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Abstract: [uxS is conserved in several bacterial species, including A. hydrophila, which causes
infections in prawn, fish, and shrimp, and is consequently a great risk to the aquaculture industry
and public health. [uxS plays a critical role in the biosynthesis of the autoinducer-2 (AI-2), which
performs wide-ranging functions in bacterial communication, and especially in quorum sensing
(QS). The prediction of a 3D structure of the QS-associated LuxS protein is thus essential to better
understand and control A. hydrophila pathogenecity. Here, we predicted the structure of A. hydrophila
LuxS and characterized it structurally and functionally with in silico methods. The predicted
structure of LuxS provides a framework to develop more complete structural and functional
insights and will aid the mitigation of A. hydrophila infection, and the development of novel
drugs to control infections. In addition to modeling, the suitable inhibitor was identified by high
through put screening (HTS) against drug like subset of ZINC database and inhibitor ((—)-Dimethyl
2,3-O-isopropylidene-L-tartrate) molecule was selected based on the best drug score. Molecular
docking studies were performed to find out the best binding affinity between LuxS homologous
or predicted model of LuxS protein for the ligand selection. Remarkably, this inhibitor molecule
establishes agreeable interfaces with amino acid residues LYS 23, VAL 35, ILE76, and SER 90, which
are found to play an essential role in inhibition mechanism. These predictions were suggesting that
the proposed inhibitor molecule may be considered as drug candidates against Al-2 biosynthesis
of A. hydrophila. Therefore, (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate inhibitor molecule was
studied to confirm its potency of AI-2 biosynthesis inhibition. The results shows that the inhibitor
molecule had a better efficacy in AI-2 inhibition at 40 M concentration, which was further validated
using Western blotting at a protein expression level. The AI-2 bioluminescence assay showed that the
decreased amount of Al-2 biosynthesis and downregulation of LuxS protein play an important role in
the AI-2 inhibition. Lastly, these experiments were conducted with the supplementation of antibiotics
via cocktail therapy of Al-2 inhibitor plus OXY antibiotics, in order to determine the possibility of
novel cocktail drug treatments of A. hydrophila infection.

Keywords: Aeromonas hydrophila; LuxS; quorum sensing; 3Dstructure; i-TASSER; SAVES server; Al-2;
molecular docking

1. Introduction

A. hydrophila is a prevalent and opportunistic pathogen of aquatic organisms, including fish,
shrimp, and prawns [1]. Furthermore, A. hydrophila also causes severe diseases in humans, including

Molecules 2018, 23, 2627; d0i:10.3390/molecules23102627 www.mdpi.com/journal/molecules


http://www.mdpi.com/journal/molecules
http://www.mdpi.com
https://orcid.org/0000-0003-2216-0198
http://www.mdpi.com/1420-3049/23/10/2627?type=check_update&version=1
http://dx.doi.org/10.3390/molecules23102627
http://www.mdpi.com/journal/molecules

Molecules 2018, 23, 2627 2 of 22

gastrointestinal illnesses, septicemia, and cellulitus [2—4]. In several bacterial species, gene expression
is controlled by the secretion, detection, and production of extracellular signaling molecules (AI-2)
that accumulate in environments in proportion to cell densities of signal molecule-producing cells.
This phenomenon is commonly referred to as ‘quorum sensing’. The S-ribosyl-homocysteinase (LuxS)
quorum-sensing (QS) system is found in several bacterial species [5] and was initially characterized as
the regulator of bioluminescence in Vibrio harveyi [6]. QS has been well-studied due to its regulation
of vital physiological mechanisms, including competence, sporulation, motility, biofilm formation,
and its critical role in determining virulence. The presence of /xS homologs in both Gram-positive and
Gram-negative bacteria suggests that AI-2 is a universal language for interspecies communication [7].
Moreover, LuxS is an integral component of the activated methyl cycle, which may also explain its
widespread conservation [8].

LuxS encodes an enzyme that aids in the metabolism of S-adenosyl-methionine
(SAM) and catalyzes the conversion of S-ribosyl-homocysteine (SRH) to homocysteine and
4,5-dihydroxy-2,3-pentanedione (4,5-DPD), in addition to several furanones [9-11]. Production of
the autoinducer (AI-2) occurs when 4,5-DPD autocatalytically hydrolyzes [12]. The LuxS protein,
S-ribosyl-homocysteinase, is associated with the synthesis of AI-2. AI-2 plays a crucial role in
intercommunication among bacterial species that possess LuxS and that are at high cell densities [7,13].
The LuxS system has been thoroughly investigated in Gram-negative bacteria, which includes
A. hydrophila and the marine «y-proteobacterium, Vibrio harveyi [14,15]. LuxP, which responds to AI-2 [16],
has also been thoroughly studied in V. harveyi. However, bacteria without LuxP can also respond
to Al-2, and other receptors can be involved in the biosynthesis of AI-2 precursors, including LsrB
(Bacillus, E. coli, and Salmonella enterica) and rbsB in H. influenza [17]. However, the AI-2 receptor gene
LuxP is prevalent in Gram-positive bacteria, although little is known regarding them. [uxS is found in
Gram-positive and Gram-negative bacteria, including A. hydrophila, and performs critical transcription
functions in the regulation of genes associated with transport of nucleotides, metabolism, and the
synthesis of cell walls or membranes [18]. In contrast, the deregulation mechanisms of those genes
are still unknown. Furthermore, the LuxS system of A. hydrophila performs a vital role in in vitro
biofilm synthesis. Mutant strains of JuxS fail to produce mature biofilms [19], although increased
concentrations of salinity and increased incubation periods also reduce biofilm formation, motility,
protease biogenesis, and quorum sensing [20]. Moreover, mutation of the luxS AI-2 synthase gene
decreases virulence towards hosts, although virulence can be recovered when AI-2 is added from
exogenous sources [21].

LuxS belongs to the LuxS/MPP-like metallohydrolase superfamily of enzymes, according to
the structural classification of proteins (SCOP) scheme. It is one of the few enzymes that is able to
cleave thioether bonds without using a redox cofactor [22]. Numerous studies indicate that LuxS is
highly conserved among several species, including A. hydrophila, E. coli, V.cholera, and S. typhi, but
does not share homology with other functional genes [23,24]. In addition, a number of LuxS protein
structural studies have been published. The crystal structure of LuxS indicated that it is homodimeric,
with six alpha-helices that are covered with eight stranded beta-barrels. Further, the active site
coordinates a zinc ion that binds with several highly conserved residues, including His-54, His-58,
and Cys-126 [25,26]. Furthermore, several studies have demonstrated that conformational changes in
the protein results in the participation of the 125-131 residues in the restriction active site, and which
are closely located to the N-terminus, [26]. Several crystal structures of LuxS have been solved from
various bacterial species (Deinococcus radiodurans, Helicobacter pylori, Haemophilus influenzae, Bacillus
subtilis, and streptococcus mutans) [25-27]. A. hydrophiala LuxS share sequence similarity 42, 38, 37, 37
and 79% to LuxS from D. radiodurans, H. pylori, H. influenzae, B. subtilis and S.mutans, respectively [28].

Previous studies have indicated that LuxS has evolved since the divergence of prokaryotic
phyla, and that its evolutionary history is congruent with the ribosomal RNA tree of microorganisms.
Genome-wide studies of [uxS5 have indicated that LuxS is commonly found within the bacterial domain.
Concomitantly, the AI-2 mediated signaling process functions as a universal mode of interspecies



Molecules 2018, 23, 2627 30f 22

communication [29]. Accordingly, numerous reports have shown that AI-2 binds receptors, and is
a mediator of QS in several species, including those of the Vibrionales order, and pathogenic gut
bacteria [30].

Large-scale bacterial genome sequencing projects have led to increased recognition of the role
of LuxS in the growth and virulence of various bacterial pathogens. Consequently, it is necessary to
identify the structure and function of the LuxS protein in the important pathogen, A. hydrophila. Herein,
the 3D structural model of the A. hydrophila LuxS was aligned with a known homologous structure via
homology modeling and the threading method (i.e., fold recognition method). Furthermore, predictive
computational approaches were used, including sequence analyses, model building, structural
analyses, and functional annotation. The overall aim of this study is to predict the structure of
A. hydrophila LuxS and characterize its structure using bioinformatics methods. Moreover, for the
validation of the predicted LuxS model, we docked the AI-2 QS inhibitor with the LuxS model and
its homologous proteins via the Docking server and experimentally confirmed its effect over AI-2
inhibition. Our results indicate that AI-2 inhibition was decreased and Luxs downregulated at the
protein expressional level when an inhibitor molecule was used. In addition, incubation of cultures
with the AI-2 inhibitor and OXY antibiotics indicated a much-decreased growth rate of A. hydrophila
and maybe a possible cocktail treatment for pathogenic infections.

2. Results

2.1. Synthesis of AI-2 Using a LuxS Ssystem

Most bacterial species, including A. hydrophila, have conserved [uxS homologs that are
responsible for the production of LuxS enzymes. The conversion of S-adenosylhomocysteine (SAH)
by detoxification with the aid of 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase
(i.e., the Pfs enzyme) results in the S-ribosyl homocysteine (SRH) substrate and the removal of
an adenine group. Only the LuxS enzyme has been predicted to cleave the substrate (SRH) into
4,5-dihydroxy-2,3-pentanedione (DPD), which is the precursor of Al-2, and homocysteine [14,31]. DPD
then spontaneously undergoes cyclization into AI-2 [32,33] (Figure 1A,B). Most bacterial species use
Pfs and LuxS to produce DPD, which is then responsible for the biosynthesis of AI-2.
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Figure 1. Chemical (A) and graphical (B) pathways of AI-2 biosynthesis, showing the synthesis
of AI-2 via the QS LuxS system in A. hydrophila. luxS homologs are labeled as LuxX, LuxY, and
LuxZ. Pfs converts S-adenosylhomocysteine (SAH) into S-ribosyl homocysteine (SRH) and adenine.
LuxS converts SRH into Al-derivatives/precursors such as 4,5-dihydroxy-2,3-pentanedione (DPD)
and homocysteine, and DPD spontaneously undergoes cyclization to produce AI-2. AI-2 molecules

are emitted from bacterial cells via membrane protein channels, wherein they become active in

quorum sensing.

