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The type VI secretion system (T6SS) is the most prevalent bacterial secretion system and an important virulence mechanism uti-
lized by Gram-negative bacteria, either to target eukaryotic cells or to combat other microbes. The components show much vari-
ability, but some appear essential for the function, and two homologues, denoted VipA and VipB in Vibrio cholerae, have been
identified in all T6SSs described so far. Secretion is dependent on binding of an �-helical region of VipA to VipB, and in the ab-
sence of this binding, both components are degraded within minutes and secretion is ceased. The aim of the study was to investi-
gate if this interaction could be blocked, and we hypothesized that such inhibition would lead to abrogation of T6S. A library of
9,600 small-molecule compounds was screened for their ability to block the binding of VipA-VipB in a bacterial two-hybrid sys-
tem (B2H). After excluding compounds that showed cytotoxicity toward eukaryotic cells, that inhibited growth of Vibrio, or that
inhibited an unrelated B2H interaction, 34 compounds were further investigated for effects on the T6SS-dependent secretion of
hemolysin-coregulated protein (Hcp) or of phospholipase A1 activity. Two compounds, KS100 and KS200, showed intermediate
or strong effects in both assays. Analogues were obtained, and compounds with potent inhibitory effects in the assays and desir-
able physicochemical properties as predicted by in silico analysis were identified. Since the compounds specifically target a viru-
lence mechanism without affecting bacterial replication, they have the potential to mitigate the virulence with minimal risk for
development of resistance.

Vibrio cholerae causes the devastating disease cholera, which is
endemic in several Southeast Asian and African countries and

in Haiti. It also causes extensive epidemics. The disease is a major
public health concern in countries where it is endemic and causes
more than 500,000 cases and many deaths annually (1). The prin-
cipal means of treatment is hydration, but antibiotic treatment is
recommended for severely ill patients; however, a caveat is that
drug-resistant strains are becoming increasingly common. Several
cholera vaccines exist, but their protective efficacy is limited and of
rather short duration (1). Thus, to successfully control cholera,
there is need for additional therapies. The severe form of cholera is
caused by serogroups O1 and O139, and their expression of the
cholera toxin is essential for the devastating diarrhea. There are
also toxin-negative variants of V. cholerae, and although they do
not cause cholera, they are emerging extraintestinal pathogens.
Common to all V. cholerae strains is the possession of a type VI
secretion system (T6SS). Although it is a recently described secre-
tion system, T6SSs are the most common form of bacterial secre-
tion systems and present in many important Gram-negative
pathogens (2–5). T6SSs constitute four major phylogenetic
groups, and, intriguingly, representatives of several of these
groups may be present in a given genome, e.g., six T6SS clusters
are present in Burkholderia pseudomallei (6). This emphasizes the
heterogeneity of T6SSs and indicates that the functions are diverse
and likely specialized. As other secretion systems, T6SSs perform
key roles to target eukaryotic cells and facilitate virulence in eu-
karyotes (6–12); however, unlike other secretion systems, the
T6SS also plays a central role in interbacterial competition, a po-
tentially very important virulence mechanism in bacterial com-
munities such as the gastrointestinal tract (13–22).

T6SSs are encoded by 15 to 20 genes, but the genetic contents
and organization vary considerably (2). Approximately a dozen
T6SS proteins appear to constitute the core subunits, and two of
these, VipA and VipB, are highly conserved and homologues are
present in all T6SS clusters identified so far (2, 23–25). The two
proteins interact, and this binding is essential for type VI secretion
(T6S) (4, 26). This interaction has been shown to occur in all
tested, clinically important pathogens, such as V. cholerae, Franci-
sella tularensis, Escherichia coli, Pseudomonas aeruginosa, and Yer-
sinia pseudotuberculosis (4). Several of the Vip homologues also
bind to the heterologous partners from other bacteria, and, thus,
the mechanism behind the complex formation appears to be
highly conserved (4). The interaction is highly specific, since even
single amino acid substitutions in the �-helical region of VipA
abrogate binding to VipB (26).

