic.200900060
https://doi.org/10.1002/anie.201409270
https://doi.org/10.1128/AEM.02832-14
https://doi.org/10.1128/AEM.02832-14
https://doi.org/10.1016/j.jbiotec.2014.09.003
https://doi.org/10.1016/j.jbiotec.2014.09.003
https://doi.org/10.1021/acsinfecdis.7b00170
https://doi.org/10.1021/acsinfecdis.7b00170
https://doi.org/10.1038/srep27394

	Peptide dendrimers G3KL and TNS18 inhibit Pseudomonas aeruginosa biofilms
	Abstract
	Introduction
	Methods
	Bacterial strains
	Synthesis of G3KL and TNS18
	Minimum inhibitory concentration assay
	Inhibition of biofilm formation
	Crystal violet staining
	TTC staining

	Biofilm eradication assay
	Swarming motility assay
	SEM
	CLSM
	Gram-negative membrane potential measurements
	Transcriptome analysis
	RT-qPCR
	Statistical analysis
	Accession number and data availability

	Results
	Antimicrobial activity
	TNS18 and G3KL inhibited PA14 biofilm formation
	TNS18 eliminated PA14 mature biofilm
	TNS18 has an inhibitory effect on swarming motility
	SEM showed removal of PA14 biofilm by TNS18
	CLSM showed the biofilm thickness decreased by TNS18
	Membrane potential analysis indicated that the membrane integrity of P.�aeruginosa cells was destroyed by treatments with PMB, G3KL and TNS18
	Transcriptome analysis and RT-qPCR

	Discussion
	References


