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a b s t r a c t

Lipopeptides (LPs) are secondary metabolites produced by a diversity of bacteria and fungi. Their unique
chemical structure comprises both a peptide and a lipid moiety. LPs are of major biotechnological interest
owing to their emulsification, antitumor, immunomodulatory, and antimicrobial activities. To date, these
versatile compounds have been applied across multiple industries, from pharmaceuticals through to food
processing, cosmetics, agriculture, heavy metal, and hydrocarbon bioremediation. The variety of LP struc-
tures and the diversity of the environments from which LP-producing microorganisms have been isolated
suggest important functions in their natural environment. However, our understanding of the ecological
role of LPs is limited. In this review, the mode of action and the role of LPs in motility, antimicrobial activ-
ity, heavy metals removal and biofilm formation are addressed. We include discussion on the need to
characterise LPs from a diversity of microorganisms, with a focus on taxa inhabiting ‘extreme’ environ-
ments. We introduce the use of computational target fishing and molecular dynamics simulations as
powerful tools to investigate the process of interaction between LPs and cell membranes. Together, these
advances will provide new understanding of the mechanism of action of novel LPs, providing greater
insights into the roles of LPs in the natural environment.
Crown Copyright � 2021 Published by Elsevier B.V. on behalf of Research Network of Computational and
Structural Biotechnology. This is an open access article under the CC BY-NC-ND license (http://creative-

commons.org/licenses/by-nc-nd/4.0/).
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1. Introduction

Microbial lipopeptides (LPs) are amphiphilic molecules contain-
ing both a polar and an apolar moiety in their structure. The polar
moiety is a cyclic peptide, while the apolar moiety is a linear or
branched fatty acid with different lengths and degrees of oxidation
[1]. LPs have been isolated from a number of Gram-positive (i.e.,
Bacillus or Streptomyces), Gram-negative (i.e., Pseudomonas) and
Gram-variable (i.e., Paenibacillus) genera of bacteria, as well as a
diversity of fungal genera (i.e., Phoma and Emericella) [2–5]. The
amphiphilic structure of LPs imparts emulsifying properties that

http://crossmark.crossref.org/dialog/?doi=10.1016/j.csbj.2021.02.017&domain=pdf
http://creativecommons.org/licenses/by-nc-nd/4.0/
http://creativecommons.org/licenses/by-nc-nd/4.0/
https://doi.org/10.1016/j.csbj.2021.02.017
http://creativecommons.org/licenses/by-nc-nd/4.0/
mailto:b.ferrari@unsw.edu.au
https://doi.org/10.1016/j.csbj.2021.02.017
http://www.elsevier.com/locate/csbj


Fig. 1. Structures of the LPs surfactin, fengycin and iturin. These LPs are organized into cyclopeptides linked to a b-fatty acid chain. They are produced by bacteria of the genus
Bacillus through the NRPS pathway.
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are of widespread use to the biotechnological industry [6]. The
most extensively studied LPs are from the surfactin, fengycin and
iturin families, all of which have been primarily isolated from Bacil-
lus subtilis, a Gram-positive soil bacterium that belongs to the Fir-
micutes phylum (Fig. 1). Surfactins (~1.36 kDa) are composed of
seven amino acids including Glu-Leu-Leu-Val-Asp-Leu-Leu and 3-
hydroxy fatty acids such as tridecanoate, tetradecanoate, pentade-
canoate and hexadecanoate [7,8]. Fengycins (~1.5 kDa) contain a
peptide chain of ten amino acids including Ile-Tyr-Gln-Pro-Ala or
Val-Glu-Thr-Tyr-Glu-Orn linked to a b-fatty acid chain whose
length can vary from C-14 to C-17 carbon atoms [9], while iturins
(~1.1 kDa) are comprised of a peptide of seven amino acids includ-
ing Asn-Tyr-Asn-Gln-Pro-Asn-Ser linked to a C-11 or C-12 b-fatty
acid chain [10].

LPs can be found in linear or cyclic form. To date, cyclic LPs rep-
resent the most biologically active group, while research on linear
LPs has been limited [11,12]. Macrocyclization is a common char-
acteristic of diverse natural products [13]; in LPs, this process
occurs during the last stage of synthesis and it is catalysed by a
C-terminal thioesterase (Te) domain [14,15]. The macrocyclization
of LPs is a strategy that ensures their structural stability and bioac-
tivity [16]. Compared to the linear counterpart, cyclic LPs have
greater physicochemical stability [13], and the number of potential
structural conformations that a molecule can adopt are reduced
[17]. Macrocyclization confers protection against degradation by
exo and endoproteases [18], and allows the LPs to have a proper
orientation for its interaction with its target [13].
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LPs are biosynthesized through secondary metabolite path-
ways. Enzymes responsible for their synthesis are encoded by
biosynthetic gene clusters (BGCs); organized arrangements of
two or more genes, including regulatory elements [11,19,20]. For
LPs, synthesis is primarily performed by non-ribosomal peptide
synthetases (NRPS), and hybrid NRPS-polyketide synthases (PKS),
both large multi-modular, multi-domain proteins [11,12]. Each
NRPS module has a minimum of three catalytic domains: an
adenylation (A) domain, a peptidyl carrier protein (PCP) domain
and a condensation (C) domain [21]. A diverse range of NRPSs have
been discovered, predominantly in the bacterial phyla Proteobacte-
ria, Actinobacteria, Firmicutes, and Cyanobacteria [22]. However,
many lineages have been found to harbour the genetic machinery
to synthesise NRPs, including Deinococcus-Thermus, Chlorobi, Verru-
comicrobia and Gemmatimonadetes [23].

LPs have important applications across multiple industries,
including pharmaceuticals [24,25], food processing [10], cosmetics
[26], agriculture [27], heavymetal and hydrocarbon bioremediation
[28]. Bioactivities reported for characterised LPs are diverse, and
include antimicrobial [29,30], immunomodulator [31,32], antitu-
mor [33] and surfactant properties [34]. Microbially synthesised
LP biosurfactants have several advantages over chemically synthe-
sised surfactants: they are biodegradable, exhibit effective bioactiv-
ities at low concentrations, haveminimal toxicity, andwhen used in
cosmetic products show a reduced risk of allergies and irritation
[24,35–37]. Additionally, LP biosurfactants maintain their bioactiv-
ity across a wide range of temperatures, pH and salinity [38].
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It is proposed that the ecological roles of LP biosurfactants is to
enhance interactions between the LP-producing microorganism
and its environment, primarily providing strategies to survive
under unfavourable conditions; yet studies on their ecological role
remain scarce [6]. In this context, we review current knowledge on
the ecological functions of lipopeptides in their natural environ-
ments, based on their structural properties and known modes of
action.
2. Lipopeptides and their roles in bacterial motility