VipA-VipB complexes form filaments that structurally resem-
ble the bacteriophage T4 contractile tail sheath, and they show a
regular movement and cycle between assembly, quick contrac-
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tion, disassembly, and reassembly (27). The filaments are quickly
disassembled by ClpV, an ATPase family protein (21, 27–29).
Thus, the coordinated functions of VipA, VipB, and ClpV are
needed for active secretion. In most T6SSs, hemolysin-coregu-
lated protein (Hcp) and valine-glycine repeat protein G (VgrG)
are exported by the secretion machinery, but most likely numer-
ous other proteins are secreted as well (30–36). The well-charac-
terized Hcp protein is not only secreted but also suggested to be a
chaperone that binds to cognate T6SS effector molecules, and it
forms a hexameric pore that is required for secretion of diverse
effectors encompassing several enzymatic classes (37–39). It has
been recently demonstrated that a family of phospholipases are
common T6SS-dependent effectors, and they degrade phosphati-
dylethanolamine, leading to bacterial lysis (13, 14, 40). Also, it has
been found that the T6SS is triggered in response to bacterium-
bacterium contact and suggested that this is not only an “offen-
sive” weapon but also a preemptive mechanism which supports
the cooperation of entire bacterial populations (41). In addition,
T6SS has been found to be activated by means of membrane-
disrupting products, such as polymyxin B and the mating pair
formation system of T4SS (42), indicating that it may be a means
of protecting the integrity of the cell wall.

In view of all of the available evidence that demonstrates strict
molecular constraints and high interspecies conservation of the
VipA-VipB interaction, we hypothesized that it would be possible
to inhibit the interaction by use of small-molecule compounds
and that such inhibitors would block T6S and thereby impede
virulence of Vibrio and other important Gram-negative patho-
gens.

MATERIALS AND METHODS
Plasmids, strains, and growth conditions. Bacterial strains and plasmids
used in this study are listed in Table S1 in the supplemental material. All
bacterial strains were grown in Luria-Bertani (LB) broth or agar (BD,
Sparks, MD, USA) at 37°C. When needed, antibiotics were used at the
following concentrations: carbenicillin, 50 �g/ml; kanamycin, 50 �g/ml;
rifampin, 100 �g/ml; and tetracycline, 10 �g/ml.

Compounds. The small-molecular-weight compound collection was
purchased from ChemBridge (San Diego, CA) and consisted of 9,600
compounds. The compounds were dissolved in dimethyl sulfoxide
(DMSO) at 5 mM and stored in 96-well plates at room temperature (RT)
in a desiccator at Laboratories of Chemical Biology Umeå. Analogues of
KS100 and KS200 were purchased separately from ChemBridge, Sigma-
Aldrich (St. Louis, MO), Specs (Delft, the Netherlands), and Chemdiv
(San Diego, CA).

DNA manipulations. Plasmids used in this study are listed in Table S1
in the supplemental material. Primers and restriction enzymes used to
generate the plasmids are listed in Table S2 in the supplemental material.
All the DNA fragments were amplified with the Expand Long-Range
dNTPack (Roche, Mannheim, Germany) and were initially cloned into
the pCR4-TOPO TA cloning vector (Invitrogen, Carlsbad, CA, USA) in
recipient strain E. coli Top10. Chromosomal DNA of E. coli 536 and P.
aeruginosa PAK was used as the templates for bacterial two-hybrid con-
structs of AaiA-AaiB (ECP_0238-ECP_0237) and HsiB2-HsiC2 (PA1657-
PA1658). The hsic2 allele was generated by overlap PCR to mutate the
intrinsic NotI site. All the DNA fragments were confirmed by sequencing
(Eurofins, Ebersberg, Germany) and were first introduced into NdeI/
NotI-digested pACTR-AP-Zif or pBRGP� and then into E. coli
DH5�F=IQ. For use in the bacterial two-hybrid assay, the plasmids were
cotransformed into E. coli KDZif1�Z by electroporation.

Bacterial two-hybrid screening assay. E. coli KDZif1�Z expressing
the previously described VCA0107-VCA0108 (4), the AaiA-AaiB, or the
HsiB2-HsiC2 construct was grown at 37°C in LB with the addition of

isopropyl �-D-1-thiogalactopyranoside (IPTG) at 0.4 mM. Bacterial cells
were permeabilized with 13% of SDS-CHCl3 and assayed for �-galactosi-
dase activity after 5 min or longer as described previously (30, 43, 44).
Screening assays were performed in duplicate and repeated once, and
values were expressed as averages based on one experiment; duplicate
measurements differed by less than 10%. Bacteria treated with 1% DMSO
were used as the control, and their �-galactosidase activity was defined as
100%. The activity of samples was presented as the percentage of the
control value.

