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Abstract: Envenomation by the Trinidad thick-tailed scorpion Tityus trinitatis may result in fatal
myocarditis and there is a high incidence of acute pancreatitis among survivors. Peptidomic anal-
ysis (reversed-phase HPLC followed by MALDI-TOF mass spectrometry and automated Edman
degradation) of T. trinitatis venom led to the isolation and characterization of three peptides with an-
timicrobial activity. Their primary structures were established asTtAP-1 (FLGSLFSIGSKLLPGVFKLF-
SRKKQ.NH2), TtAP-2 (IFGMIPGLIGGLISAFK.NH2) and TtAP-3 (FFSLIPSLIGGLVSAIK.NH2). In
addition, potassium channel and sodium channel toxins, present in the venom in high abundance,
were identified by CID-MS/MS sequence analysis. TtAP-1 was the most potent against a range of
clinically relevant Gram-positive and Gram-negative aerobes and against the anaerobe Clostridioides
difficile (MIC = 3.1–12.5 µg/mL). At a concentration of 1× MIC, TtAP-1 produced rapid cell death
(<15 min against Acinetobacter baumannii and Staphylococcus aureus). The therapeutic potential of
TtAP-1 as an anti-infective agent is limited by its high hemolytic activity (LC50 = 18 µg/mL against
mouse erythrocytes) but the peptide constitutes a template for the design of analogs that maintain the
high bactericidal activity against ESKAPE pathogens but are less toxic to human cells. It is suggested
that the antimicrobial peptides in the scorpion venom facilitate the action of the neurotoxins by
increasing the membrane permeability of cells from either prey or predator.

Keywords: scorpion venom; ESKAPE pathogen; Clostridioides difficile; antimicrobial peptide;
neurotoxin

1. Introduction

Scorpion venom has proved to be a rich source of biologically active peptides that
may have therapeutic potential. These include compounds with antimicrobial, anti-tumor,
anti-inflammatory, anti-angiogenic and analgesic properties, and peptides that may be
developed into drugs for treatments of diseases associated with ion channels (reviewed
in [1]). The genus Tityus, belonging to the extensive family Buthidae, comprises more than
200 species that are widely distributed in Central and South America. Venoms from these
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scorpions have been extensively investigated for the presence of clinically relevant peptides
(reviewed in [2]). Tityus species whose venoms contain peptides with antimicrobial activity
include Tityus asthenes [3], Tityus bahiensis [4], Tityus costatus [5], Tityus discrepans [6], Tityus
obscurus [7], Tityus serrulatus [7–9] and Tityus stigmurus [10–12]. The most intensively
studied antimicrobial peptides (AMPs) from Tityus species are stigmurin and TsAP-2 from
T. stigmurus, which display broad spectrum bactericidal activities and antiproliferative
effects on tumor cells in vitro and reduce leukocyte migration, TNF-α levels, microorganism
load in the peritoneal cavity and inflammation in the lung and cecum in a murine model of
polymicrobial sepsis [12]. In addition, serrulin, a glycine-rich peptide from T. serrulatus,
shows both antibacterial and antifungal activities [13], and potent activity against a range
of Candida species was shown by ToAP-2 from T. obscurus [14].

The Trinidad thick-tailed scorpion Tityus trinitatis is endemic to Trinidad and Tobago
and has a limited distribution in Venezuela [15]. The species is of clinicopathological
importance as envenomation may result in myocarditis and coagulative myocytolysis and
also a failure of the respiratory system that may be fatal in the cases of the very young and
the elderly and infirm [16]. In the case of non-lethal envenomation, there is a high incidence
of acute pancreatitis among survivors [17]. Intravenous injection of crude T. trinitatis venom
into fasting anesthetized dogs stimulated secretion of the exocrine pancreas [18] and the
release of insulin [19]. The venom stimulated amylase release from rat pancreatic slices by
a cholinergic mechanism that may involve muscarinic receptors [20].

The ever-increasing emergence of pathogenic microorganisms with resistance to com-
monly used antibiotics constitutes a major public health crisis and necessitates a search
for new types of therapeutic agents [21]. The aim of the present study was to use the
method of peptidomic analysis (reversed-phase HPLC followed by MALDI-TOF mass
spectrometry and automated Edman degradation) to identify and purify peptides with
antibacterial activity in electrically stimulated samples of venom from female T. trinitatis.
The therapeutic potential of synthetic replicates of the peptides as anti-infective agents
was evaluated by determining their growth-inhibitory activity against a range of clinically
relevant bacteria with a focus on ESKAPE pathogens and Clostridioides difficile. The term
ESKAPE refers to a group of highly virulent and antibiotic-resistant nosocomial pathogens
comprising Enterococcus faecium, Staphylococcus aureus, Klebsiella pneumoniae, Acinetobacter
baumannii, Pseudomonas aeruginosa and Enterobacter spp. (sometimes extended to include
Escherichia coli) that can “escape” the effect of the commonly used antibiotics due to their
ability to develop multi-drug resistance [22,23].