Bacteria utilise motility in growth and reproduction, as a sur-
vival strategy for protection against desiccation and antibiotics,
to defend against competitors, and to colonize new environments
[39–42]. In many natural habitats, the availability of nutrients is
limited, and nutrient concentrations are not homogeneous
[43,44]. Therefore, motility is a mechanism used by bacteria to
not only search for more favourable, nutrient-rich environments
but also to facilitate the colonisation of new habitats [44]. LPs play
an essential role in active and passive bacterial motility across bio-
tic and abiotic surfaces [6,45]. In ground-breaking studies involv-
ing the genera Bacillus and Pseudomonas, NRPS genes encoding
the enzymes responsible for the synthesis of LPs were silenced,
leading to an observed reduction or total loss of motility in the bac-
teria. Motility was consequently restored after the addition of puri-
fied LPs or structurally similar compounds [6,21,45–47]. For
example, Bruijn et al. (2007) used site-directed mutagenesis of
the viscosin-related NRPS in Pseudomonas fluorescens SBW25 to
silence the expression of viscosin, with the resulting visc- mutant
no longer able to swarm [48]. While Kinsinger et al. (2003),
silenced the sfp gene involved in the synthesis of surfactin in the
strain JH642 to produce a non-motile mutant derived from Bacillus
subtilis 168. In this experiment, motility was again restored after
the addition of surfactin to B. subtilis in situ [49].

In active motility, also known as flagellum-dependent motility,
LPs have a wetting agent role, reducing surface tension and allow-
ing for bacterial colony expansion [50,51]. Flagellated bacteria use
this intrinsic form of motor-driven movement to swim and swarm
in both liquid and semi-liquid media [21,47]. This phenomenon
has been observed in Serratia marcescens, Pseudomonas putida,
and Bacillus subtilis species, which employ the LPs serrawetting,
putisolvin, and surfactin, respectively [49,52,53]. In passive motil-
ity, extracellular or cell-attached LPs decrease hydrophilic interac-
tions between biotic or abiotic surfaces and bacteria [6,21]. Passive
motility is a form of bacterial surface translocation powered by
external forces to reduce adherence to surfaces and promote dis-
placement [54,55]. Sliding is a form of passive motility promoted
by cell division that allows the bacterial colony to spread out of
the point of origin and expand over surfaces [21,45]. In sliding, bac-
terial secreted biosurfactants, mainly LPs, are produced to reduce
the friction of hydrophilic forces between cells and the substrate
[1,56]. This enables nutrient-deprived bacteria to colonize surfaces
[46].

Two modes of action have been observed to explain the role of
LPs in bacterial sliding on nutrient rich agar. The first mechanism,
exemplified by serrawetting, which is produced by Serratia marces-
cens (Fig. 2A), involves secretion of LPs into the extracellular med-
ium. The peptide (hydrophilic) moiety is adsorbed to the surface of
the agar, and the aliphatic chains (hydrophobic moiety) are
exposed to the medium forming a hydrophobic layer that can
interact with hydrophilic cells. Interactions at the interface are
thus reduced, and bacterial expansion is promoted [57]. In a sec-
ond mechanism, described in Mycobacterium smegmatis and
Mycobacterium avium, glycosylated LPs remain attached to the bac-
terial cell surface. The peptide moiety interacts with the cell by
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adhesion and the aliphatic tails are exposed to the medium,
increasing the hydrophobicity of the cell so that it interacts with
the hydrophilic surface of the cell agar promoting colony spreading
(Fig. 2B) [56].

Certain LPs that are known to have a role in motility also display
antimicrobial activity. For instance, surfactin, a LP produced by
Bacillus subtilis strains, also exhibits antimicrobial [29], antiviral
[58], and antifungal activity [59]. Surfactin has also been shown
to be required for swarming [60] and sliding [61]. Therefore, it
has been proposed that LPs have a dual role in both promoting
motility and preventing the growth and colonization of competing
microorganisms [21].

3. Antimicrobial role of lipopeptides

Clinically, the application of antibiotics is to inhibit microbial
growth. Yet it is unknown whether this bioactivity is the same in
the ecological niche from which the microorganism producing
the LP inhabits [62,63]. In a natural environment, antibiotic con-
centrations are usually lower than the minimum inhibitory con-
centrations (MIC) employed in a therapeutic setting [64].
Additionally, antibiotics are produced in the stationary growth
phase, not during the exponential phase where they could play a
role in competition [65]. Therefore, the ecological role of antimi-
crobials has been proposed to include a dose-dependent effect, also
known as hormesis [65,66]. This principle suggests that the natural
function of antibiotics at high concentrations in an ecosystem is to
inhibit microbial growth by competitors, and at low concentra-
tions, they can produce a beneficial effect on the microbial popula-
tion [67].

Alternative roles of antimicrobials at subinhibitory concentra-
tions include effects on bacteria at the cellular and microbial com-
munity level [68,69]. At the cellular level, antibiotic molecules
interact with the transcriptome modifying the phenotype [65,70].
They also have effects on evolution, since they increase the rate
of mutagenesis through the mechanism of reactive oxygen species
[71,72].

Antibiotic compounds have also been shown to promote the
expression of silent biosynthetic gene clusters, with established
antibiotics stimulating the synthesis of new antibiotics in an envi-
ronment [73]. At the microbial community level, antibiotics inhibit
or promote biofilm formation [65,74], serve as signalling molecules
[68,74,75], and stimulate horizontal gene transfer through conju-
gation within and between species [67,76]. Thus, antibiotics can
control the diversity of microbial communities in a given ecological
niche, under conditions of stress cells enter dormancy, while they
proliferate when conditions are more favourable [66,77]. It is likely
this situation co-occurs for different species, and it may culminate
in major microbial community shifts in both the diversity of spe-
cies and how they are structured [66].

The chemical structure of antibiotic LPs determines their
unique mode of action. While the mechanism of action of LPs is
not fully understood, there is evidence that they destabilize the
bacterial membrane through their action as a detergent or in pore
formation [78,79]. All LPs studied so far interact with membranes
via their lipid tails [80]. This mode of action allows LPs to act as
broad-spectrum antibiotics, with a reduced potential to develop
resistance. For example, mutations that lead to a change in the
composition and organization of membrane lipids would require
a high energetic cost for the defending microorganism, with the
variety in peptide sequences reducing cleavage by proteases [80].
Characterised LPs with antimicrobial activity include crystal-
lomycin [81], aspartocin [82], laspartomycin [83], friulimicin
[84], daptomycin [30] and surfactin [29]. However, the specific
mechanisms behind these antimicrobial bioactivities remain lar-
gely unknown.