In silico calculations of compound properties. Properties were cal-
culated using QikProp (45, 46) on low-energy three-dimensional (3D)
conformations (i.e., the global minimum) of the molecules generated by
the Macromodel (47) using the OPLS2005 force field (48) and a water
model (49). The conformational search was a Monte Carlo-based tor-
sional sampling of the molecules with the Polak-Ribière conjugate gradi-
ent energy minimization method (50). Calculated properties included the
total solvent accessible surface area in Å2 (SASA), the logarithmic octanol/
water partition coefficient (logP), the logarithmic aqueous solubility in
mol/dm3 (logS), apparent (i.e., the calculated value of the composite ef-
fects of traversing all permeation pathways in the cell system) Caco-2 cell
permeability in nm/s (Caco-2), and apparent Madin-Darby canine kidney
(MDCK) cell permeability in nm/s, where the assessment uses a knowl-
edge-based set of rules, including checking for suitable number of rotat-
able bonds, logP, solubility, and cell permeability.

Cytotoxicity test. Cytotoxicity of the compounds was essentially
tested as described previously (51). The compounds were added at 50 �M
to 1 � 105 cells/well of J774A.1 macrophages (ATCC TIB-67) cultured in
advanced Dulbecco’s modified Eagle’s medium (DMEM) containing 10%
fetal bovine serum (FBS) (GIBCO, New York, USA) at 37°C in 5% CO2.
After 24 h of incubation, lactate dehydrogenase (LDH) released in super-
natant was measured by using a CytoTox 96 nonradioactive cytotoxicity
assay kit (Promega, Madison, WI, USA), and cells were monitored under
a microscope. The value of cells treated with DMSO only and lysed by the
addition of phosphate-buffered saline (PBS) with 0.1% deoxycholate was
set as 100% (30, 52). Values of samples were shown as the percentage of
the control value.

Growth inhibition test. The compounds were added at 50 �M to
bacterial strains cultured in LB broth. The A600 at the 4-, 8-, 12-, and 18-h
time points was measured. The bacteria were in stationary phase beyond
the 8-h time point. Bacteria incubated with 2% DMSO were used as a
control.

Hcp secretion assay. V. cholerae, 2 � 108 cells/ml, was incubated with
compounds at an indicated concentration for 4 h in LB broth at 37°C in
5% of CO2. Bacterial cells were pelleted at 16,100 � g for 5 min, and
proteins in supernatants were precipitated with 12% trichloroacetic acid.
Proteins were subjected to Western blot analysis and probed with rabbit
antiserum specific to Hcp, a kind gift from Sun Nyunt Wai, Department of
Molecular Biology, Umeå University (53). Bacteria incubated with 2%
DMSO only were used as a control.

Interbacterial competition assay. The assay was performed according
to a protocol previously described (16). V. cholerae V52 and E. coli 363 (a
kind gift from Anders Johansson, Department of Clinical Microbiology,
Umeå University) were mixed at a ratio of 10:1 in PBS. Compounds dis-
solved in DMSO were added to the mixture at a concentration of 200 �M,
and DMSO only was used as a control. The mixture of bacteria (109 bac-
terial cells/ml) and compounds or DMSO only was spotted on LB agar
plates and incubated at 37°C for 4 h. The bacterial spots were harvested,
diluted in PBS, and spotted on LB agar plates containing antibiotics for the
selection and quantification of V. cholerae or E. coli. After 14 to 18 h of
incubation at 37°C, the density of the spots was determined visually.

Enzymatic assay of phospholipase activity. V. cholerae, 2 � 108 cells/
ml, was incubated with compounds at a concentration of 50 �M for 4 h in
LB at 37°C in 5% of CO2. Proteins in supernatants were examined by the
phospholipase A1 assay as previously described (40). Briefly, the assay was
performed by incubating supernatants with phospholipase A1 substrate
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PED-A1 (Invitrogen, Eugene, OR, USA) for 30 min at RT and measuring
the fluorescence intensity with a microplate reader equipped for excita-
tion in the range of 450 to 490 nm and fluorescence emission around 515
nm. Samples with bacteria treated with DMSO were used as controls, and
their phospholipase activity was arbitrarily set as 100%. The activity of
samples was shown as the percentage inhibition versus the control sample.