2.2. LuxS Sequence Analysis

LuxS sequence analysis indicated a protein length of 169 amino acids, a molecular weight of
18.79 kDa, and 2618 total atoms. The net charge and isoelectric point of the protein are provided in
Supplementary Table S1. The grand average hydrophobicity (GRAVY) index was 0.179, indicating
that the protein is hydrophilic (Figure 2A). Kyte and Doolittle hydropathy plots further confirmed the
hydrophobicity of the protein (Figure 2B). The hydrophobicity of protein helps to decrease its surface
area and reduces unfavorable interactions with water due to keeping it biologically stable and active.
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Figure 2. Analysis of LuxS protein hydrophobicity. (A) the hydrophilic areas of the LuxS protein
are shown in blue, and hydrophobic regions are shown in red, while white represents areas with
hydrophobicity values of 0.0. (B) Kyte and Doolittle hydropathy plot showing that the LuxS protein is

moderately hydrophilic.
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2.3. Cellular Localization and Antigenic Site Prediction

Protein functions are mostly confined to specific locations. Hence, prediction of protein
localization allows for understanding of specific pathways and mechanisms, including the QS pathway
or other disease-relevant pathways. Localization analysis using the Predict Protein and CELLO v2.5
servers indicated that LuxS is a cytoplasmic protein, and the highest predicted cellular localization
score value was 4.504 (Supplementary Table S1). Signal peptides and internal helices or motifs were
not identified inside of the LuxS protein (Figure 3A), which has not been previously reported. Previous
analysis shows the presence of hydrophobic residues (valine, cysteine and leucine) on the surface of the
protein, which is likely to be the part of antigenic determinants. Analysis with the predicted antigenic
peptides tool indicated that LuxS contains six antigenic determinants, with an average antigenic
propensity of 1.0223 (Figure 3B). These six antigenic determinants consist of sequence fragments
that start and end at different positions: 15-21: AAPAVRYV, 32-45: TITVFDLRFCVPNQ, 52-61:
GIHTLEHLEFA, 87-93: FYMSLIG, 107-114: AMSDVLTYV, and 136-149: LEEAHAIARHVLER (Table 1).
These predicted antigenic sequence segments may function as stimulators of antibody responses.

Sequence analysis of LuxS indicates that it contains a single metalloenzyme LuxS/M16
peptidase-like domain comprising amino acids in positions 4-162. Metalloenzyme domains
exhibit two-layer alpha/beta structures, as in LuxS (S-ribosyl homocysteine; EC: 4.4.1.21),
while metallopeptidases share high similarity with the M16 family. These domains share identical active
site motifs of HxxEH within the core helix, but differ in one of the metal-binding residues. In contrast,
LuxS is an iron-dependent homodimer metalloenzyme that holds two tetrahedral metal-binding
sites that are identical to peptidases and amidases, and also has an extra N-terminal strand [26,34]
(Supplementary Figure S1).
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Figure 3. Signal peptides and antigenic determinants. (A) prediction of LuxS signal peptides by the
Signal peptide server. Signal cleavage sites, internal helices, and associated motifs were not present in

the sequence. (B) antigenicity profile and antigenic determinants of LuxS. Grey lines show the positions
of six antigenic determinants within the LuxS protein.

Table 1. Antigenic determinants within LuxS.

n Start Position Sequence End Position
1 15 AAPAVRV 21

2 32 TITVFDLRFCVPNQ 45

3 52 GIHTLEHLFA 61

4 87 FYMSLIG 93

5 107 AMSDVLTV 114

6 136 LEEAHAIARHVLER 149

2.4. LuxS Structural Analysis

The homology modeling of LuxS was performed based on known crystal structures of Salmonella
typhi (PDB ID: 56e8), Deinococcus radiodurans, (PDB ID: 1V]JE) and Streptococcus suis (PDB ID: 4XCH)
and the template (PDB ID: 56e8) was selected with highest 78% structural similarity (Figure 4A).
Furthermore, to better understanding the details of LuxS structure in A. hydrophila and its differences
with template, the structure prediction indicates that LuxS is comprised of 31.36% loops, 41.42% helices,
and 17.16% strands. Further differences between model and template are shown in (Figure 4A,B).
The tertiary structure of LuxS was accurately predicted using threading methods in the i-TASSER and
Phyre2 servers [35-37]. Quality analysis of the predicted model was conducted using several SAVES
(Procheck, Errat, Prove and Verify-3D) servers [38-40]. The QMEAN4 server was used to validate the
results, evaluate the Psi/Phi values of the Ramachandran plot, and other quality-filtration analyses
against non-redundant sets of proteins from data banks. These analyses indicated that the i-TASSER’s
predicted 3D model (Figure 4B) exhibited higher accuracy than the Phyre2 predicted 3D-model.

The model was selected based on the i-TASSER results and higher QMEAN4 scores.
The SWISS-PDB viewer was used to model energy minimization and refine the model. The LuxS

‘Modell” with a QMEAN4 value of —3.17 and z-score value of —6.53 was selected for energy
minimization. PROCHECK was then used to analyze the structural and stereochemical properties of
the protein by recognizing overall and residue-by-residue geometry. A Psi/Phi Ramachandran plot
was used to assess the quality of the model, and indicated that 86.2% of the residues were observed in
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the most favored regions, 8.4% were within additionally allowed regions, and 5.4% were in outlier
regions, while none of the residues were observed in disallowed regions (Supplemental Information
S1). The reliability of the model was assessed via ERRAT, which examines the statistics of non-bonded
interfaces between diverse atom types. The value of error functions versus positions in a nine-residue
sliding window was calculated by comparing statistics against highly refined structures [41]. Quality
assessment via ERRAT and PROVE indicated that the model statistics were appropriate, consequently
validating the build models (Supplemental Information S2 and S3). Thus, model validation suggested
that the model adequately represented the native protein.

O . B -sheet

C-terminus ]_\

A
\ C-terminus

Figure 4. (A) LuxS homology model and (B) predicted 3D-structural model of the LuxS protein.
Red indicates alpha helices, yellow indicates sheets, and green indicates loops. The difference between
template and predicted model is found. The template contains one extra beta sheet shown within the
black circle (about two residues long) and has long alpha helices. The predicted model at C-terminus
alpha helix has short, long loops and one residue found is the loop at C-terminus, while the template
does not contain any loop residue at the C-terminus.

2.5. Functional Annotation of LuxS

Functional annotations of the hypothetically predicted proteins were conducted using the Predict
and ProFunc servers. These analyses suggested that the protein was involved in various biological
and biochemical functions. Specifically, LuxS is involved in quorum sensing, biosynthetic processes,
catalytic activities, metal ion binding, cation binding processes and lyase activity, and S-ribosyl
homoserine lyase activities. Moreover, LuxS was also predicted to have iron ion binding activities.

2.6. Natural Ligand, Its Binding Sites and Analysis of Topological Features

A zinc (Zn) ion ligand was predicted based on maximum MAMMOTH scores values. In particular,
the Zn ion binds via the four amino acids HIS-54, HIS-58, CYS-128, and HIS-134 (Figure 5). Furthermore,
the same Zn ligand was predicted to bind to HIS-54, HIS-58, and CYS-128 using the COACH-meta
server, as determined with high scores (Figure 5).

The active site center of LuxS is formed by conserved residues, as determined via sequence
alignment analysis. Nearly 30 residues were identified in the conserved region (Supplementary
Figure S2B). The metal cofactor is found in the center of the conserved cluster (Supplementary Figure
S2A), which is consistent with the identification of its active site. The initial identification of the
metal cofactor was predicted using the COACH-meta server, as described above. The HIS-54, HIS-58,
and CYS-128 residues are coordinated with the metal ligand by single monomer chains. HIS-54 and
HIS-58 are found in the central region of o1, and harmonize with the metal via N-terminal atoms.
In contrast, CYS-128 is present in the extended loop. These residues and water molecules complete
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the formation of the coordinated sphere, and zinc binding takes place with a tetrahedral geometry
of residues. The relevant interatomic distances were: HIS 58 NE-Zn, 1.902 A; HIS 54-NE Zn 2.821 A,
CYS 128 Sg-Zn, 2.611 A; and O (HOH)-Zn, 1.82 A (Supplementary Figure S2A). The geometry and the
presence of the solvent ligand indicate that the metal molecule plays more of a catalytic role rather than
a structural one. In addition, the above-mentioned sequences and motifs are similar to those of metal
binding sites and conserved sequences also observed in peptidases and amidases. In contrast to those
enzymes, LuxS may function in the biosynthesis of autoinducer-2 (AI-2) by acting as a hydrolase [26].
Regardless, these data provide the framework for experimental analysis of interatomic molecular
interfaces in order to investigate the production of Al-2, and its effects on quorum sensing.

i

]

) >

] is-

i His54  His-13a
]

Figure 5. Predicted natural ligand and its binding sites in the predicted model of LuxS. A ZINC-ligand
(sphere) was predicted using the COACH sever, as based on high MAMMOTH scores. Binding sites
are designated with amino acid numbers.

2.7. Virtual Screening and Toxicity Studies

The structure-based ligand search was done using a DOCK blaster against drug like subset
molecules of the ZINC database. The server predicted a possible ligand binding sites in the structure
of the protein. The ligand binding sites were chosen for the HTS against subset of molecules. Based on
ligand binding, descending affinity with protein 180 HTS was generated. Furthermore, for the
subsequent study, the top nine ligands were selected.

The OSIRIS property calculator used to study the toxic effect of the selected seven-ligands
molecules. Out of the seven compounds, six were found to be non-toxic (Table 2). The compound
’3-(1,2-diazabicyclo[2.2.2]oct-2-yl)-1-phenylpropyl acetate” had its toxicity as a mild irritant and also
had medium reproductive effects. Therefore, this molecule was removed for docking. The remaining
six molecules were screened on the basis of a Clogp value, solubility, molecular weight, drug-likeness
and the drug score. For further docking analysis, a molecule with the highest drug score was selected.
(Table 3).

2.8. Molecular Docking

Docking Server is a protein-ligand docking online program that uses the Lamarckian genetic
algorithm (LGA) programming. The docking of selected ligand (dimethyl (—)-2,3-O-isopropylidene-
L-tartrate) was performed with all homologous proteins. The docked protein-ligand complexes were
analysed based on the best binding affinity. It was found that a LuxS predicted model of had a best binding
affinity (—3.06 Kcal/mol) with dimethyl (—)-2,3-O-isopropylidene-L-tartrate’ (Table 4; Figure 6A,B), and
the docking of homolog proteins with ligand is shown (Supplementary Figures S3-55).
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Table 2. Toxicity study of the top seven ligands produced by Dock Blaster after HTS against a drug like

subset of ZINC database. Due to the toxicity effect, the removed molecules are in bold.