Fig. 2. Mode of action of LPs in sliding motility. A) Serratia marcescens produces the LP serrawetting that forms a hydrophobic layer on the agar surface decreasing the
hydrophilic interactions between the cell and the agar. B)Mycobacterium smegmatis andMycobacterium avium produce glycosylated lipopeptides forming a hydrophobic layer
around the cell to facilitate sliding on the hydrophilic agar surface.
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Despite extensive studies on daptomycin, several models that
suggest its mode of action can be found in the literature
[30,85,86]. According to experimental evidence, the most viable
mechanism occurs when daptomycin oligomerizes and forms
micelles in the presence of calcium (Fig. 3) [87]. When the micelle
approaches the cell membrane, it dissociates and daptomycin
molecules are assisted by calcium (Ca2+) to insert into the mem-
brane. Daptomycin undergoes a conformational change that allows
it to oligomerize and form pores in the bacterial cell membrane.
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Finally, the pores produce a depolarization effect that results in
bacterial cell death. Furthermore, it has been proposed that dapto-
mycin interferes with processes associated with the synthesis of
cell wall components, energy and / or cell division [80].

It has been reported that the amino acid composition in LPs
affects antimicrobial activity [88]. Changes in the peptide moiety,
such as substitution of amino acids or chemical modifications have
produced alterations in their bioactivity [88,89]. Residues involved
in hydrophobicity have been widely studied [88,90–92], due to



Fig. 3. Schematic of the mode of action of the lipopeptide antibiotic daptomycin. 1) Oligomerization of 14–16 units of daptomycin in the presence of calcium (Ca2+). 2)
Interaction of daptomycin micelle with the cell membrane. 3) Dissociation of the daptomycin. 4) Insertion of daptomycin in the membrane via lipid tail. 5) Oligomerization of
the daptomycin in the membrane and 6) Pore formation, depolarization, and cell death.
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their role in membrane binding, insertion and destabilization pro-
cesses [93,94]. For example, iturin A is a LP with antifungal activity
[89], with a methylation at the D-Tyr residue of iturin A resulting
in increased bioactivity. Methylation is a chemical alteration that
increases local hydrophobicity; this affects the process that LPs
use to modify the permeability of the membrane and its interac-
tion with lipids [88]. In some cases, an increase in the LP hydropho-
bicity decreases its bioactivity. For example, methylation in the
amino acid Asp of bacillomycin L reduced the antifungal activity;
this effect was more significant when the Tyr residue was methy-
lated [91]. It is thought that hydrophobicity affects the interaction
of the LP with membrane sterols [89,91]. Hydrophobicity is neces-
sary for antimicrobial activity of some LPs. However, an excessive
degree of this property could damage the host cell and affect the
specificity on its target [95].
4. Lipopeptide relationships with heavy metals

In soil, heavy metals are defined as metals of a natural or
anthropogenic origin with a density greater than 5.0 g/cm3 [96].
The most hazardous heavy metals released into the environment
are arsenic (As), cadmium (Cd), chromium (Cr), mercury (Hg), zinc
(Zn), nickel (Ni), lead (Pb) and copper (Cu) [97]. These are classified
into two groups: those that are hazardous for humans, plants or
animals, and those that a low concentrations have beneficial
effects [97,98]. In bacterial cells, high concentrations of heavy met-
als disrupt the function of nucleic acids and proteins. They also
deactivate enzymes and electron donors, and form precipitates
with essential metabolites [99]. In soil, heavy metals disturb ende-
mic microbial communities, leading to major decreases in soil
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microbial community diversity and population structures [100–
102].

The ecological role of LPs in heavy metal chelation is not clear
[103]. It remains unknown whether microorganisms produce LPs
to interact with heavy metals for their benefit or as part of an
alternate process for soil detoxification [104]. Bacteria do use
LPs for the chelation of heavy metals, in a similar way to sidero-
phores, and incorporate them into their metabolism as micronu-
trients [6]. In the soil, some bacteria, mainly anaerobic taxa, use
heavy metals as electron donors or acceptors during redox and
osmoregulation reactions [105,106]. Additionally, heavy metals
participate as enzymatic cofactors [107]. During this process,
heavy metals are incorporated into microbial metabolism and
their solubility is modified, therefore, when they are returned to
the environment, heavy metals, are bioavailable to other organ-
isms [108].

The role of LPs in the removal of heavy metals from the environ-
ment has been widely reported [109–112]. Surfactin, synthesized
by bacteria of the Bacillus genus, is capable of removing zinc and
copper [103,113]; Colistin, produced by Paenibacillus polymyxa,
binds efficiently to copper [114]; pseudofactin II, produced by
Pseudomonas fluorescens BD5, also interacts with zinc and copper
[109]; while the MSI54 LP, produced by a Bacillus bacterium iso-
lated from a marine sponge has an affinity for lead, mercury, man-
ganese, and cadmium [115]. The ionic charge of LPs is known to
play an important role in their interaction with heavy metals.
While both anionic and nonionic LPs are able to adhere to soil, only
those with anionic charge form complexes with metals [103]. To
explain the interaction of surfactin with heavy metals, Mulligan
et al. (1999) suggested a mechanism whereby surfactin micelles
are adsorbed to the soil and dissociate into monomers; the nega-



Fig. 4. Schematic representation showing the mode of action of the surfactin when interacting with heavy metals. 1) Surfactin micelles are adsorbed to the soil. 2) The
negative charges of the glutamic acid and aspartate of the surfactin monomers interact with the metal. 3) Desorption of the surfactin monomers and metal from soil. 4) The
metal is transported away from the surface and 5) The metal is incorporated into the micelles, and the complex is stabilized with the interaction of the aliphatic chains of
surfactin.
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tive charge of the glutamic acid and aspartate in the surfactin
monomers interact with metal cations; the surfactin-metal com-
plex is desorbed from the soil; the metal is transported and then
incorporated into reformed surfactin micelles; finally the complex
is stabilized with the interaction of the aliphatic chains of surfactin
(Fig. 4) [103].
5. Lipopeptides and their role in biofilm formation

Biofilms are complex communities of microorganisms with one
or more species attached to biotic or abiotic surfaces [116,117].
The ecological functions of biofilm formation include the promo-
tion of cell division, proliferation and resistance to environmental
and chemical stressors [6,118]. Within the biofilm, active processes
of organic matter decomposition occur that increase the availabil-
ity of nutrients and metabolic cooperation [118]. Another benefit
for biofilm-forming bacteria is the acquisition of new genetic traits
through horizontal gene transfer [6,116].

LPs can promote or inhibit biofilm formation, depending upon
the structure of the LP and the polarity of the cells and substrate
[6]. The role of LPs to promote biofilm formation has been observed
in Mycobacterium avium [119], a pathogenic bacterium that has a
lipopeptide anchored to the cell wall. Additionally, cyclic LPs have
been reported to promote biofilm formation in Pseudomonas fluo-
rescens SBW25 [48]. Gaps exists in our knowledge of the mode of
action of LPs in promoting biofilm formation. While it has been
proposed that LPs have a role in adhesion through orientation of
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the molecule to facilitate the hydrophobic-hydrophobic or
hydrophilic-hydrophilic interactions between the cell and surface,
this requires validation [6].