Statistical evaluation. Student’s two-tailed t test was used to compare
means between groups. All statistical analysis was conducted using SPSS,
version 20.

Nucleotide sequence accession no. Sequences have been deposited in
GenBank under accession numbers KJ735588 (PA1657) and KJ735589
(PA1658).

RESULTS
Identification of candidate compounds. The screening strategy
was based on determination of �-galactosidase activity in a bacte-
rial 2-hybrid interaction assay, where the VipA-VipB binding was
analyzed (44, 54). A 9,600-compound library was screened at the
concentration of 50 �M for the ability to inhibit �-galactosidase
activity (54). The primary hits of the screening were 470 com-
pounds that showed more than a 35% inhibition of the �-galac-
tosidase activity (Fig. 1), representing a hit rate of approximately
4.9%.

Down-selection of candidate compounds. The 470 com-
pounds were screened for inhibitory activity on the growth of V.
cholerae. Moreover, the effect of the compounds on the unrelated
B2H interaction of the Francisella tularensis proteins SspA/MglA
(44) was investigated to remove compounds with nonspecific in-
hibition of the B2H assay. This down-selection led to the identifi-
cation of 34 hits that inhibited the VipA-VipB B2H interaction but
showed no effects in the other assays.

Cytotoxic effects exerted by down-selected compounds. The
down-selected compounds were further analyzed for cytotoxicity
when added to the macrophage-like cell line J774, since it was
hypothesized that marked cell cytotoxicity would be an undesir-
able feature. Addition of the selected compounds to cultures of
J774 macrophages was performed, and LDH release was measured
to evaluate compound cytotoxicity. No marked differences were
observed after 24 h of incubation between J774 macrophages
treated with KS100 and the effect of DMSO only, whereas KS200
resulted in somewhat elevated LDH levels (see Fig. S1 in the sup-
plemental material). Microscopic examination of the morphology
of the treated cells was also performed, and no or only slightly
deviating morphology was observed in relation to the cells with

the addition of DMSO only (see Table S3 in the supplemental
material).

Growth inhibition effects on Gram-negative bacteria. To in-
vestigate whether KS100 or KS200 (50 �M) showed any effects on
bacterial growth, they were added to 11 Gram-negative bacterial
strains, each representing different species, and were examined in
broth. No significant growth inhibitory effects were observed at
the 18-h time point (P � 0.05) compared to the control with
DMSO only (see Fig. S2 in the supplemental material).

Based on the aforementioned criteria, the KS100 and KS200
compounds were identified as the most useful in view of their
potent VipA-VipB binding inhibition, no nonspecific B2H inhib-
itory activity, lack of bactericidal activity and growth inhibition, as
well as low cytotoxic properties. It should be noted that KS200
induced intermediate levels of cytotoxicity; however, since it
showed very potent inhibition of T6SS effector functions, it was
still selected, as we hypothesized that analogues could be identified
that still showed potent T6S inhibition but were less cytotoxic.

Selection of analogues to KS100 and KS200. Based on the
structures of the down-selected compounds KS100 and KS200,
commercially available structural analogues were obtained and
evaluated with regard to physicochemical properties and behavior
in several biological assays. Analogues were selected based on their
structural similarity to KS100 with regard to the heterocyclic
dibenzothiophene sulfone parental scaffold. Analogue structural
variations included hetero atom variation in the scaffold, different
oxidation states of the scaffold sulfur, and substituents on the
dibenzothiophene of various size and electronic properties. Ana-
logues selected for KS200 all had the central benzoxazole scaffold
with various phenyl-substituents in the 2 position and mono- and
biphenylic substituents on the imine in position 5. The original
imine was exchanged for an amine in some of the KS200 ana-
logues. In total, 17 analogues of the KS100 series and 12 of the
KS200 series were obtained. All compounds were characterized by
the calculation of physicochemical properties such as lipophilicity
(hydrophobicity), solubility, molecular weight, and permeability,
and they basically followed the rules of Lipinski et al. and Veber et
al. (55, 56).