Molecules Chemical Structure Mutageic Tumorigenic Irritant Rep]gr;)fi?tcs tive
N-(4-Methyl-2-
pyridinyl)-2-(1- Non Non Non No
naphthyl)acetamide
)
3-(1,2-Diazabicyclo[2.2.2]oct- i Medium risk of Mechumrlsk of
2-yl)-1-phenylpropyl acetate . T Non Non irritation Reproductive
YU pheny’propy T A effect
<3
N-(3,5-Dimethylphenyl)- "~/
2-{4-hydroxy- 2-[(1- =
methylethylidene)hydrazono]- *'»{‘D oo Non Non Non No
2,5- dihydro-1,3-thiazol- Yeii SN, =L
5-yljacetamide J=i .
0 0
N
_)-Di —)-23-0- H,CO " OCH
.( ) D1me:thyl( )-2,3-0 ¥ ‘ } Non Non Non No
isopropylidene-L-tartrate 0><0
H,C CHs
1-(3-Methylphenyl)-2,5- o
dioxo-3-pyrrolidinyl N’- ‘q Non Non Non No
phenylimidothiocarbamate
Methyl (4R 5R)-5- e
Bromomethyl-2,2- dimethyl Non Non Non No
[1,3]dioxolane4- carboxylate
tert-Butyl(2S)-2-tert- Sl
Butoxycarbonylamino-
6-[3-(4-meth Non Non Non No
oxyphenyl)oxaziridin- g

2-yl] hexanoate

Table 3. The drug score and very significant parameters study of the six non-toxic ligand molecules.

The molecule has been chosen for docking indicated in bold.

Name of Drug Chemical Structure cLogP

Solubility

Mol.Wt

TPSA

Drug
Likeliness

Drug
Score

N-(4-methyl-2-
pyridinyl)-2-(1-
naphthyl)acetamide

—0.54

N-(3,5-dimethylphenyl)- (
2-{4-hydroxy-2-[(1- B
methylethylidene)hydrazono]-
2,5-dihydro-1,3-thiazol-
5-yljacetamide

—4.04

—0.42

276 89.42

332 93.06

2.61 0.90

-5.79 0.67




Molecules 2018, 23, 2627 10 of 22

Table 3. Cont.

Drug Drug

Name of Drug Chemical Structure cLogP Solubility = Mol.Wt TPSA Likeliness Score

0 0

yedi )23.0- HCO)S—\'" OCH
(=)-dimethyl(—)-23-0 ? . ~1.68 —0.14 219 1139 116 097
isopropylidene-L-tartrate 0_,0

1-(3-methylphenyl)-

2,5-dioxo-3-pyrrolidinyl N'- scf s 0.45 —1.28 339 93.78 1.06 0.89
phenylimidothiocarbamate ¥y

Methyl (4R,5R)-5-
Bromomethyl-2,2-dimethyl
[1,3]dioxolane4-
carboxylate

-3.02 —-0.41 245 119.5 —-10.75 0.39

tert-Butyl(2S)-2-tert-
Butoxycarbonylamino-6-
[3-(4-meth
oxyphenyl)oxaziridin- 2-y1]
hexanoate

—2.17 —0.58 211 105.4 2.52 0.87

Table 4. The calculation of energy binding affinity and intermolecular energy of LuxS proteins with
ligand by docking server.

Protein PDB: ID and Species Name Energy Binding Affinity Total Intermolecular Energy

LuxS (predicted model) A. hydrophila —3.06 (Kcal/mol) —4.26 kcal/mol
LuxS (5e68) Salmonella typhi —2.50 (Kcal/mol) —3.63 kcal/mol
LuxS (4XCH) Streptococcus suis —1.76 (Kcal/mol) —2.90 kcal/mol
LuxS (1VJE) Deinococcus radiodurans —2.55 (Kcal/mol) —3.69 kcal/mol

Key
H Ligand bond 153 Non-ligand residues involved in other
@—@ Nonligund bond IS contacs)
@~ @ lydrogenbond and its length
(A) (B)

Figure 6. (A) ligand-protein complex docked by dock server (B) the schematic illustration interaction
of dimethyl (—)-2,3-O-isopropylidene-L-tartrate ligand molecule with predicted LuxS protein model.
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2.9. LuxS AI-2 Biosynthesis Inhibition Using a (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate
Inhibitory Compound

The effect of LuxS AI-2 QS inhibition was assessed using bioluminescence assays of V. harveyi
BB170 and A. hydrophila supernatant in order to determine LuxS AI-2 activity. The (—)-Dimethyl
2,3-O-isopropylidene-L-tartrate inhibitory compound was applied at various concentrations, and
the consequent inhibitory effects were observed (Figure 7). AI-2 inhibition with the inhibitor at a
40 uM concentration was significantly reduced compared to the control, while the 10 and 20 utM
treatments also exhibited correspondingly lowered activities of LuxS and this experiment was repeated
three times.
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Figure 7. Detection of AI-2 activity via bioluminescence assay of V. harveyi BB170 incubated with
culture supernatant of A. hydrophila in the absence (control) and presence of the inhibitor (—)-Dimethyl
2,3-O-isopropylidene-L-tartrate. The bioluminescence measurement was performed seven hours after
the addition of the inhibitor. Bioluminescence was lower than that of the untreated control (p < 0.001 ***
and p < 0.05 *). The error bars were calculated using a standard error of mean (SEM). A.h (A. hydrophila
wild type).

2.10. Validation of AI-2 Inhibition via Analysis of Protein Expression Levels

Further validation of AI-2 inhibition was conducted at the protein expression level via
Western blotting with the anti-LuxS antibody. The sample treated with the (—)-Dimethyl
2,3-O-isopropylidene-L-tartrate inhibitor compound at 40 uM exhibited downregulation of LuxS
protein expression compared to expression with inhibitor at 10 and 20 pM concentrations (Figure 8).
These results are consistent with the observed AI-2 biosynthesis inhibition, further validating our
biochemical model.

0 40pM  Inhibitor

A.h 10 2
Anti-LuxS antibody “ ——— Y N

Loading control —— S

Figure 8. Cont.
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Figure 8. Validation of LuxS protein expression levels with Western blotting using increasing

concentrations of a LuxS inhibitor compound. A. hydrophila was treated and untreated (A.h, wild
type used as a control) with increasing inhibitor concentrations of 10, 20, and 40 uM (lower panel).
Coomassie R-350 staining of the membrane shows equal loading of the protein sample (upper panel).

2.11. The Mixture of OXY and AI-2 Inhibitor Is a Potentially Synergistic Strategy for Bacteriostasis

To further validate the effect of AI-2 inhibitor on AI-2 biosynthesis and bacteriostasis when
synergisted with antibiotics, (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate was used to assess
differential responses in A. hydrophila strain under AI-2 biosynthesis inhibition. Cell growth was
first measured (as an optical density (OD) values) and were compared between treated and untreated
strains incubated with various concentrations of the inhibitory compound. Incubation with 40 uM
inhibitor resulted in clearly lowered growth compared to incubations with either 10 or 20 uM of the
inhibitory compound (Figure 9A). The growth curve of A. hydrophila presented not different when
treated with low dose concentration OXY antibiotics alone. We then evaluated the survival rate of
A. hydrophila strain when exposed to 1 ug/mL OXY and the inhibitory compound. A very slow growth
rate was observed in the treated strains compared to the untreated strains. Incubation with the AI-2
inhibitor and 1 pg/mL OXY resulted in a much lower survival rate at a 40 uM concentration of inhibitor
compared to that of the incubations with 10 and 20 uM inhibitor (Figure 9B). The results clearly showed
that the mixture of OXY and AI-2 inhibitor should be a potentially synergistic strategy for bacteriostasis
in A. hydrophila. For further confirmation, we have performed experiments by using a knocked out
AluxS strain. Results showed that there is not a significant difference among A. hydrophila wild-type,
AluxS treated with serials of inhibitor ((—)-Dimethyl 2,3-O-isopropylidene-L-tartrate) concentrations
alone although the growth curve with 40 uM treatment showed slightly decreased. Moreover, the
growth rate of A. hydrophila treated with 1pug/mL OXY antibiotics plus inhibitors showed a more
significant decrease than AluxS. These results showed their consistency with docking results, as the
luxS mutant strain has a significant growth difference while compared with the luxS coding strain of
A. hydrophila (Figure 9C,D).
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Figure 9. Effects of incubation with the (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate LuxS inhibitor
compound on growth of A. hydrophila. (A) growth of A. hydrophila when treated without or with
(—)-Dimethyl 2,3-O-isopropylidene-L-tartrate inhibitor compounds at increasing concentrations; (B) the
effect of cocktail therapy on A.hyrophila growth, when treated with increasing concentrations of the
LuxS inhibitor and 1 pg/mL OXY (C,D) luxs knocked out (AluxS) strain treated versus untreated with
inhibitor plus cocktail therapy with 1 ug/mL OXY respectively are shown here. The error bars were
calculated using standard error of mean (SEM).

3. Discussion

A. hydrophila causes a fulminant epidemic in aquatic organisms, including other severe bacterial
diseases, like hemolytic ascetic disease, fulminant hemorrhagic and bacterial septicemia [42].
AI-2 synthesis has been thoroughly documented in various bacterial species over the last several
decades, although it was originally described in V. harveyi. Al-2 functions as a general communication
signal in bacteria and several studies have demonstrated that Gram-negative and Gram-positive
bacteria sense and respond to AI-2. Thus, the enzyme responsible for producing AI-2, LuxS, is an
essential contributor to quorum sensing for inter-species communication at high cell densities [7,13,43].
AI-2 can also provide information on additional cellular physiological information more than other
autoinducers, because its biosynthesis is directly linked to cell growth, and consequently provides
information on the fitness of bacterial populations [7]. In the aquaculture industry, conventional
strategies were used for the inhibition of QS. Several antimicrobial compounds have been applied
to kill or inhibit the bacterial by means of interfering with important activities like DNA synthesis,
membranes, and other proteins. By the rapid use of antibiotics for the control of bacterial disease
aquaculture has posed threat to public health as well as antibiotics resistance. It very essential for
aquaculture industry to develop novel antibacterial drugs to face the emerging resistant strains
for the control of the bacterial disease. QS inhibition is a possible strategy to combat resistant
strains [44]. Therefore, various natural products, enzymes, and chemicals interfere with QS have
been identified. The luxS-based AI-2 QS system was found in A. hydrophila its mutant showed the
alteration in biofilm synthesis, increased virulence observed in a mouse model, and a decrease in
motility [45]. Alfaro et al. has synthesized two substrate analogs of intermediates of the first and
last steps in AI-2 synthesis and QS inhibition has observed [46]. In P. aeruginosa AHL synthesis was
decreased using sodium houttuyfonate [47], and it also indicated sodium houttuyfonate inhibits
QS in A. hydrophila. Halogenated furanones disturbs the non-AHL-based QS, including AI-2 and
Gram-positive systems [48]. Untill today, a few studies have been pointed out the possibility of the
potential resistance to QS inhibitors and in some situations, quorum sensing inhibition has been
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considered it does not kill bacteria [49,50]. After that, at the time of administration, these inhibitory
compounds’ dose have increased, which inhibits growth [51,52]. However, quorum sensing inhibition
has a significant strategy to control fish disease. Here, we investigated the biosynthesis of the AI-2
QS-associated LuxS protein using in silico methods, followed by experimental validation of the
predicted model via using (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate inhibitor. Our results indicate
that AI-2 is a potential target for the inhibition of bacterial communication [53].