The inhibition of biofilms by LPs isolated from bacteria of the
Bacillus genus has been more widely studied. For example, bacil-
lomycin D, a LP produced by Bacillus amyloliquefciens inhibits bio-
film formation of Candida albicans [120]. While, a LP isolated from
Bacillus cereus NK1 inhibited biofilm formation of the pathogenic
strains P. aeruginosa and S. epidermidis [121], and putisolvin I and
II LPs, isolated from P. putida, were capable of both inhibition of
biofilm formation and disruption of established biofilms [53]. Fur-
thermore, paenibacterin, a LP isolated from Paenibacillus thi-
aminolyticus, displays antimicrobial activity in addition to its
ability to inhibit the biofilm formation by Bacillus subtilis,Micrococ-
cus luteus, Pseudomonas aeruginosa, Staphylococcus aureus and
Streptococcus bovis [122,123].

LPs inhibit biofilm formation through changes in the hydropho-
bic interactions between the microorganism and a surface [124].
LPs act as pre-conditioning agents, they bind to the surface by
adsorption, modifying their physicochemical properties [125]. This
change prevents the adhesion of the microorganism to the surface
[126]. For example, Vieira de Araujo et al. 2011 observed that addi-
tion of a 0.1% solution of surfactin to a polystyrene surface
decreased the adhesion rate of 80% and 84% of Listeria monocytoge-
nes ATCC 7644 and ATCC 19112, respectively. The authors evalu-
ated the hydrophobicity of the polystyrene, they observed that
the untreated polystyrene had a contact angle of 84.4� and it
decreased to 70.3� when the 0.1% surfactin solution was added.



Fig. 5. Interactive map of the antiSMASH results for Bacillus velezensis FZB42. Thirteen BGCs were identified in B. velezensis FZB42. The BGCs exhibited 82–100% similarity
with known BGCs. Three BGCs corresponded to NRPS, and two of those were predicted to encode the biosurfactant LPs surfactin (Region 2) and fengycin (Region 5).
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They suggested that changes in surface properties can affect the
microbial adhesion process due to the reduction of surface-
microorganism interactions [17].
6. Discovery of new LPs: Where are we going?

The discovery of novel LPs occurs through both top-down and
bottom-up approaches. Top-down approaches are based on
culture-dependent techniques and screening for bioactivity [127].
Common assays for surfactant activity include the emulsification
index [128], oil spreading and drop collapse methods [129].
Bottom-up approaches employ advance metagenomics and geno-
mic sequencing combined with new bioinformatics tools for the
discovery of genes and enzymes related to LP biosynthesis, such
as NRPS and hybrid NRPS-PKS [127,130,131]. Omics approaches
and the advent of high-throughput sequencing tools and powerful
bioinformatics pipelines have allowed us to identify the presence
and arrangement of biosynthetic gene clusters (BGCs) [132,133].

High-throughput sequencing combined with bioinformatic
technologies allow for the study of LPs at three levels: identifica-
tion of the genes involved in the synthesis of an LP, prediction of
the synthesised LP structure from genomic information, and the
proposed activity and ecological role of the LP product. The antibi-
otics and secondary metabolite analysis shell (antiSMASH) is one
such bioinformatics tool, designed for the identification, functional
annotation, and analysis of BGCs [134,135]. Its algorithm allows
alignment of microbial genome sequences with previously known
BGCs sequences compiled in its database. The results of analysis
include an interactive map that allows a visual representation of
the annotated BGCs (Fig. 5) [134,135]. AntiSMASH has been widely
used as a screening method for the identification of diverse BGCs,
including those of NRPS and hybrid NRPS-PKS responsible for the
synthesis of lipopeptides [2,136–138]. Other bioinformatic tools
such as the Natural Product Domain seeker (NaPDos), Prediction
Informatics for Secondary Metabolomes (PRISM) and the NRPS/
PKS substrate predictor also facilitate the rapid characterization
of BGCs involved in the synthesis of LPs [138,139]. Additionally,
tools such as PRISM have allowed for the prediction of LPs struc-
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ture [140], through identification of open reading frames in a gen-
ome sequence, with results aligned using hidden Markov models of
secondary metabolites [141]. Based on the arrangement of genes
and the action of the enzymes, combinatorial libraries of structures
are generated. These tools can be used in conjunction with
metabolite extraction and a combination of analytical chemistry
techniques such as thin layer chromatography (TLC), fourier-
transform infrared spectroscopy (FT-IR), nuclear magnetic reso-
nance (NMR), matrix-assisted laser desorption/ionization time-
of-flight (MALD-TOF) and mass spectrometry (MS) to inform on
structure and confirmation of the final product [142–144].

To showcase capacities of antiSMASH and PRISM to identify
NRPS-related BCGs and to elucidate LP structures we performed a
comparative analysis using a representative LP-producing microor-
ganism. We evaluated whether each tool was able to identify fen-
gycin BGCs in a microorganism that has been previously reported
to produce this LP [145]. We selected Bacillus velezensis FZB42 as
a model bacteria as its genome has been sequenced, characterized
and extensively studied [146]. Bacillus velezensis FZB42 is a Gram-
positive bacterium known for its phytostimulatory and biocontrol
properties. This strain produces fengycin, a LP with antifungal
activity against Fusarium graminearum, a pathogenic fungi known
to infect cereal crops [145].

Bioinformatic analysis revealed that both antiSMASH and
PRISM identified thirteen BGCs in Bacillus velezensis FZB42 (SI
Table 2 and SI Table 3, respectively). The fengycin LP cluster was
identified as region 1.5 (Fig. 5) and as cluster 7 using antiSMASH
and PRISM, respectively. The BGCs exhibited 82–100% similarity
with known BGCs, predominantly from bacteria of the genus Bacil-
lus, as well as three with closest similarity to BGCs from Strepto-
myces spp. (SI Table 1). Three BGCs corresponded to NRPS, and
two of those were predicted to encode the biosurfactant LPs sur-
factin and fengycin. Additionally, PRISM detected two polyketide-
related BGCs that contain fragments of NRPS sequences (SI Table 3).
The predicted architecture of fengycin BGC included five domains
involved with the synthesis and addition of the amino acids Ile,
Pro, Gln, Tyr, Glu, Val, Tyr, Thr, Glu and Orn (SI Fig. 1A, B and SI
Fig. 2A, B). Both bioinformatic tools allowed for a rough prediction
of core scaffold at different molecular levels, antiSMASH predicted
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a polymer from the addition of monomers (SI Fig. 1C), while PRISM
predicted structures at the level of individual atoms or bonds (SI
Fig. 2C) [134,135,141,147].