According to in silico calculations, the octanol/water partition
coefficients (logP) of a subset of the compounds KS100, KS103,
KS105, KS107, KS108, KS112, and KS116 were in the ideal range
with a logP of 	3, i.e., low lipophilicity (see Table S3 in the sup-
plemental material). The most water-soluble compounds, i.e.,
logS of �
4, were KS103, KS105, KS108, KS110, KS111, KS112,
KS115, and KS116, most of which also showed low logP values (see
Table S3). The values for membrane permeability in Caco-2 and
MDCK cells showed high correlation, and all of the analogues in
the KS200 series showed very high permeability values, �2,400,
whereas values for the KS100 series analogues were much lower
(see Table S3). Still, nine of them showed high membrane perme-
ability values, �500, and KS107, KS111, K115, and KS116 all had
values of �1,500 for both Caco-2 and MDCK permeability. All of
the analogues had substantial solvent accessible surface areas
(SASA), between 430 and 930 (see Table S3).

In summary, the analogues showed markedly distinct pre-
dicted physicochemical properties since several of the KS100 an-
alogues showed low logP and high logS values, whereas many of
them had rather low membrane permeability values. There were
some exceptions, however, and, e.g., KS116 was among the com-
pounds with low logP and high logS values but still very high

FIG 1 Relative effects on the VipA-VipB interaction of the 9,600 compounds
analyzed. The activity of the samples was assayed using the B2H assay and
expressed as percentages relative to the samples with DMSO only (100%).
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permeability values. In contrast, none of the compounds of the
KS200 series showed low logP and high logS values, but all had
very high permeability values.

Cytotoxic properties and growth inhibition effects exerted
by the KS100 and KS200 analogues. The effects on eukaryotic
cells of the compounds were tested by adding them to J774 cells
and following the release of LDH and cell morphology as a mea-
sure of cell cytotoxicity. Among the analogues, addition of KS102,
KS110, KS203, KS205, KS207, and KS208 resulted in high values,
�29.5%, of released LDH compared to that for DMSO only,
12.6% (see Fig. S1 and Table S3 in the supplemental material; P 	
0.05), whereas the addition of KS101, KS103, KS104, KS105,
KS106, KS107, KS109, and KS114 did not result in any significant
differences compared to cultures with DMSO only, and the LDH
levels were 	15% but in abnormal morphologies (i.e., rounding
up) of the cells as judged by microscopy (see Table S3). In contrast,
the addition of KS108, KS111, KS112, KS113, KS115, KS116,
KS117, KS209, or KS210 resulted in low LDH release, 	15% (see
Fig. S1 and Table S3) and no obvious microscopic effect on J774
cells (see Table S3). The effects on growth of 12 Gram-negative
strains, each representing a unique species of the analogues, were
also examined. None of the compounds induced any significant
growth inhibition at the 18-h time point (see Fig. S2) or at any
earlier time point.

Effects of compounds on the VipA-VipB interaction of V.
cholerae, the AaiA-AaiB interaction of E. coli, and the HsiB2-
HsiC2 interaction of P. aeruginosa as assessed by the B2H assay.
To investigate whether the VipA-VipB interaction was affected in
a dose-dependent fashion by the down-selected compounds
KS100 and KS200, they were serially diluted and the �-galactosi-
dase activity of the B2H was measured (Fig. 2). A significant dif-
ference in �-galactosidase activity was observed between the sam-
ples with the lowest concentration, 12 �M, versus the highest, 50
�M (P 	 0.05). The values recorded were somewhat higher than
those observed in the original screening procedure (Fig. 1). The
analogues were also included in the B2H analysis and tested at a
concentration of 50 �M. Most of the compounds showed values
in the range of 60 to 90%, although K206 and KS208 showed
values of approximately 50%, similar to those of KS100 and KS200
(see Fig. S3). However, some analogues showed distinctly higher

values of �90%, i.e., little or no inhibition, in particular KS108
but also KS110, KS111, KS112, KS209, KS210, KS211, and KS212.