A detailed understanding of the physicochemical properties of the LuxS protein, including its
quaternary structure, antigenicity, and structural and functional properties, would be helpful for
identifying its role in quorum sensing. In silico modeling of several unknown protein structures using
bioinformatics tools has been particularly useful in inferring these properties. Little information was
previously available for the crystal structure of the LuxS protein. Consequently, we predicted its
structure using in silico methods to aid in its exploration and identify drug targets and diagnostic
markers for hosts infected with the aquatic pathogen A. hydrophila. A. hydrophila LuxS possesses
essential communication characteristics but is unique compared to other S-ribosyl homocysteine
lyases due to its metal binding, ion binding, and quorum sensing activity [54]. LuxS is predicted
to be a cytoplasmic protein, wherein it can readily produce AI-2. The protein contains six antigenic
determinants and a metalloenzyme domain, suggesting the presence of important metal binding sites,
similar to peptidases and amidases [55,56]. The LuxS cytoplasmic protein exhibited low QMEAN4
score and Z-score values for the reconstructed structure. Furthermore, structure validation was
confirmed by Psi/Phi Ramachandran plots. Hence, the model appears to be of high quality, and suitable
alternative drug targets may be identified based on the protein structure reported herein. The successful
prediction and validation of the LuxS structure indicated greater than 95% accuracy, suggesting a high
likelihood that the predicted structure is accurate compared to the native protein. Accurate torsion
angle conventions were observed in the structure and improper dihydral angles that normally are
present, were also observed. No atoms were missing from the structure and improper dihydral angles
RMS-scores were within normal ranges. Further, all of the necessary oxygen atoms were present at
the C-terminus.

QS is an essential regulator of bacterial virulence, and its inhibition has high potential as an
alternative strategy for the treatment of bacterial infections. [uxS is responsible for the production of
AI-2 QS signal molecules, commonly referred to as AI-2 molecules [57]. As previous studies revealed
that the [uxS isogenic mutant of A. hydrophila altered biofilm formation dynamics and its architecture,
bacterial motility reduced and virulence has been enhanced observed in a mouse model [58] and
luxS mutant strain failed to produce AI-2 as studied in Aeromonas salmonicida [59] Another report
shows that tannic acid is also a potential QS inhibitor, which reduces biofilm formation, swarming
motility and blood haemolysis activity of fish pathogenic bacteria [60,61]. Moreover, 5906 a small
peptide binds with Luxs and prevents the synthesis of functional LuxS homodimer of Edwersilla
tarada [62]. For the study of AI-2 inhibition of A. hydrophila, a suitable inhibitor was found by HTS
against a drug-like subset Zinc database via an online Dock blaster program and finally docked with a
LuxS predicted protein model and its homologous proteins using a docking server online server [63].
The 180 hits were generated based on ligand binding descending affinity with a target protein and the
top seven molecules have been selected for toxic studies. From toxic studies, six molecules were found
to be non-toxic and were screened further for docking analysis. Based on the best drug score (0.97),
(—)-Dimethyl 2,3-O-isopropylidene-L-tartrate molecule was selected for docking purposes. Molecular
docking studies show that this inhibitor has a very best binding affinity with the LuxS predicted model
(—3.06kcal/mol) as compared to its homologous proteins (Table 4). Therefore, the results reported here
confirm the QS inhibitory activity of the AI-2 inhibitor (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate.
AI-2 bioluminescence synthesis was inhibited, and our data indicate that it exerts an inhibitory effect
on the production of AI-2. Moreover, Al-2 inhibition was confirmed at the protein expression level,
with down regulation of LuxS expression, thereby inhibiting AI-2 QS signaling molecule production
when cells were incubated with the inhibitor at a 40-uM concentration. The LuxS did show lower
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expression in the treatment of inhibitor in this study. The real reason of this phenomenon is still
unknown, however, it is possible this small molecule does not only bind with LuxS but may bind
to other proteins and has off-target effect, resulting in downregulation of LuxS expression level.
As shown in previous studies, several DNA-binding regulatory proteins are allosteric in nature,
change their activities at the time of binding to small metabolic intermediates or inhibitors or ligands
and responds to physiological changes via the pattern of gene expression. For example, a known
E. coli tryptophan aporepressor (TrpR) binds to the operator region and represses the expression
of trp gene. While tryptophan exogenously provided to Atrp mutants has shown overexpression
and is the positive regulator [64,65]. The lower expression of LuxS may trigger a negative regulator
during (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate treatment in this study. Finally, the growth
and survival of A. hydrophila was analyzed with various concentrations of the AI-2 inhibitor, and in
the presence of OXY. AI-2 biosynthesis decreased considerably upon treatment with the cocktail,
including 1 pg/mL OXY. There are many of researchers that havedocumented the effect of LuxS
on bacterial antibiotics resistance, which may be in part because LuxS relates to quorum sensing
and biofilm formation and finally affect bacterial antibiotics resistance [66,67]. Besides this, it was
reported that LuxS was also involved in metabolic pathways such as activeated methyl cycyle and
sulfur metabolism and may finally lead to the fluctuation of intracellular metabolic flows. Recently,
Peng et al. reported that antibiotics resistance relates to several metabolic pathways and exogenous
metabolites plus antibiotics would be boosted to kill antibiotics resistant bacteria [68]. Thus, LuxS may
affect bacterial multi-drugs resistance via complicated regulation mechanisms. In this study, we used
oxytetracycline whose resistance was reported to be affected by LuxS, to combine with inhibitor
(—)-dimethyl (—)-2,3-O-isopropylidene-L-tartrate and to value its bacteria-killing activity [69]. Thus,
a cocktail of OXY and the inhibitor may be an efficient strategy for antimicrobial therapy and blocking
AI-2 biosynthesis. These results are consistent with previous studies indicating that cocktail analogous
therapy efficiently decreases AI-2 biosynthesis in P. aeruginosa [70].

The results described here provide a foundation for understanding the structure and function of
the LuxS protein that is critically involved in the quorum sensing. The use of numerous computational
and bioinformatics tools has proven useful in the reduction of costly experiments for drug or vaccine
discovery. Comprehensive analysis of the post-translational modification of the protein is required
in order to gain insight into the conformational changes of proteins, and is thus a potential target for
future studies. Lastly, protein protein interactions, protein-ligand interactions, and binding efficacy of
co-factors via docking studies are made possible by structural modeling analyses, as are described
here for LuxS. These analyses provide a framework for identifying novel drug molecules that can aid
in the treatment of diseases caused by A. hydrophila.

4. Methodology
4.1. Bioinformatics Analyses

4.1.1. Retrieval of Protein Sequences and Analysis

The LuxS amino acid sequence was retrieved from the Uniprot database (AOkG57) and the
ClustalW aligner was used to align the sequence and assess its appropriateness for protein structure
prediction. The LuxS protein contained the intact sequence of amino acids comprising the N-terminal
and C-terminal ends, and was thus suitable for structural prediction. Structurally homologous
sequences were retrieved from the protein data bank (PDB) after comparison using a sequence
similarity model.

4.1.2. Assessing Physicochemical Properties

The target LuxS protein sequence was used as the template in determining its molecular profile
using the Portparam tool of ExXPASy. In addition, the predict protein server was used to determine
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the solubility of the protein. The SOPMA, SAPS, and FindMod software packages were used to
analyze the structural properties of the protein. Subcellular localization predictions were performed
using PSortB and CELLOV2.5. The presence of signal peptides within the amino acid sequence was
determined using the SignalP 4.1 server. Lastly, the Antigenic Peptides program was used to predict
the antigenicity of the protein.

4.1.3. Structural Modeling

Similarity of the LuxS protein with other publically available homologs was assessed by searching
against non-redundant databases including NCBI and PDB. The amino acid similarity between the
target (query) and the template was observed as 78%. Prediction of structural folds was conducted
with structure fold recognition techniques, as implemented in the i-TASSER and Phyre2 perdition
servers. The presence of additional functional domains was determined using the InterPro protein
family database and the Evolutionary classification of protein domains (ECOD) database.

4.1.4. Structure Validation and Refinement

The protein structure was generated using the i-TASSER and Phyre?2 servers and validation was
conducted using the SAVes server. The QMEANG6 program within the SWISS-MODEL workspace
was then used to determine the quality of the structure. The energy levels were minimized, and the
structure was improved based on a Ramachandran plot. Lastly, the modeled structure was visualized
using the PyMOL v1.7.4.5 program.

4.1.5. Active Site, Ligand, and Ligand Binding Sites Evaluation

The computed atlas of surface topography of proteins (CASTp) server was used to identify the
active sites. The server locates and measures concave surface regions of modeled proteins. In addition,
the 3D ligand binding site prediction server was used to investigate ligand characteristics and potential
binding sites. Further binding site verification was conducted using the COACH server.

4.1.6. High Throughput Virtual Screening and Toxicity Analysis

High throughput (HTS) was done by using of DOCK blaster [71], which is a structure based
ligand discovery online server of University of California, San Francisco, CA, USA. The protein and
the active sites were submitted to the server and suitable ligand binding sites shown by DOCK blaster.
That active site of the protein was docked against the drug like subset of the ZINC database.

The toxicity of the ligand molecules was analysed via OSIRIS property calculator. This online
server reveals the several properties of ligand molecules such as Mutagenic, Tumorigenic, and Irritant,
Reproductive effective, Clogp value, Solubility, Molecular weight, Drug-likeness and finally the
Drug score.