We found that both antiSMASH and PRISM identified similar
BGCs and Fengycin domains (SI Fig. 1B and SI Fig. 2B), while anti-
SMASH also had the capacity to compare the BGCs of Bacillus
velezensis FZB42 with the known closest match providing percent-
age of similarity for that LP (SI Table 2). AntiSMASH and PRISM pre-
dict compound structures, while antiSMASH provided a rough
prediction of core scaffolds based on the addition of monomers,
PRISM uses a bonds and individual atoms approach. We suggest
that both tools can be used in a complementary way for a more
comprehensive analysis of genomic data for potential LPs.

Unravelling the ecological roles of LPs represents a greater chal-
lenge. Here, the interaction between proteins and their targets can
be modelled using bioinformatics-informed molecular-docking
[148]. This analysis is focused on binding sites and consists of
two main steps; identifying the position and orientation of pro-
tein–ligand, and evaluating the degree of affinity between them
[149]. Due to their antimicrobial properties, LPs have been studied
throughmolecular docking to identify potential therapeutic targets
as treatment for infectious diseases [150–152]. In this context,
molecular docking could be a promising tool for the preliminary
identification of targets that interact with LPs in the natural envi-
ronment, and thus inform on their ecological role.

The wide bioactivities and potential applications of LPs have
increased interest in the search for new NRPS-producing microor-
ganisms. Secondary metabolites produced by enzyme complexes
occurs at a high energetic cost to that organism. Therefore, it has
been proposed that microorganisms use these compounds as a
protective or adaptative mechanism in specific niches [132]. While
70% of the NRPSs discovered to date have been obtained from mar-
ine organisms [153], there are few studies that have focused on
terrestrial habitats. This gap in knowledge is present despite soils
containing a wealth of microbial diversity; this lack of understand-
ing is even greater when we focus on ‘extreme’ natural environ-
ments [134–135].

In a survey by Charlop-Powers et al. (2014), 96 diverse soil
microbiomes were analysed for secondary metabolite genes, and
a correlation was found between biosynthetic genetic diversity
and soil type. Specifically, arid soils showed a higher richness of
NRP and PK synthesis related genes [154]. Similarly, Benaud et al.
(2019) further showed that NRPS-encoding genes are widespread
across polar desert soils spanning Antarctica and the High-Arctic
[155]. In this case, the microbial inhabitants are exposed to cold
temperatures, low availability of nutrients and severe moisture
limitation [156], with both NRPS and PKS presence and diversity
correlating with low soil moisture and carbon content [155]. In
Antarctic bacteria, the majority of NRPS and PKS gene fragments
have been reported to exhibit closest similarity, albeit at low levels,
to known BGCs (av. 31%) present in Actinobacteria, Proteobacteria,
Firmicutes and Cyanobacteria, with a high proportion likely to be
LPs [135]. For example, following phylogenetic analysis of domain
sequences, several Antarctic bacterial NRPS domain sequences
showed similarity to those encoding for LPs, such as syringomycin
and iturin, with emulsification and antimicrobial activity assays
supporting their genome mining-driven discovery [140].

Moreover, a Rhodococcus strain, ADL36, also isolated from
Antarctic soil has been shown to display biosurfactant activity;
with chemical characterization of the compound and the genome
sequencing suggesting the production of a LP with potential appli-
cations in the bioremediation of hydrocarbons [144]. In another
survey, this time utilising metagenomics data, Chen et al. (2020)
studied microbial mats from Shark Bay, Australia. In the ‘microbial
mat’ environment microorganisms are exposed to high tempera-
tures, UV radiation and salinity [157], with a high diversity of NRPS
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and hybrid NRPS-PKS genes in bacteria of the phyla Plancto-
mycetes, Chloroflexi, Calditrichaeota and for the first time Lokiar-
chaeota was reported. Lokiarchaeota is an archaeal phyla not
previously known to have BGCs, expanding the domain of life to
which the future of natural products discovery can take place
[158].

Microorganisms thrive in a myriad of ‘extreme’ environments,
from hot springs and geysers, through to deep sea, hypersaline
environments, evaporites, deserts, cold environments (ice, per-
mafrost, and snow) and the Earth’s atmosphere. Given the diversity
of genetic machinery recently discovered in microorganisms from
Antarctic deserts and microbial matts [140,158], we believe future
investigations in a range of ecosystems at the boundaries of life
will provide new insights into the ecological roles of LPs [24]. We
know that microorganisms exposed to harsh conditions develop
biological adaptations, metabolic processes, physiological capabil-
ities and novel strategies to survive, and remain metabolically
active in their unique environments [24]. We propose that LPs as
secondary metabolites produced by such microorganisms must
be assisting in strategies for survival. Therefore, bacteria and other
domains of life surviving under some of the most harsh conditions
on the planet must be attractive candidates in the search for novel
LPs [24].

There are challenges associated with the LPs discovery.
Required is the development of novel cultivation and screening
tools for rare, barely studied taxa [159]. On the other hand, bioin-
formatics tools are limited as they can only detect BGCs based on
known sequences, leading to potential mischaracterisation or fail-
ure to detect new families [160,161]. However, with the advent of
new molecular and computational technologies, the future of LPs
discovery will undoubtedly expand, providing unsurpassed knowl-
edge on the ecological roles of these important secondary metabo-
lites [138].
7. Computational target fishing for the study of the LP-
membrane interactions

One of the challenges in the study of lipopeptides is to under-
stand the process of interaction between the LP and its target [6].
Lipopeptide-membrane interactions have traditionally been stud-
ied using experimental strategies such as spectroscopic, diffraction
and microscopic methods [162]. However, limitations arise due to
the complexity of membranes. For instance, membranes are
dynamic environments in constant change, lipid rearrangement
occurs in milliseconds [163,164] and due to membranes being very
thin, high-resolution techniques such as Nuclear Magnetic Reso-
nance (NMR), Electron Paramagnetic Resonance (EPR) and fluores-
cence quenching are required [165].

Computational target fishing is a powerful tool for investigating
mechanisms of interaction between bioactive molecules and their
targets, at an atomic level [166,167]. The atomic-level structure
provides information about the conformational dynamics of a
molecule, and it enables the prediction of intermolecular interac-
tions to know their function [168,169]. Molecular dynamics (MD)
simulations are computational tools designed to study the struc-
ture–function relationship [168,170]. Based on Newton’s laws of
motion, MD simulations allow prediction of the position in space
of each atom of a molecule as a function of time. MD simulations
model the force exerted on each atom and how their movement
speed will be affected, thereby providing a three-dimensional
model in a specific time-lapse [169]. MD simulations provide infor-
mation difficult to obtain by experimental procedures. For exam-
ple, MD simulations can determine the position of each atom in a
specific time, predict trends of interaction or mechanisms of action,
control the simulation conditions and evaluate the effect of molec-



Fig. 6. Structures of the LPs polymyxin B, lichenysin D and bacillomycin D. These
LPs have been isolated from Bacilus Polymyxa, Bacillus licheniformis and Bacillus
amyloliquefaciens, respectively. Polymyxin B, lichenysin D and bacillomycin D have
antimicrobial activity and their mechanism of action has been studied through MD
simulations.
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ular variables (such as mutations or post-translational modifica-
tions) or environmental conditions, such as temperature, pH or
voltage on the membrane [169,171].