To analyze if the compounds affected also homologous B2H
interactions, the effects on the interaction of the VipA-VipB ana-
logues, AaiA-AaiB of E. coli and HsiB2-HsiC2 of P. aeruginosa,
were investigated. The compounds showed variable effects on the
B2H interactions, and only KS104 showed a significant inhibition
of all three B2H assays at a concentration of 50 �M, P 	 0.05 (see
Fig. S3).

Effects on T6SS-dependent Hcp secretion, phospholipase ac-
tivity, and the interbacterial competition assay exerted by the
KS100 and KS200 compounds and analogues. The selected com-
pounds were next tested to determine how they affected T6SS
functions. To this end, the secretion of the very-well-characterized
T6SS effector, Hcp, was analyzed. A normal VipA-VipB interac-
tion is an absolute requirement for Hcp secretion since VipA vari-
ants that are unable to bind to VipB efficiently do not support
secretion of Hcp (26, 34). KS100, KS200, and the analogues were
serially diluted to final concentrations of 50 �M, 100 �M, or 200
�M and incubated with V. cholerae V52 for 4 h. Extracts from the
cells and culture supernatants were examined by Western blot-
ting, and a dose-dependent inhibition of Hcp secretion was ob-
served (Fig. 3). At 200 �M, the Hcp secretion was essentially elim-
inated by many compounds (see Table S3). KS100, KS200, and the
low cytotoxic analogues all showed complete inhibition at 200 �M
and marked inhibition at 100 �M (Fig. 3).

Phospholipase A1 function, another T6SS-dependent effector
mechanism, was also investigated as a parameter of the activity of

FIG 2 Dose-dependent inhibition of the VipA-VipB interaction. Serial dilu-
tions of KS100 and KS200 were assayed in the B2H system, and values of
�-galactosidase activity are shown as percentages relative to samples with
DMSO only. Data are presented as means � standard deviation (SD) from
three wells from one representative experiment of three. *, P 	 0.05.

FIG 3 Dose-dependent inhibition of the Hcp secretion. The V. cholerae strain
V52 was incubated with either DMSO as the control or selected compounds at
50, 100, or 200 �M. Extracts from the cells and culture supernatants were
separated by SDS-PAGE and examined by Western blotting using rabbit anti-
serum against Hcp.
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the compounds by measuring its activity in the supernatant (40).
KS100 showed significant inhibition, 42.5%, and KS200 very po-
tent inhibition, 94.1%, compared with that of the DMSO control
(Fig. 4; see also Table S3 in the supplemental material). Among the
analogues, a majority showed �50% inhibition, and they were
particularly common among the KS100 analogues, and, notably,
KS101, KS102, KS104, KS108, KS110, KS111, KS112, KS115,
KS116, and KS117 all showed values of �80%. The effects of the
low cytotoxic compounds are presented in Fig. 4. Among these,
KS108, KS111, KS112, KS115, KS116, and KS117 showed marked
inhibition of both phospholipase A1 activity and Hcp secretion.

The compounds were also investigated for their ability to in-
terfere in an interbacterial competition assay, killing of E. coli ef-
fectuated by V. cholerae. The killing was assessed by estimating the
density of E. coli bacteria growing on the antibiotic-selective agar
plates. None of the compounds significantly affected the killing of
E. coli (data not shown).

SAR of KS100 and KS200 analogues. To evaluate the effects of
the down-selected compounds and the analogues on T6SS, the
structure-activity relationship (SAR) was focused on the most
widely used assay with regard to T6S function, Hcp secretion. In
the KS100 set of analogues, smaller and less lipophilic compounds
generally showed prominent inhibition of Hcp secretion, and
three compounds, i.e., KS103, KS105, and KS108, displayed very
low logP and a stronger inhibition than the parental compound
KS100, and two, KS112 and KS116, showed a logP of 	3.0 and an
inhibition as strong as that of the parental compound (see Table
S3). Although no consistent conclusions could be drawn regard-
ing the optimal substitution pattern on the parental scaffold from
this limited set of analogues, some trends could be identified. An
oxidization of the sulfur appeared to be slightly preferable over
nonoxidization in dibenzothiophenes with phenylic substituents
(cf. KS105 and KS109). There were no dramatic differences in
activity between the 3,7- and 2,8-substituted dibenzothiophene
scaffolds, and various substitution patterns on the parental het-
erocyclic dibenzothiophene sulfone framework (KS105, KS109,
KS113, KS115, and KS117), as well as on dibenzofuran scaffolds
(KS112 and KS116) and carbazole scaffolds (KS110 and KS111),
resulted in active compounds. This feature gives flexibility to tune
properties like solubility, toxicity, and membrane permeability in
a future potential lead optimization effort. It was also of interest

that the symmetry of the KS100 class was not essential for greater
activity, as evidenced by the potent inhibition displayed by the
asymmetrical compounds KS111, KS115, KS116, and KS117. No-
tably, asymmetrical compounds displayed lower cell toxicity than
most symmetrical compounds.