4.1.7. Ligand Preparation and Molecular Docking of the Receptors to Ligands

The (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate inhibitor was selected based on the best drug
score for further study. The ligand was retrieved in smiles file (ZINC: 00056779) as (—)-Dimethyl
2,3-O-isopropylidene-L-tartrate. Then, docking calculations were carried out using Docking Server [72].
Gasteiger partial charges were added to the ligand atoms. Non-polar hydrogen atoms were merged,
and rotatable bonds were defined. Docking calculations were carried out on zinc_56779 protein
model. Essential hydrogen atoms, Kollman united atom type charges, and solvation parameters
were added with the aid of Auto Dock tools [73]. Affinity grid (Box size: 20 x 20 x 20 A and box
center: 58.88 x 58.99 x 58.64 for x, y, and z, respectively) and 0.375 A spacing were generated using
the Autogrid program [74]. Auto Dock parameter set- and distance-dependent dielectric functions
were used in the calculation of the van der Waals and the electrostatic terms, respectively. Docking
simulations were performed using the Lamarckian genetic algorithm (LGA) and the Solis and Wets



Molecules 2018, 23, 2627 17 of 22

local search method [75]. Initial position, orientation, and torsions of the ligand molecules were set
randomly. All rotatable torsions were released during docking. Each docking experiment was derived
from 10 different runs that were set to terminate after a maximum of 250,000 energy evaluations.
The population size was set to 150. During the search, a translational step of 0.2 A, and quaternion and
torsion steps of 5 were applied.

4.2. In Vitro Methods

4.2.1. Bacterial Strains and Growth Conditions

A. hydrophila ATCC 7966 was stored in our laboratory at —80 °C and AluxS strain was constructed
using two strains of E. coli MC1061 (Apir) and S17-1 (Apir) with suicide vector pRE112 was used to
construct mutant by sacBsuicide gene-based allelic exchange as previously described [1]. The culture
was streaked on Luria—Bertani (LB) agar plates, and a single colony was selected the next day and
inoculated in 5 mL LB medium for overnight incubation. The culture was then diluted in 100 mL
LB at a 1:100 ratio and grown until the ODggy reached ~1.0. The Vibrio harveyi strain was grown
in AB medium for 8-10 h at 30 °C with shaking at 200 rpm. The ligand identified from the ZINC
database, (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate, was purchased from Sigma-Aldrich (Spruce
Street, St. Louis, MO, USA).

4.2.2. AI-2 Inhibition Bioluminescence Assay

A. hydrophila was cultured overnight at 30 °C with and without (—)-Dimethyl 2,3-O-
isopropylidene-L-tartrate at various concentrations: 10, 20, and 40 uM. The culture supernatant
was separated using centrifugation at 10,000x ¢ for 10 min at 4 °C and then stored at —20 °C.
The V. harveyi reporter strain was grown in AB media until the optimum ODgy was 1.0-1.1,
as previously described [76]. V. harveyi cultures were diluted 1:5000 in fresh AB medium. Sterile
CD medium was then added to the dilution up to 10 mL and 180 pL of the mixture was loaded into
the wells of a 96-well plate [43,77]. Finally, 20 uL of the A. hydrophila supernatant incubated with
and without (—)-Dimethyl 2,3-O-isopropylidene-L-tartrate was added, and the stimulation of AI-2
biosynthesis intensity was measured using a SpectraMax®i3 Molecular (Molecular Devices, Sunnydale,
CA, USA).

4.2.3. Western Blotting

Western blotting was performed as previously described, with slight modifications [78]. Briefly,
about 20 pg of A. hydrophila ATCC 7966 sample treated with or without 10, 20, and 40 uM (—)-Dimethyl
2,3-O-isopropylidene-L-tartrate was resolved on a 12% sodium dodecyl sulfate polyacrylamide gel
electrophoresis (SDS-PAGE). The samples were then electrotransferred to a polyvinylidene difluoride
(PVDF) membrane using the Trans-Blot Turbo Transfer System (Bio-Rad, Hercules, CA, USA) at 1.3 A
for 20 min. They were then blocked with 5% (w/v) skim milk for 1 h, and the membrane was incubated
in a 1:5000 dilution of primary (LuxS) antibody overnight at 4 °C. Following incubation, the membranes
were washed five times in phosphate saline buffer (pH 8.0) containing 0.1% (v/v) Tween (PBS-T).
The washed membrane was incubated with horseradish peroxidase-conjugated goat anti-rabbit
secondary antibody at a 1:5000 dilution in PBS-T at room temperature for 1.5 h. The immunostained
protein was then detected using the Clarity™ Western ECL Substrate (Bio-Rad, Hercules, CA, USA)
and scanned with the ChemiDoc MP imaging system using the Image Lab software (Bio-Rad, Hercules,
CA, USA).

4.2.4. Antimicrobial Survival after Cocktail Therapy

An antimicrobial survival assay was performed as previously described [1,78]. Wild-type
A. hydrophila, and AluxS strains were incubated at 30 °C in 5 mL LB medium overnight.
The overnight grown bacterial cultures were then diluted at 1:100 with freshly prepared LB medium
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in a HONEYCOMB® sterile 100 well plate. The sample was treated with (—)-Dimethyl2,3-O-
isopropylidene-L-tartrate inhibitor at increasing concentrations of 10, 20, and 40 pM. In addition,
diluted concentrations of the antibiotic inhibitor oxytetracycline (OXY) were added at a 1 ug/mL
concentration and OD values for growth were measured [79,80]. The ODggy were measured for 16 h
using a Bioscreen C system (Lab Systems, Helsinki, Finland). Absorbance values were then compared
between treated and untreated cultures.

4.2.5. Statistical Analysis

Every experiment was carried out independently three times and values are presented as the
standard error of the mean (SEM). The data were evaluated using one way analysis of variance tests.
A p value < 0.001 was considered to be statistically significant.

5. Conclusions

Taken together, LuxS produces AI-2, which is responsible for quorum sensing signaling
in the intercommunication of A. hyhrophila ATCC7966. In silico threading methods were used
to predict the LuxS protein structure, which revealed a similar theoretical structure as other
homologous proteins. Furthermore, we predicted and refined the LuxS model and its ligand binding
sites/residues LYS 23, VAL 35, PRO 2, and ASP 79 within the LuxS. Additionally, (—)-Dimethyl
2,3-O-isopropylidene-L-tartrate inhibitor molecule was identified via HTS and selected based on
the best drug score. Then it docked with the LuxS model and its homologous proteins and, finally,
the inhibitor was evaluated experimentally by inhibition of AI-2 biosynthesis. AI-2 biosynthesis was
inhibited at a 40 uM concentration and the inhibitor shows a potent synergistic effect of bacteriosis and
thus substantiated themselves as a therapeutic on A. hydrophila. These results provide a framework to
further develop a complete understanding of LuxS, and implicate the need for additional structure-level
experimental investigations.In addition, this information should assist in the discovery of a high
potential antibacterial drug against A. hydrophila as well other microbes.

Supplementary Materials: Supplementary materials are available online.

Author Contributions: W.L., X.L., and Farman Ali conceived the study. F.A. and X.L. wrote the manuscript; EA.
performed bioinformatics studies and experiments. W.L., X.L., Z.Y., W.L,, and L.S. discussed the results and
commented on the main manuscript.

Funding: This work was sponsored by grants from NSFC projects (Nos. 31470238, 31670129), the Program
for Innovative Research Team in Fujian Agricultural and Forestry University (No0.712018009), and the Fujian
Taiwan Joint Innovative Centre for Germplasm Resources and Cultivation of Crop (grant No. 2015-75. FJ 2011
Program, China).

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Li, W,; Ali, E; Cai, Q.; Yao, Z; Sun, L.; Lin, W.; Lin, X. Quantitative proteomic analysis reveals that chemotaxis
is involved in chlortetracycline resistance of Aeromonas hydrophila. J. Proteom. 2018, 172, 143-151. [CrossRef]
[PubMed]

2. Tsai, Y.-H.; Hsu, RW.-W.; Huang, T.-J.; Hsu, W.-H.; Huang, K.-C.; Li, Y.-Y,; Peng, K.-T. Necrotizing soft-tissue
infections and sepsis caused by Vibrio vulnificus compared with those caused by Aeromonas species. |. Bone
Jt. Surg. Am. 2007, 89, 631-636. [CrossRef] [PubMed]

3. Chompoonuch, S.; Wangsomboonsiri, W.; Wongprasit, P.; Sungkanuparph, S.; Phakdeekitcharoen, B.
Aeromonas hydrophila sepsis with septic embolism and rhabdomyolysis in a chronic iron overload
haemodialysis patient treated with deferoxamine. NDT Plus 2009, 2, 303-305. [CrossRef] [PubMed]

4.  Iwashita, M.K.P,; Nakandakare, I.B.; Terhune, ].S.; Wood, T.; Ranzani-Paiva, M.].T. Dietary supplementation
with Bacillus subtilis, Saccharomyces cerevisiae and Aspergillus oryzae enhance immunity and disease resistance
against Aeromonas hydrophila and Streptococcus inige infection in juvenile tilapia Oreochromis niloticus.
Fish Shellfish Immunol. 2015, 43, 60-66. [CrossRef] [PubMed]


http://dx.doi.org/10.1016/j.jprot.2017.09.011
http://www.ncbi.nlm.nih.gov/pubmed/28986269
http://dx.doi.org/10.2106/JBJS.F.00580
http://www.ncbi.nlm.nih.gov/pubmed/17332113
http://dx.doi.org/10.1093/ndtplus/sfp029
http://www.ncbi.nlm.nih.gov/pubmed/25984022
http://dx.doi.org/10.1016/j.fsi.2014.12.008
http://www.ncbi.nlm.nih.gov/pubmed/25530581

Molecules 2018, 23, 2627 19 of 22

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

Waters, C.M.; Bassler, B.L. Quorum sensing: Cell-to-cell communication in bacteria. Annu. Rev. Cell Dev. Biol.
2005, 21, 319-346. [CrossRef] [PubMed]

Surette, M.G.; Miller, M.B.; Bassler, B.L. Quorum sensing in Escherichia coli, Salmonella typhimurium, and
Vibrio harveyi: A new family of genes responsible for autoinducer production. Proc. Natl. Acad. Sci. USA
1999, 96, 1639-1644. [CrossRef] [PubMed]

Xavier, K.B.; Bassler, B.L. LuxS quorum sensing: More than just a numbers game. Curr. Opin. Microbiol. 2003,
6,191-197. [CrossRef]