There are two models of MD simulations, all-atoms (AA) and
coarse grained (CG). While AA-MD simulations allow analysis at
the atomic level of all the elements involved in a biological system
[171], CG-MD simulations are a reduced version of AA-MD that
focuses on a small group of atoms and their collective motions,
while averaging with local movements of adjacent atoms
[172,173]. CG models have three main advantages: they are
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cheaper than AA models [173], simulations can be performed for
longer time intervals and they decrease the degrees of freedom,
such as self-assembly of biomolecules and large patches of the
bilayer [172]. MD simulations have been useful for the study of
membrane biophysics [172], and their application has been widely
exploited to understand the mechanism of action and interaction
of antimicrobial lipopeptides on the cell membrane [174–177].

Polymyxin B1 (PMB1) is a lipopeptide produced by Bacilus Poly-
myxa [178]. It consists of a heptapeptide attached to a tripeptide
side-chain acylated by a branched lipid chain (Fig. 6A). PMB1 has
two irregular amino acids: D-Phenylalanine (DPhe) and a, c-
Diamino Butyric acid (DAB) [179]. Polymyxin B1 has potent
antimicrobial activity mainly against Gram-negative bacteria
[180]. PMB1 penetrates the bacterial outer membrane (OM) and
it produces rupture of the bacterial inner membrane (IM) [174].
It is known that the peptide ring increases the permeability of
the bacterial membrane. However, the mechanism triggered after
the anchoring of the peptide to the cell membrane is unknown
[180]. Through MD simulations in E. coli membranes, it was
observed that the DAB residues of PMB1 were responsible for the
binding process to the cell membrane and antimicrobial action.
Consequently, the DAB residues were found to be interacting with
the phosphate groups of the OM producing displacements and
allowing the insertion of the lipid tail of PMB1 into the membrane.
In the IM, it was observed that the hydrophobic interactions were
promoted by the lipid chain of PMB1 and by the D-Phe side chain.
The peptide ring remains attached to the polar heads of the phos-
pholipids, while the lipid tail (hydrophobic part) adopts an embed-
ded position. This study suggests that the antimicrobial action
mechanism of PMB1 is a self-regulated process that produces pore
formation through adsorption between the DAB residue of the
lipopeptide and the insertion of the lipid tail in the cell membrane,
supported by the hydrophobic residue DPhe [174].

Lichenysin is an anionic lipopeptide produced by Bacillus
licheniformis [175]. It consists of a peptide ring of seven amino
acids attached to a branched lipid chain (Fig. 6B) [181], and it
has antimicrobial [182] and hemolytic [183] activity. Using MD
simulations with a Dipalmitoylphosphatidylcholine (DPPC) mem-
brane and supported by experimental techniques such as calorime-
try, X-ray diffraction and Fourier transform infrared spectroscopy
(FT-IR), Coronel et al. (2017) were able to determine the effects
of lichenysin on the lipid bilayer. They found that lichenysin pen-
etrates the DPPC bilayer via interaction with membrane phos-
phatidylcholines. Lichenysin induces changes in the membrane
such as, dehydration of the phospholipid/water interface and
increase of bilayer thickness and movement of the phospholipid
acyl chains. Lichenysin increases the permeability of the mem-
brane without its solubilization; and theses finding support the
hypothesis of the pore forming mechanism [175].

Bacillomycin D is a lipopeptide of the iturin family and it has
been isolated from Bacillus amyloliquefaciens [184]. It consists of a
b-amino fatty acid linked to seven amino acid residues via an
amide bond (Figure 6C). Bacillomycin D has antifungal, antibacte-
rial, and hemolytic activity [185–187]. It is known that bacil-
lomycin D produces membrane disruption of target cells;
however, the exact interaction process and mechanism of action
remains unclear. Through the use of a CG-MD simulations, Sun
et al. (2018) investigated the insertion process of bacillomycin D
into three cell membranes with differing biophysical properties:
DOPC, DOPC/DPPA and DOPC/DOTAP [176]. In this case, negatively
charged amino acids, Asp1 and Glu5 of bacillomycin D were
reported to exhibit electrostatic interactions with cell membranes.
The Pro4 residue showed similar electrostatic properties that were
attributed to its hydrophobicity. Furthermore, it was observed that
bacillomycin D caused changes in the curvature of the membrane
which eventually damaged its integrity [176]. Accordingly, bacil-
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lomycin D exhibits higher antimicrobial activity on positively
charged membranes, in this case DOPC/DOTAP. These results sug-
gest that bacillomycin D has selective potency on specific microor-
ganisms according to their membrane composition [176].
8. Concluding remarks

LPs are a class of compounds with broad structural diversity
which results in a variety of bioactivities and ecological roles.
The primary functions attributed to LPs include motility, antimi-
crobial, biofilm formation and association with heavy metals [6].
LPs are synthesized by NRPSs and hybrid NRPS-PKSs; these
enzymes are involved in the synthesis of secondary metabolites
associated with mechanisms of adaptation and/or protection that
microorganisms use to survive in adverse conditions [188,189].
Recent studies of bacteria living in challenging ecosystems, from
marine [153] through to microbial mats and Antarctic desert soils
[140,190] demonstrate a wide diversity of NRPS-producing bacte-
ria. Therefore, ‘extreme’ microorganisms are attractive sources
for future mining of novel LP structures. As new technologies, from
metagenomics through to genomics, bioinformatic tools and MD
simulations, are coupled with rapid bioactivity screening methods
and analytical chemistry techniques, the discovery of diverse LPs
will no doubt lead to new insights into the ecological roles of
LPs, particularly those produced under a myriad of environmental
stressors.
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Characterization of antimicrobial and hemolytic properties of short synthetic
cationic lipopeptides based on QSAR/QSTR approach. Amino Acids
2018;50:479–85. https://doi.org/10.1007/s00726-017-2530-2.

[79] Buchoux S, Lai-Kee-Him J, Garnier M, Tsan P, Besson F, Brisson A, et al.
urfactin-triggered small vesicle formation of negatively charged membranes:
A novel membrane-lysis mechanism. Biophys J 2008;95:3840–9. https://doi.
org/10.1529/biophysj.107.128322.