The KS200 analogues generally displayed a lower inhibitory
capacity of the Hcp secretion than the KS100 analogues. Excep-
tions were compounds KS210 and KS212, although the former
compound showed substantial cytotoxicity. The SAR analysis of
the KS200 compounds indicated that there is an intricate relation
between activity and cytotoxicity among these compounds. Most
of the least toxic compounds, i.e., KS209, KS210, and KS211, have
a common chemical structure with variation in the position of the
substituent on the phenyl in the 2 position on the benzoxazole
scaffold. Here, a meta-substituent, i.e., m-methyl in KS210,
seemed to exert more potent inhibition. The other meta-substit-
uent compound, KS204 (m-iodo), also showed some inhibitory
effect but increased cytotoxicity compared to that of KS210, which
we hypothesize is due to the missing o-chloro on the benzoate
moiety. KS210 showed good cell permeability capacity but poor
water solubility according to the in silico calculations.

DISCUSSION

The role of T6SS for cholera pathogenesis is intriguing and by far
not fully explored. Although the cholera toxin is the principal
pathogenetic mechanism and essential for the clinical manifesta-
tions of classical cholera (57, 58), there is accumulating evidence
that T6SS is an important adjunct virulence mechanism. For ex-
ample, secretion of Hcp and VgrG contributes to the diarrhea and
facilitates bacterial replication in a mouse model of cholera (39).
The contribution of T6SS in this regard may be dependent on its
central role in interbacterial competition, since this should be a
very important virulence mechanism in complex bacterial com-
munities, such as the gastrointestinal tract (41). In addition, there
is evidence that T6SS targets the intestinal epithelium and thereby
modulates the inflammatory response such that bacterial survival
will be favored (33). Thus, inhibition of T6SS may adversely affect
the virulence of gastrointestinal pathogens by impairing their in-
terbacterial competitiveness as well as their ability to modulate the
local immune response.

There are several features that make the VipA-VipB interaction
of T6SS an attractive target for antimicrobial therapy. One is the
presence of the two genes in all T6SS clusters discovered so far, and
another one is the high degree of conservation in their interaction,
as evidenced by the effective binding of several of the homologous
proteins with cognate partners from other bacterial species (2, 4,
26). Thus, there is reason to believe that compounds that inhibit
the interaction in one species may also confer effects on the inter-
action in other species. Moreover, the available evidence indicates
that the interaction is an essential prerequisite for the T6SS effec-
tor mechanisms. Thus, effective inhibition of the interaction of
VipA-VipB and their homologues has the potential to abrogate
T6SS functions in a wide variety of pathogenic bacteria.

In the present study, we developed a high-throughput screen-
ing assay for small-molecule inhibitors of VipA-VipB binding in
V. cholerae based on a B2H protein-protein interaction assay. The
strategy to use B2H as a screening method in this context has only
rarely been implemented (59), but, if successful, it should result in
the identification of highly specific compounds in view of the
strict prerequisites of the assay. It was anticipated that the strategy

FIG 4 Inhibition of phospholipase A1 secretion. Selected compounds at a
concentration of 50 �M were tested for inhibition of phospholipase A1 activity
and expressed as percentage inhibition relative to samples with DMSO only.
Experiments were carried out in triplicates, and the means � SD are shown
from one representative experiment of three. The P values were all 	0.001.
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would be affected by several caveats; protein-protein interactions
are generally highly specific, and, therefore, there will be very strict
requirements for small-molecule inhibitors. Further, since it is
assumed that there is an intracellular localization of the proteins,
the inhibitors need to be highly membrane diffusible. As a reflec-
tion of these caveats, even though our original screen identified
some 5% of the compounds as inhibitory, the subsequent analysis
excluded a high proportion of these, and only a few compounds
were finally down-selected. In conjunction to the screening pro-
cedure, we also tested if the identified compounds prevented bac-
terial replication of V. cholerae and other clinically important
Gram-negative bacteria, and those that showed inhibition were
excluded from further characterization. Thereby, at least from a
theoretical standpoint, this will minimize the risk of development
of antibiotic resistance against such compounds.