Winzer, K.; Hardie K, W.P. LuxS and autoinducer-2: Their contribution to quorum. Adv. Appl. Microbiol.
2003, 53, 291-396. [PubMed]

Schauder, S.; Shokat, K.; Surette, M.G.; Bassler, B.L. The LuxS family of bacterial autoinducers: Biosynthesis
of a novel quorum-sensing signal molecule. Mol. Microbiol. 2001, 41, 463-476. [CrossRef] [PubMed]
Sperandio, V.; Torres, A.G; Jarvis, B.; Nataro, ].P.; Kaper, ].B. Bacteria-host communication: The language of
hormones. Proc. Natl. Acad. Sci. USA 2003, 100, 8951-8956. [CrossRef] [PubMed]

Winzer, K.; Hardie, K.R.; Williams, P. Bacterial cell-to-cell communication: Sorry, can’t talk now—Gone to
lunch! Curr. Opin. Microbiol. 2002, 5, 216-222. [CrossRef]

De Kievit, T.R.; Iglewski, B.H. Bacterial quorum sensing in pathogenic relationships. Infect. Immun. 2000, 68,
4839-4849. [CrossRef] [PubMed]

Plummer, PJ. LuxS and quorum-sensing in Campylobacter. Front. Cell. Infect. Microbiol. 2012, 2, 22.
[CrossRef] [PubMed]

Schauder, S.; Bassler, B.L. The languages of bacteria. Genes Dev. 2001, 15, 1468-1480. [CrossRef] [PubMed]
Ali, L.; Goraya, M.U,; Arafat, Y.; Ajmal, M.; Chen, J.-L.; Yu, D. Molecular mechanism of quorum-sensing in
Enterococcus faecalis: Its role in virulence and therapeutic approaches. Int. |. Mol. Sci. 2017, 18, 960. [CrossRef]
[PubMed]

Chen, X.; Schauder, S.; Potier, N.; Van Dorsselaer, A.; Pelczer, I.; Bassler, B.L.; Hughson, EM. Structural
identification of a bacterial quorum-sensing signal containing boron. Nature 2002, 415, 545-549. [CrossRef]
[PubMed]

Pereira, C.S.; Thompson, J.A.; Xavier, K.B. AI-2-mediated signalling in bacteria. FEMS Microbiol. Ecol. 2013,
37,156-181. [CrossRef] [PubMed]

Shao, C.; Shang, W.; Yang, Z.; Sun, Z.; Li, Y.; Guo, J.; Wang, X.; Zou, D.; Wang, S.; Lei, H. LuxS-dependent
AI-2 regulates versatile functions in Enterococcus faecalis V583. ]. Proteome Res. 2012, 11, 4465-4475. [CrossRef]
[PubMed]

Lynch, M.].; Swift, S.; Kirke, D.E,; Keevil, C.W.; Dodd, C.E.; Williams, P. The regulation of biofilm development
by quorum sensing in Aeromonas hydrophila. Environ. Microbiol. 2002, 4, 18-28. [CrossRef] [PubMed]

Jahid, I.K.; Mizan, M.ER.; Ha, A.].; Ha, S.-D. Effect of salinity and incubation time of planktonic cells
on biofilm formation, motility, exoprotease production, and quorum sensing of Aeromonas hydrophila.
Food Microbiol. 2015, 49, 142-151. [CrossRef] [PubMed]

Defoirdt, T.; Bossier, P.; Sorgeloos, P.; Verstraete, W. The impact of mutations in the quorum sensing systems
of Aeromonas hydrophila, Vibrio anguillarum and Vibrio harveyi on their virulence towards gnotobiotically
cultured Artemia franciscana. Environ. Microbiol. 2005, 7, 1239-1247. [CrossRef] [PubMed]

Pei, D.; Zhu, J. Mechanism of action of S-ribosylhomocysteinase (LuxS). Curr. Opin. Chem. Biol. 2004, 8,
492-497. [CrossRef] [PubMed]

Rao, RM.; Pasha, S.N.; Sowdhamini, R. Genome-wide survey and phylogeny of S-Ribosylhomocysteinase
(LuxS) enzyme in bacterial genomes. BMC Genom. 2016, 17, 742. [CrossRef] [PubMed]

Seshadri, R.; Joseph, S.W.; Chopra, A.K; Sha, J.; Shaw, J.; Graf, J.; Haft, D.; Wu, M.; Ren, Q.; Rosovitz, M.
Genome sequence of Aeromonas hydrophila ATCC 7966T: Jack of all trades. . Bacteriol. 2006, 188, 8272-8282.
[CrossRef] [PubMed]

Ruzheinikov, S.; Das, S.; Sedelnikova, S.; Hartley, A.; Foster, S.; Horsburgh, M.; Cox, A.; McCleod, C.;
Mekhalfia, A.; Blackburn, G.; et al. The 1.2 A structure of a novel quorum-sensing protein, Bacillus subtilis
LuxS. J. Mol. Biol. 2001, 313, 111-122. [CrossRef] [PubMed]

Hilgers, M.T.; Ludwig, M.L. Crystal structure of the quorum-sensing protein LuxS reveals a catalytic metal
site. Proc. Natl. Acad. Sci. USA 2001, 98, 11169-11174. [CrossRef] [PubMed]


http://dx.doi.org/10.1146/annurev.cellbio.21.012704.131001
http://www.ncbi.nlm.nih.gov/pubmed/16212498
http://dx.doi.org/10.1073/pnas.96.4.1639
http://www.ncbi.nlm.nih.gov/pubmed/9990077
http://dx.doi.org/10.1016/S1369-5274(03)00028-6
http://www.ncbi.nlm.nih.gov/pubmed/14696323
http://dx.doi.org/10.1046/j.1365-2958.2001.02532.x
http://www.ncbi.nlm.nih.gov/pubmed/11489131
http://dx.doi.org/10.1073/pnas.1537100100
http://www.ncbi.nlm.nih.gov/pubmed/12847292
http://dx.doi.org/10.1016/S1369-5274(02)00304-1
http://dx.doi.org/10.1128/IAI.68.9.4839-4849.2000
http://www.ncbi.nlm.nih.gov/pubmed/10948095
http://dx.doi.org/10.3389/fcimb.2012.00022
http://www.ncbi.nlm.nih.gov/pubmed/22919614
http://dx.doi.org/10.1101/gad.899601
http://www.ncbi.nlm.nih.gov/pubmed/11410527
http://dx.doi.org/10.3390/ijms18050960
http://www.ncbi.nlm.nih.gov/pubmed/28467378
http://dx.doi.org/10.1038/415545a
http://www.ncbi.nlm.nih.gov/pubmed/11823863
http://dx.doi.org/10.1111/j.1574-6976.2012.00345.x
http://www.ncbi.nlm.nih.gov/pubmed/22712853
http://dx.doi.org/10.1021/pr3002244
http://www.ncbi.nlm.nih.gov/pubmed/22856334
http://dx.doi.org/10.1046/j.1462-2920.2002.00264.x
http://www.ncbi.nlm.nih.gov/pubmed/11966822
http://dx.doi.org/10.1016/j.fm.2015.01.016
http://www.ncbi.nlm.nih.gov/pubmed/25846924
http://dx.doi.org/10.1111/j.1462-2920.2005.00807.x
http://www.ncbi.nlm.nih.gov/pubmed/16011761
http://dx.doi.org/10.1016/j.cbpa.2004.08.003
http://www.ncbi.nlm.nih.gov/pubmed/15450491
http://dx.doi.org/10.1186/s12864-016-3002-x
http://www.ncbi.nlm.nih.gov/pubmed/27650568
http://dx.doi.org/10.1128/JB.00621-06
http://www.ncbi.nlm.nih.gov/pubmed/16980456
http://dx.doi.org/10.1006/jmbi.2001.5027
http://www.ncbi.nlm.nih.gov/pubmed/11601850
http://dx.doi.org/10.1073/pnas.191223098
http://www.ncbi.nlm.nih.gov/pubmed/11553770

Molecules 2018, 23, 2627 20 of 22

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

Lewis, H.A.; Furlong, E.B.; Laubert, B.; Eroshkina, G.A.; Batiyenko, Y.; Adams, ].M.; Bergseid, M.G.;
Marsh, C.D.; Peat, T.S.; Sanderson, W.E.; et al. A structural genomics approach to the study of quorum
sensing: Crystal structures of three LuxS orthologs. Structure 2001, 9, 527-537. [CrossRef]

Li, H.; Zhao, H.; Zhu, L.; Hong, L.; Zhang, H.; Lin, F; Xu, C.; Li, S.; Zhang, Z. Crystallization and preliminary
X-ray analysis of S-ribosylhomocysteinase from Streptococcus mutans. Acta Crystallogr. F 2012, 68, 199-202.
[CrossRef] [PubMed]

Sun, J.; Daniel, R.; Wagner-Débler, I.; Zeng, A.-P. Is autoinducer-2 a universal signal for interspecies
communication: A comparative genomic and phylogenetic analysis of the synthesis and signal transduction
pathways. BMC Evol. Biol. 2004, 4, 36. [CrossRef] [PubMed]

Rezzonico, F.; Duffy, B. Lack of genomic evidence of AI-2 receptors suggests a non-quorum sensing role for
luxS in most bacteria. BMC Microbiol. 2008, 8, 154. [CrossRef] [PubMed]

Quan, Y,; Meng, F; Ma, X.; Song, X.; Liu, X.; Gao, W.; Dang, Y.; Meng, Y.; Cao, M.; Song, C. Regulation of
bacteria population behaviors by AI-2 “consumer cells” and “supplier cells”. BMC Microbiol. 2017, 17, 198.
[CrossRef] [PubMed]

Cook, L.C.; Federle, M.]. Peptide pheromone signaling in Streptococcus and Enterococcus. FEMS Microbiol.
Rev. 2014, 38, 473-492. [CrossRef] [PubMed]

De Keersmaecker, S.C.; Varszegi, C.; van Boxel, N.; Habel, L.W.; Metzger, K.; Daniels, R.; Marchal, K.; De
Vos, D.; Vanderleyden, J. Chemical synthesis of (S)-4, 5-dihydroxy-2, 3-pentanedione, a bacterial signal
molecule precursor, and validation of its activity in Salmonella typhimurium. ]. Biol. Chem. 2005, 280,
19563-19568. [CrossRef] [PubMed]

Rajan, R; Zhu, J.; Hu, X; Pei, D.; Bell, C.E. Crystal Structure of S-Ribosylhomocysteinase (LuxS) in Complex
with a Catalytic 2-Ketone Intermediate. Biochemistry 2005, 44, 3745-3753. [CrossRef] [PubMed]

Yang, J.; Yan, R.; Roy, A.; Xu, D.; Poisson, ]J.; Zhang, Y. The I-TASSER Suite: Protein structure and function
prediction. Nat. Methods 2015, 12, 7-8. [CrossRef] [PubMed]

Roy, A.; Kucukural, A.; Zhang, Y. I-TASSER: A unified platform for automated protein structure and function
prediction. Nat. Protoc. 2010, 5, 725-738. [CrossRef] [PubMed]

Kelley, L.A.; Sternberg, M.]. Protein structure prediction on the Web: A case study using the Phyre server.
Nat. Protoc. 2009, 4, 363-371. [CrossRef] [PubMed]

Eisenberg, D.; Bowie, ]J.U.; Luthy, R. Method to Identify Protein Sequences that Fold into a Known
Three-Dimensional Structure. Google Patents US5436850A, 25 July 1995.