[80] Straus SK, Hancock REW. Mode of action of the new antibiotic for Gram-
positive pathogens daptomycin: Comparison with cationic antimicrobial
peptides and lipopeptides. Biochim Biophys Acta - Biomembr
2006;1758:1215–23. https://doi.org/10.1016/j.bbamem.2006.02.009.

[81] Tyurin AP, Alferova VA, Paramonov AS, Shuvalov MV, Malanicheva IA,
Grammatikova NE, et al. Crystallomycin revisited after 60 years:
Aspartocins B and C. Medchemcomm 2018;9:667–75. https://doi.org/
10.1039/c8md00002f.

[82] Siegel MM, Kong F, Carter GT. Aspartocin cyclic lipopeptide antibiotics: mass
spectral structural confirmations and the diagnostic role played by the a, b-
diaminobutyric acid residue. J Mass Spectrom 2010;45:820–3. https://doi.
org/10.1002/jms.1755.

[83] Borders DB, Leese RA, Jarolmen H, Francis ND, Fantini AA, Falla T, et al.
Laspartomycin, an acidic lipopeptide antibiotic with a unique peptide core. J
Nat Prod 2007;70:443–6. https://doi.org/10.1021/np068056f.

[84] Schneider T, Gries K, Josten M, Wiedemann I, Pelzer S, Labischinski H, et al.
The lipopeptide antibiotic friulimicin B inhibits cell wall biosynthesis through

https://doi.org/10.1128/.61.1.47-64.1997
https://doi.org/10.1128/.61.1.47-64.1997
https://doi.org/10.1111/jam.14057
https://doi.org/10.1111/jam.14057
https://doi.org/10.1016/j.biori.2018.09.001
https://doi.org/10.1186/1471-2180-8-168
https://doi.org/10.1128/AEM.67.9.3852-3859.2001
https://doi.org/10.1073/pnas.0910934107
https://doi.org/10.1111/j.1574-6941.2005.00003.x
https://doi.org/10.1146/annurev.micro.57.030502.091014
https://doi.org/10.1146/annurev.micro.57.030502.091014
https://doi.org/10.1111/1462-2920.13741
https://doi.org/10.1111/1462-2920.13741
https://doi.org/10.1186/1471-2180-6-31
https://doi.org/10.1186/1471-2180-6-31
https://doi.org/10.3389/fmicb.2015.01017
https://doi.org/10.1111/j.1365-2958.2006.05525.x
https://doi.org/10.1128/JB.185.18.5627-5631.2003
https://doi.org/10.3390/biom9070279
https://doi.org/10.1016/j.tim.2007.12.009
https://doi.org/10.1016/j.tim.2007.12.009
https://doi.org/10.1128/jb.174.19.6125-6137.1992
https://doi.org/10.1128/jb.174.19.6125-6137.1992
https://doi.org/10.1046/j.1365-2958.2003.03751.x
https://doi.org/10.1046/j.1365-2958.2003.03751.x
https://doi.org/10.1038/srep17698
https://doi.org/10.1128/mmbr.36.4.478-503.1972
https://doi.org/10.1128/mmbr.36.4.478-503.1972
https://doi.org/10.1128/jb.181.23.7331-7338.1999
https://doi.org/10.1128/jb.177.4.987-991.1995
https://doi.org/10.1128/jb.177.4.987-991.1995
https://doi.org/10.1128/jvi.00809-18
https://doi.org/10.3389/fmicb.2019.02327
https://doi.org/10.1016/j.colsurfb.2013.12.035
https://doi.org/10.1128/AEM.01341-12
https://doi.org/10.1111/j.1462-2920.2009.01972.x
https://doi.org/10.3389/fphar.2017.00364
https://doi.org/10.3389/fphar.2017.00364
https://doi.org/10.1111/j.1469-0691.2008.02688.x
https://doi.org/10.3389/fmicb.2019.02518
https://doi.org/10.3389/fmicb.2019.02518
https://doi.org/10.1111/mmi.14471
https://doi.org/10.1016/j.tim.2016.12.002
https://doi.org/10.3389/fmicb.2013.00020
https://doi.org/10.3389/fmicb.2013.00020
https://doi.org/10.1016/j.celrep.2017.07.062
https://doi.org/10.1016/j.molcel.2010.01.003
https://doi.org/10.1038/ncomms2607
https://doi.org/10.1093/femsre/fuw035
https://doi.org/10.1016/j.envint.2019.105059
https://doi.org/10.1016/j.envint.2019.105059
https://doi.org/10.1002/bies.201600133
https://doi.org/10.1002/bies.201600133
https://doi.org/10.1128/AAC.00243-13
https://doi.org/10.1007/s00726-017-2530-2
https://doi.org/10.1529/biophysj.107.128322
https://doi.org/10.1529/biophysj.107.128322
https://doi.org/10.1016/j.bbamem.2006.02.009
https://doi.org/10.1039/c8md00002f
https://doi.org/10.1039/c8md00002f
https://doi.org/10.1002/jms.1755
https://doi.org/10.1002/jms.1755
https://doi.org/10.1021/np068056f


C. Gutiérrez-Chávez, N. Benaud and B.C. Ferrari Computational and Structural Biotechnology Journal 19 (2021) 1400–1413
complex formation with bactoprenol phosphate. Antimicrob Agents
Chemother 2009;53:1610–8. https://doi.org/10.1128/AAC.01040-08.

[85] Müller A, Wenzel M, Strahl H, Grein F, Saaki TNV, Kohl B, et al. Daptomycin
inhibits cell envelope synthesis by interfering with fluid membrane
microdomains. Proc Natl Acad Sci U S A 2016;113:E7077–86. https://doi.
org/10.1073/pnas.1611173113.

[86] Mensa B, Howell GL, Scott R, DeGrado WF. Comparative mechanistic studies
of brilacidin, daptomycin, and the antimicrobial peptide LL16. Antimicrob
Agents Chemother 2014;58:5136–45. https://doi.org/10.1128/AAC.02955-14.

[87] Scott WRP, Baek S Bin, Jung D, Hancock REW, Straus SK. NMR structural
studies of the antibiotic lipopeptide daptomycin in DHPC micelles. Biochim
Biophys Acta - Biomembr 2007;1768:3116–26. https://doi.org/10.1016/j.
bbamem.2007.08.034.

[88] Maget-Dana R, Ptak M, Peypoux F, Michel G. Effect of the O-methylation of
tyrosine on the pore-forming properties of iturins. BBA - Biomembr
1987;898:1–5. https://doi.org/10.1016/0005-2736(87)90104-0.

[89] Bonmatin J-M, Laprevote O, Peypoux F. Diversity among microbial cyclic
lipopeptides: iturins and surfactins. activity-structure relationships to design
new bioactive agents. Comb Chem High Throughput Screen 2012;6:541–56.
https://doi.org/10.2174/138620703106298716.