The VipA-VipB interaction is an absolute prerequisite for the
function of the T6S, and, thus, it would be postulated that the
inhibition of the interaction will lead to the abrogation of Hcp
secretion or phospholipase activity, both shown to be important
T6SS effector mechanisms (28, 34). In fact, numerous studies have
demonstrated not only a close link between T6SS and bacterial
secretion, necessary for virulence, but also the structural roles of
VipA, VipB, and Hcp in the needle-like structure required for
secretion (2, 4, 13, 14, 27–29, 34, 39, 53, 60). Our work based on
the analogues of the two parental compounds demonstrated,
however, that some preferentially inhibited one or the other of the
assays. Thus, even if the VipA-VipB interaction without doubt is
required for T6S, it is possible that less potent inhibitors of the
interaction may still allow sufficient function for the subsequent
activation of the machinery and, hence, Hcp secretion or phos-
pholipase activity. Moreover, we also observed that the com-
pounds showed variable effects on the VipA-VipB homologous
interactions of AaiA-AaiB and HsiB2-HsiC2, indicating that the
interactions are to some degree distinct. The two parental com-
pounds KS100 and KS200 were selected since they showed potent
inhibition of both VipA-VipB interaction as well as Hcp secretion.
The B2H assay was performed using an E. coli strain, thereby min-
imizing the possibility that the compounds identified would exert
activities that target other essential functions in V. cholerae.

The physical properties of the compounds resulted in some
constraints when performing the assays; in particular, the limited
solubility prevented the possibility to perform testing of the po-
tency of inhibition in the B2H assay over a wide range of concen-
trations and, therefore, the half maximal inhibitory concentration
could not be calculated. Our data showed, however, that the in-
hibitory effects of these compounds on the VipA-VipB B2H assay
were dose dependent below 100 �M and on Hcp secretion below
500 �M.

Our analysis of the structure and activity relationship of the
parental compounds, KS100 and KS200, and their analogues al-
lowed us to make certain inferences regarding the structural con-
straints of the biological activities. Of the KS100 analogues,
smaller and less lipophilic compounds showed the most promi-
nent Hcp secretion inhibition. Notably, the dibenzothiophene
sulfone structure of KS100 was possible to modify in multiple
ways, including the addition of heteroaromatic moieties like
dibenzothiophenes, dibenzofurans, and carbazoles, with pre-
served activity, and it was observed that asymmetrical compounds
displayed lower cell toxicity than symmetrical ones. Fewer inferences
were possible to make regarding the KS200 analogues, but the impor-

tant, albeit unwanted, characteristic of cell cytotoxicity was mini-
mized when compounds had a common 2-methoxy-4-[(1-
oxa-5-indenylimino)methyl]phenyl 2,4-dichlorobenzoate structure,
despite that their substituents varied.

The KS200 analogues, besides that a majority showed marked
cytotoxicity, displayed high membrane permeability and were
markedly hydrophobic and showed intermediate inhibition of the
Hcp secretion and phospholipase activity. The KS100 analogues,
in contrast, showed much more diverse activity spectra. A major-
ity showed minimal cytotoxicity, and this was correlated to inter-
mediate or low hydrophobic properties. Many of these displayed
prominent inhibition of Hcp secretion and phospholipase activ-
ity, and some, e.g., KS112 and KS116, also showed high membrane
permeability.

In summary, we established a high-throughput screening assay
for small-molecule inhibitors targeting the interaction of VipA
and VipB, which is essential for the T6SS of V. cholerae, and we
demonstrated that KS100, KS200, and some of their analogues are
effective to inhibit V. cholerae T6SS effector mechanisms. We were
able to make certain inferences regarding the structure-activity
relationship of the compounds; however, the exact molecular pre-
requisites of these inhibitors and how the effector functions are
inhibited will require additional structural analyses.
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