Pontius, J.; Richelle, J.; Wodak, S.J. Deviations from standard atomic volumes as a quality measure for protein
crystal structures. J. Mol. Biol. 1996, 264, 121-136. [CrossRef] [PubMed]

Liithy, R.; Bowie, ].; Eisenberg, D. Assessment of protein models with three-dimensional profiles. Nature
1992, 356, 83-85. [CrossRef] [PubMed]

Colovos, C.; Yeates, T.O. Verification of protein structures: Patterns of nonbonded atomic interactions.
Protein Sci. 1993, 2, 1511-1519. [CrossRef] [PubMed]

Yao, Z.; Wang, Z.; Sun, L.; Li, W.; Shi, Y.; Lin, L.; Lin, W,; Lin, X. Quantitative proteomic analysis of cell
envelope preparations under iron starvation stress in Aeromonas hydrophila. BMC Microbiol. 2016, 16, 161.
[CrossRef] [PubMed]

Brackman, G.; Celen, S.; Baruah, K.; Bossier, P.; Van Calenbergh, S.; Nelis, H].; Coenye, T. AI-2
quorum-sensing inhibitors affect the starvation response and reduce virulence in several Vibrio species, most
likely by interfering with LuxPQ. Microbiology 2009, 155, 4114-4122. [CrossRef] [PubMed]

Chu, W,; Zhou, S.; Zhu, W.; Zhuang, X. Quorum quenching bacteria Bacillus sp. QSI-1 protect zebrafish
(Danio rerio) from Aeromonas hydrophila infection. Sci. Rep. 2014, 4, 5446. [CrossRef] [PubMed]

Kozlova, E.V,; Khajanchi, B.K,; Popov, VL, Wen, ]J.; Chopra, AK. Impact of QseBC system in
c-di-GMP-dependent quorum sensing regulatory network in a clinical isolate SSU of Aeromonas hydrophila.
Microb. Pathog. 2012, 53, 115-124. [CrossRef] [PubMed]

Alfaro, ].F; Zhang, T.; Wynn, D.P; Karschner, E.L.; Zhou, Z.S. Synthesis of LuxS inhibitors targeting bacterial
cell—cell communication. Org. Lett. 2004, 6, 3043-3046. [CrossRef] [PubMed]

Wu, D.; Huang, W.,; Duan, Q.; Li, F; Cheng, H. Sodium houttuyfonate affects production of N-acyl
homoserine lactone and quorum sensing-regulated genes expression in Pseudomonas aeruginosa. Front.
Microbiol. 2014, 5, 635. [CrossRef] [PubMed]


http://dx.doi.org/10.1016/S0969-2126(01)00613-X
http://dx.doi.org/10.1107/S1744309111054212
http://www.ncbi.nlm.nih.gov/pubmed/22297999
http://dx.doi.org/10.1186/1471-2148-4-36
http://www.ncbi.nlm.nih.gov/pubmed/15456522
http://dx.doi.org/10.1186/1471-2180-8-154
http://www.ncbi.nlm.nih.gov/pubmed/18803868
http://dx.doi.org/10.1186/s12866-017-1107-2
http://www.ncbi.nlm.nih.gov/pubmed/28927379
http://dx.doi.org/10.1111/1574-6976.12046
http://www.ncbi.nlm.nih.gov/pubmed/24118108
http://dx.doi.org/10.1074/jbc.M412660200
http://www.ncbi.nlm.nih.gov/pubmed/15790567
http://dx.doi.org/10.1021/bi0477384
http://www.ncbi.nlm.nih.gov/pubmed/15751951
http://dx.doi.org/10.1038/nmeth.3213
http://www.ncbi.nlm.nih.gov/pubmed/25549265
http://dx.doi.org/10.1038/nprot.2010.5
http://www.ncbi.nlm.nih.gov/pubmed/20360767
http://dx.doi.org/10.1038/nprot.2009.2
http://www.ncbi.nlm.nih.gov/pubmed/19247286
http://dx.doi.org/10.1006/jmbi.1996.0628
http://www.ncbi.nlm.nih.gov/pubmed/8950272
http://dx.doi.org/10.1038/356083a0
http://www.ncbi.nlm.nih.gov/pubmed/1538787
http://dx.doi.org/10.1002/pro.5560020916
http://www.ncbi.nlm.nih.gov/pubmed/8401235
http://dx.doi.org/10.1186/s12866-016-0769-5
http://www.ncbi.nlm.nih.gov/pubmed/27448791
http://dx.doi.org/10.1099/mic.0.032474-0
http://www.ncbi.nlm.nih.gov/pubmed/19778962
http://dx.doi.org/10.1038/srep05446
http://www.ncbi.nlm.nih.gov/pubmed/24962441
http://dx.doi.org/10.1016/j.micpath.2012.05.008
http://www.ncbi.nlm.nih.gov/pubmed/22664750
http://dx.doi.org/10.1021/ol049182i
http://www.ncbi.nlm.nih.gov/pubmed/15330583
http://dx.doi.org/10.3389/fmicb.2014.00635
http://www.ncbi.nlm.nih.gov/pubmed/25505457

Molecules 2018, 23, 2627 21 of 22

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

De Nys, R.; Givskov, M.C.; Kumar, N.; Kjelleberg, S.; Steinberg, P. Furanones: Progress in molecular and
subcellular biology. Subseries marine molecular biotechnology. In Antifouling Compounds; Springer: Berlin,
Germany, 2006.

Defoirdt, T.; Boon, N.; Bossier, P. Can bacteria evolve resistance to quorum sensing disruption? PLoS Pathog.
2010, 6, €1000989. [CrossRef] [PubMed]

Garcia-Contreras, R.; Maeda, T.; Wood, T.K. Resistance to quorum quenching compounds. Appl. Environ.
Microbiol. 2013, 79, 6840-6846. [CrossRef] [PubMed]

Garcia-Contreras, R.; Peréz-Eretza, B.; Jasso-Chavez, R.; Lira-Silva, E.; Roldan-Sanchez, J.A.;
Gonzalez-Valdez, A.; Soberén-Chavez, G.; Coria-Jiménez, R.; Martinez-Vazquez, M.; Alcaraz, L.D.; et al.
High variability in quorum quenching and growth inhibition by furanone C-30 in Pseudomonas aeruginosa
clinical isolates from cystic fibrosis patients. Pathog. Dis. 2015, 73, ftv040. [CrossRef] [PubMed]

Quave, C.L.; Lyles, ].T.; Kavanaugh, J.S.; Nelson, K ; Parlet, C.P.; Crosby, H.A.; Heilmann, K.P; Horswill, A.R.
Castanea sativa (European Chestnut) leaf extracts rich in ursene and oleanene derivatives block Staphylococcus
aureus virulence and pathogenesis without detectable resistance. PLoS ONE 2015, 10, e0136486. [CrossRef]
[PubMed]

Guo, M.; Gamby, S.; Zheng, Y.; Sintim, H.O. Small molecule inhibitors of AI-2 signaling in bacteria:
State-of-the-art and future perspectives for anti-quorum sensing agents. Int. . Mol. Sci. 2013, 14, 17694-17728.
[CrossRef] [PubMed]

Wang, Y.; Yi, L.; Wang, S.; Fan, H.; Ding, C.; Mao, X,; Lu, C. Crystal structure and identification of two key
amino acids involved in AI-2 production and biofilm formation in Streptococcus suis LuxS. PLoS ONE 2015,
10, e0138826. [CrossRef] [PubMed]

Galloway, W.R.; Hodgkinson, J.T.; Bowden, S.D.; Welch, M.; Spring, D.R. Quorum sensing in Gram-negative
bacteria: Small-molecule modulation of AHL and AI-2 quorum sensing pathways. Chem. Rev. 2010, 111,
28-67. [CrossRef] [PubMed]

Syed, N.; Ahmed, A.; Moin, S.T. Understanding LuxS-based quorum sensing and its inhibition-molecular
dynamics simulation study. Mol. Simul. 2018, 44, 558-567. [CrossRef]

Lowery, C.A.; Abe, T,; Park, J.; Eubanks, L.M.; Sawada, D.; Kaufmann, G.F; Janda, K.D. Revisiting AI-2
quorum sensing inhibitors: Direct comparison of alkyl-DPD analogues and a natural product fimbrolide.
J. Am. Chem. Soc. 2009, 131, 15584-15585. [CrossRef] [PubMed]

Kozlova, E.V,; Popov, V.L,; Sha, ].; Foltz, S.M.; Erova, T.E.; Agar, S.L.; Horneman, A.].; Chopra, A.K. Mutation
in the S-ribosylhomocysteinase (luxS) gene involved in quorum sensing affects biofilm formation and
virulence in a clinical isolate of Aeromonas hydrophila. Microb. Pathog. 2008, 45, 343-354. [CrossRef] [PubMed]
Meng, L.; Du, Y;; Liu, P; Li, X,; Liu, Y. Involvement of LuxS in Aeromonas salmonicida metabolism, virulence
and infection in Atlantic salmon (Salmo salar L.). Fish Shellfish Immunol. 2017, 64, 260-269. [CrossRef] [PubMed]
Patel, B.; Kumari, S.; Banerjee, R.; Samanta, M.; Das, S. Disruption of the quorum sensing regulated
pathogenic traits of the biofilm-forming fish pathogen Aeromonas hydrophila by tannic acid, a potent quorum
quencher. Biofouling 2017, 33, 580-590. [CrossRef] [PubMed]

Chu, W.; McLean, R.J. Quorum signal inhibitors and their potential use against fish diseases. J. Aquat.
Anim. Health 2016, 28, 91-96. [CrossRef] [PubMed]