[90] Volpon L, Besson F, Lancelin JM. NMR structure of active and inactive forms of
the sterol-dependent antifungal antibiotic bacillomycin L. Eur J Biochem
1999;264:200–10. https://doi.org/10.1046/j.1432-1327.1999.00605.x.

[91] Besson F, Peypoux F, Michel G, Delcambe L. Antifungal activity upon
saccharomyces cerevisiae of iturin a, mycosubtilin, bacillomycin L and of
their derivatives; inhibition of this antifungal activity by lipid antagonists. J
Antibiot (Tokyo) 1979;32:828–33. https://doi.org/10.7164/
antibiotics.32.828.

[92] Topman-Rakover S, Malach E, Burdman S, Hayouka Z. Antibacterial lipo-
random peptide mixtures exhibit high selectivity and synergistic
interactions. Chem Commun 2020;56:12053–6. https://doi.org/10.1039/
d0cc04493h.

[93] Makovitzki A, Avrahami D, Shai Y. Ultrashort antibacterial and antifungal
lipopeptides. Proc Natl Acad Sci U S A 2006;103:15997–6002. https://doi.org/
10.1073/pnas.0606129103.

[94] Saint Jean KD, Henderson KD, Chrom CL, Abiuso LE, Renn LM, Caputo GA.
Effects of hydrophobic amino acid substitutions on antimicrobial peptide
behavior. Probiotics Antimicrob Proteins 2018;10:408–19. https://doi.org/
10.1007/s12602-017-9345-z.

[95] Ebenhan T, Gheysens O, Kruger HG, Zeevaart JR, Sathekge MM. Antimicrobial
peptides: their role as infection-selective tracers for molecular imaging.
Biomed Res Int 2014;2014. https://doi.org/10.1155/2014/867381.

[96] Srivastava V, Sarkar A, Singh S, Singh P, de Araujo ASF, Singh RP.
Agroecological responses of heavy metal pollution with special emphasis
on soil health and plant performances. Front Environ Sci 2017;5:64. https://
doi.org/10.3389/fenvs.2017.00064.

[97] Ali H, Khan E, Ilahi I. Environmental chemistry and ecotoxicology of
hazardous heavy metals: environmental persistence, toxicity, and
bioaccumulation. J Chem 2019;2019. https://doi.org/10.1155/2019/6730305.

[98] Davis HT, Marjorie Aelion C, McDermott S, Lawson AB. Identifying natural and
anthropogenic sources of metals in urban and rural soils using GIS-based
data, PCA, and spatial interpolation. Environ Pollut 2009;157:2378–85.
https://doi.org/10.1016/j.envpol.2009.03.021.

[99] Sobolev D, Begonia MFT. Effects of heavy metal contamination upon soil
microbes: Lead-induced changes in general and denitrifying microbial
communities as evidenced by molecular markers. Int. J. Environ. Res. Public
Health, vol. 5, Multidisciplinary Digital Publishing Institute (MDPI); 2008, p.
450–6. https://doi.org/10.3390/ijerph5050450.

[100] Chu D. Effects of heavy metals on soil microbial community. IOP Conf. Ser.
Earth Environ. Sci., vol. 113, Institute of Physics Publishing; 2018, p. 12009.
https://doi.org/10.1088/1755-1315/113/1/012009.

[101] Allison SD, Martiny JBH. Resistance, resilience, and redundancy in microbial
communities. Proc Natl Acad Sci U S A 2008;105:11512–9. https://doi.org/
10.1073/pnas.0801925105.

[102] van Dorst J, Siciliano SD, Winsley T, Snape I, Ferrari BC. Bacterial targets as
potential indicators of diesel fuel toxicity in subantarctic soils. Appl Environ
Microbiol 2014;80:4021–33. https://doi.org/10.1128/AEM.03939-13.

[103] Mulligan CN, Yong RN, Gibbs BF, James S, Bennett HPJ. Metal removal from
contaminated soil and sediments by the biosurfactant surfactin. Environ Sci
Technol 1999;33:3812–20. https://doi.org/10.1021/es9813055.

[104] Abdu N, Abdullahi AA, Abdulkadir A. Heavy metals and soil microbes. Environ
Chem Lett 2017;15:65–84. https://doi.org/10.1007/s10311-016-0587-x.

[105] Ayangbenro AS, Babalola OO. A new strategy for heavy metal polluted
environments: A review of microbial biosorbents. Int J Environ Res Public
Health 2017;14. https://doi.org/10.3390/ijerph14010094.

[106] Bruins MR, Kapil S, Oehme FW. Microbial resistance to metals in the
environment. Ecotoxicol Environ Saf 2000;45:198–207. https://doi.org/
10.1006/eesa.1999.1860.

[107] De Lillo A, Cardi M, Landi S, Esposito S. Mechanism(s) of action of heavy
metals to investigate the regulation of plastidic glucose-6-phosphate
dehydrogenase. Sci Rep 2018;8:13481. https://doi.org/10.1038/s41598-018-
31348-y.

[108] Ojuederie OB, Babalola OO. Microbial and plant-assisted bioremediation of
heavy metal polluted environments: A review. Int J Environ Res Public Health
2017;14. https://doi.org/10.3390/ijerph14121504.
1411
[109] Janek T, Rodrigues LR, Gudiña EJ, Czy _znikowska _Z. Structure and mode of
action of cyclic lipopeptide pseudofactin II with divalent metal ions. Colloids
Surf B Biointerfaces 2016;146:498–506. https://doi.org/10.1016/
j.colsurfb.2016.06.055.

[110] Zhao P, Xu X, Zhao X, Ai C, Xu K, Li M, et al. Capability of Bacillus Subtilis to
remove Pb2+ via producing lipopeptides. Sci Total Environ 2020;730. https://
doi.org/10.1016/j.scitotenv.2020.138941.

[111] Zhu Z, Gao C, Wu Y, Sun L, Huang X, Ran W, et al. Removal of heavy metals
from aqueous solution by lipopeptides and lipopeptides modified Na-
montmorillonite. Bioresour Technol 2013;147:378–86. https://doi.org/
10.1016/j.biortech.2013.08.049.

[112] Singh AK, Cameotra SS. Efficiency of lipopeptide biosurfactants in removal of
petroleum hydrocarbons and heavy metals from contaminated soil. Environ
Sci Pollut Res 2013;20:7367–76. https://doi.org/10.1007/s11356-013-1752-
4.

[113] Mulligan CN, Yong RN, Gibbs BF. Heavy metal removal from sediments by
biosurfactants. J Hazard Mater 2001;85:111–25. https://doi.org/10.1016/
S0304-3894(01)00224-2.

[114] Stokowa-Sołtys K, Kasprowicz A, Wrzesiński J, Ciesiołka J, Gaggelli N, Gaggelli
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