Sun, B.; Zhang, M. Analysis of the antibacterial effect of an Edwardsiella tarda LuxS inhibitor. SpringerPlus
2016, 5, 92. [CrossRef] [PubMed]

Grosdidier, A.; Zoete, V.; Michielin, O. EADock: Docking of small molecules into protein active sites with a
multiobjective evolutionary optimization. Proteins 2007, 67, 1010-1025. [CrossRef] [PubMed]

Arvidson, D.; Shapiro, M.; Youderian, P. Mutant tryptophan aporepressors with altered specificities of
corepressor recognition. Genetics 1991, 128, 29-35. [PubMed]

Howard, A.E.; Kollman, P.A. Molecular dynamics studies of a DNA-binding protein: 1. A comparison of
the trp repressor and trp aporepressor aqueous simulations. Protein Sci. 1992, 1, 1173-1184. [CrossRef]
[PubMed]

Butler, M.T.; Wang, Q.; Harshey, R M. Cell density and mobility protect swarming bacteria against antibiotics.
Proc. Natl. Acad. Sci. USA 2010. [CrossRef] [PubMed]

Xue, T.; Zhao, L.; Sun, B. LuxS/AI-2 system is involved in antibiotic susceptibility and autolysis in
Staphylococcus aureus NCTC 8325. Int. |. Antimicrob. Agents 2013, 41, 85-89. [CrossRef] [PubMed]


http://dx.doi.org/10.1371/journal.ppat.1000989
http://www.ncbi.nlm.nih.gov/pubmed/20628566
http://dx.doi.org/10.1128/AEM.02378-13
http://www.ncbi.nlm.nih.gov/pubmed/24014536
http://dx.doi.org/10.1093/femspd/ftv040
http://www.ncbi.nlm.nih.gov/pubmed/26048733
http://dx.doi.org/10.1371/journal.pone.0136486
http://www.ncbi.nlm.nih.gov/pubmed/26295163
http://dx.doi.org/10.3390/ijms140917694
http://www.ncbi.nlm.nih.gov/pubmed/23994835
http://dx.doi.org/10.1371/journal.pone.0138826
http://www.ncbi.nlm.nih.gov/pubmed/26484864
http://dx.doi.org/10.1021/cr100109t
http://www.ncbi.nlm.nih.gov/pubmed/21182299
http://dx.doi.org/10.1080/08927022.2017.1408957
http://dx.doi.org/10.1021/ja9066783
http://www.ncbi.nlm.nih.gov/pubmed/19824634
http://dx.doi.org/10.1016/j.micpath.2008.08.007
http://www.ncbi.nlm.nih.gov/pubmed/18930130
http://dx.doi.org/10.1016/j.fsi.2017.03.009
http://www.ncbi.nlm.nih.gov/pubmed/28279794
http://dx.doi.org/10.1080/08927014.2017.1336619
http://www.ncbi.nlm.nih.gov/pubmed/28685594
http://dx.doi.org/10.1080/08997659.2016.1150907
http://www.ncbi.nlm.nih.gov/pubmed/27184419
http://dx.doi.org/10.1186/s40064-016-1733-4
http://www.ncbi.nlm.nih.gov/pubmed/26848432
http://dx.doi.org/10.1002/prot.21367
http://www.ncbi.nlm.nih.gov/pubmed/17380512
http://www.ncbi.nlm.nih.gov/pubmed/2060777
http://dx.doi.org/10.1002/pro.5560010911
http://www.ncbi.nlm.nih.gov/pubmed/1304395
http://dx.doi.org/10.1073/pnas.0910934107
http://www.ncbi.nlm.nih.gov/pubmed/20133590
http://dx.doi.org/10.1016/j.ijantimicag.2012.08.016
http://www.ncbi.nlm.nih.gov/pubmed/23084594

Molecules 2018, 23, 2627 22 of 22

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

Peng, B.; Su, Y.-b.; Li, H.; Han, Y.; Guo, C.; Tian, Y.-m.; Peng, X.-x. Exogenous alanine and/or glucose plus
kanamycin kills antibiotic-resistant bacteria. Cell Metab. 2015, 21, 249-261. [CrossRef] [PubMed]

Lai, B.-M.; Zhang, K.; Shen, D.-S.; Wang, M.-Z.; Shentu, J.-L.; Li, N. Control of the pollution of antibiotic
resistance genes in soils by quorum sensing inhibition. Environ. Sci. Pollut. Res. 2017, 24, 5259-5267.
[CrossRef] [PubMed]

Gamby, S.; Roy, V.; Guo, M.; Smith, J.A.; Wang, ].; Stewart, ].E.; Wang, X.; Bentley, W.E.; Sintim, H.O. Altering
the communication networks of multispecies microbial systems using a diverse toolbox of AI-2 analogues.
ACS Chem. Biol. 2012, 7, 1023-1030. [CrossRef] [PubMed]

Irwin, J.J.; Shoichet, B.K.; Mysinger, M.M.; Huang, N.; Colizzi, F.; Wassam, P.; Cao, Y. Automated docking
screens: A feasibility study. J. Med. Chem. 2009, 52, 5712-5720. [CrossRef] [PubMed]

Bikadi, Z.; Hazai, E. Application of the PM6 semi-empirical method to modeling proteins enhances docking
accuracy of AutoDock. J. Cheminform. 2009, 1, 15. [CrossRef] [PubMed]

Halgren, T.A. Merck molecular force field. I. Basis, form, scope, parameterization, and performance of
MMFF94. |. Comput. Chem. 1996, 17, 490-519. [CrossRef]

Morris, G.M.; Goodsell, D.S.; Halliday, R.S.; Huey, R.; Hart, W.E.; Belew, R.K; Olson, A.J]. Automated docking
using a Lamarckian genetic algorithm and an empirical binding free energy function. J. Comput. Chem. 1998,
19, 1639-1662. [CrossRef]

Solis, FJ.; Wets, R.J.-B. Minimization by random search techniques. Math. Oper. Res. 1981, 6, 19-30. [CrossRef]
Gorenc, G.; Lukas, F.; Avgustin, G. Examination of ai-2 quorum sensing system in Prevotella bryantii and
Prevotella ruminicola-like strains by using bioluminiscence assay. Acta Chim. Slov. 2007, 90, 107-113.
Vilchez, R.; Lemme, A.; Thiel, V,; Schulz, S.; Sztajer, H.; Wagner-Débler, I. Analysing traces of autoinducer-2
requires standardization of the Vibrio harveyi bioassay. Anal. Bioanal. Chem. 2007, 387, 489-496. [CrossRef]
[PubMed]

Li, W,; Yao, Z.; Sun, L.; Hu, W,; Cao, J.; Lin, W,; Lin, X. Proteomics analysis reveals a potential antibiotic
cocktail therapy strategy for Aeromonas hydrophila infection in biofilm. J. Proteome Res. 2016, 15, 1810-1820.
[CrossRef] [PubMed]

Yao, Z.; Li, W,; Lin, Y.; Wu, Q.; Yu, E; Lin, W.; Lin, X. Proteomic analysis reveals that metabolic flows affect
the susceptibility of Aeromonas hydrophila to antibiotics. Sci. Rep. 2016, 6, 39413. [CrossRef] [PubMed]
Sasikala, D.; Jeyakanthan, J.; Srinivasan, P. Structure-based virtual screening and biological evaluation of
LuxT inhibitors for targeting quorum sensing through an in vitro biofilm formation. J. Mol. Struct. 2017,
1127, 322-336. [CrossRef]

Sample Availability: Not available.

® © 2018 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http:/ /creativecommons.org/licenses/by/4.0/).


http://dx.doi.org/10.1016/j.cmet.2015.01.008
http://www.ncbi.nlm.nih.gov/pubmed/25651179
http://dx.doi.org/10.1007/s11356-016-8260-2
http://www.ncbi.nlm.nih.gov/pubmed/28004368
http://dx.doi.org/10.1021/cb200524y
http://www.ncbi.nlm.nih.gov/pubmed/22433054
http://dx.doi.org/10.1021/jm9006966
http://www.ncbi.nlm.nih.gov/pubmed/19719084
http://dx.doi.org/10.1186/1758-2946-1-15
http://www.ncbi.nlm.nih.gov/pubmed/20150996
http://dx.doi.org/10.1002/(SICI)1096-987X(199604)17:5/6&lt;490::AID-JCC1&gt;3.0.CO;2-P
http://dx.doi.org/10.1002/(SICI)1096-987X(19981115)19:14&lt;1639::AID-JCC10&gt;3.0.CO;2-B
http://dx.doi.org/10.1287/moor.6.1.19
http://dx.doi.org/10.1007/s00216-006-0824-4
http://www.ncbi.nlm.nih.gov/pubmed/17143597
http://dx.doi.org/10.1021/acs.jproteome.5b01127
http://www.ncbi.nlm.nih.gov/pubmed/27110028
http://dx.doi.org/10.1038/srep39413
http://www.ncbi.nlm.nih.gov/pubmed/27991550
http://dx.doi.org/10.1016/j.molstruc.2016.07.118
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Synthesis of AI-2 Using a LuxS Ssystem 
	LuxS Sequence Analysis 
	Cellular Localization and Antigenic Site Prediction 
	LuxS Structural Analysis 
	Functional Annotation of LuxS 
	Natural Ligand, Its Binding Sites and Analysis of Topological Features 
	Virtual Screening and Toxicity Studies 
	Molecular Docking 
	LuxS AI-2 Biosynthesis Inhibition Using a (-)-Dimethyl 2,3-O-isopropylidene-l-tartrate Inhibitory Compound 
	Validation of AI-2 Inhibition via Analysis of Protein Expression Levels 
	The Mixture of OXY and AI-2 Inhibitor Is a Potentially Synergistic Strategy for Bacteriostasis 

	Discussion 
	Methodology 
	Bioinformatics Analyses 
	Retrieval of Protein Sequences and Analysis 
	Assessing Physicochemical Properties 
	Structural Modeling 
	Structure Validation and Refinement 
	Active Site, Ligand, and Ligand Binding Sites Evaluation 
	High Throughput Virtual Screening and Toxicity Analysis 
	Ligand Preparation and Molecular Docking of the Receptors to Ligands 

	In Vitro Methods 
	Bacterial Strains and Growth Conditions 
	AI-2 Inhibition Bioluminescence Assay 
	Western Blotting 
	Antimicrobial Survival after Cocktail Therapy 
	Statistical Analysis 


	Conclusions 
	References