2. Results
2.1. Purification of the Peptides

The pooled samples of venom, after partial purification on Sep-Pak C-18 cartridges,
were chromatographed on a Vydac C-18 semipreparative reversed-phase HPLC column
(Figure 1). The prominent peaks with retention times between 35 and 56 min were collected
and aliquots (20 µL) were analysed by MALDI-TOF mass spectrometry. The peptides
in major abundance in peaks 1–3 (Figure 1) had molecular masses in the range 5000 to
8000 Da and were further purified on a semipreparative Vydac C-4 column as described
in Supplementary Materials (chromatograms not shown). The peaks designated 4–6
(Figure 1), which displayed antibacterial activity, were subjected to further purification on a
semipreparative Vydac C-4 column (Figure 2). Subsequent structural analysis showed that
peak 4 contained TtAP-1, peak 5 TtAP-2 and peak 6 TtAP-3. The peptides were obtained
in near homogeneous form (purity > 98%), as assessed by a symmetrical peak shape and
mass spectrometry.
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Figure 1. Reversed-phase HPLC on a semipreparative Vydac C-18 column of venom from female T.
trinitatis after partial purification on Sep-Pak C-18 cartridges. The dashed line shows the concentration
of acetonitrile in the eluting solvent. The peaks denoted 1–3 contained peptides in major abundance
with molecular masses in the range 5000 to 8000 Da. The peaks denoted 4–6 contained peptides with
antimicrobial activity. The peptides in peaks 1–6 were purified further.
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Figure 2. Purification to near homogeneity of (A) TtAP-1, (B) TtAP-2 and (C) Tt-AP3 on a semiprepar-
ative Vydac C-4 column. The triangles show where peak collection began and ended. * denotes the
peak containing the antimicrobial peptide. The dashed line shows the concentration of acetonitrile in
the eluting solvent.
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2.2. Identification of the Sodium Channel and Potassium Channel Toxins

The identities of the peptides present in peaks 1–3 (Figure 1) were determined by
collision-induced dissociation (CID)-MS/MS mass spectrometric analysis of fragments
generated by in-gel trypsin digestion [24]. The tryptic peptides KDGYIIEHR (KDGYI-
IEHR), YSCFFGTNTWCNTECTXK (YSCFFGTNSWCNTECTLK) and CWCYGXPNDVK
(CWCWGLPDNVK) generated from the major component in peak 1 identified it as the
homolog of the sodium channel toxin TdNa5 from T. discrepans. The residues in parentheses
are the corresponding tryptic fragments from T. discrepans. The tryptic fragments SEY-
ACPVIDKFCEDHCAAK (SEYACPVIDKFCEDHCAAK) and SEYACPVIDK (SEYACPVIDK)
identified a major component in peak 2 as the homolog of the potassium channel toxin
TdKIK from T. discrepans. The tryptic fragments DAYPANWR (DAYPADWR), CWCYGX-
PDWR (CWCYGLPDSVR), and RDAYPANWR (RDAYPADWR) identified a second major
component in peak 2 as the homolog of the sodium channel toxin TdNa1 from T. discrepans.
The tryptic fragments TQFGCPAYEGYCMNHCQDXER (TQFGCPAYEGYCMNHCQDIER)
and NEGXCHGFK (HDGSCHGFK) identified the major component in peak 3 as the ho-
molog of the potassium channel toxin Tdi-β-KTx from T. discrepans [6,25]. These data
together with the observed molecular masses of the toxins and UniProtKB/Swiss-Prot
accession numbers of the T. discrepans toxins are summarized in Table 1.

Table 1. Identification of toxins present in T. trinitatis venom.

Peak No. Molecular Mass (Da) Classification T. discrepans Homolog Accession Number *

1 6986.0 Sodium channel toxin Toxin TdNa5 C9X4K3.1
2 7280.7 Potassium channel toxin Toxin TdKIK Q0GY43.1
2 6957.8 Sodium channel toxin Toxin TdNa1 C9X4J9.1
3 7682.8 Potassium channel toxin Toxin Tdi-β-KTx Q0GY44.1

Peak No. refers to Figure 1. * included in the UniProtKB/Swiss-Prot database.

2.3. Structural Characterization of the Antimicrobial Peptides

The primary structures of TtAP-1, TtAP-2 and TtAP-3 were established without
ambiguity by automated Edman degradation, and their complete primary structures are
shown in Table 2. The molecular masses of the peptides, determined by MALDI-TOF mass
spectrometry, were consistent with the proposed structures and are also shown in Table 2.
The data indicated that the three peptides are C-terminally α-amidated. The calculated
physicochemical properties of TtAP-1, TtAP-2 and TtAP-3 are shown in Table 3.

Table 2. Primary structures and molecular masses of the peptides isolated from the venom of female
T. trinitatis.

Peak No. Peptide Primary Structure [MH+]exp [MH+]calc

4 TtAP-1 FLGSLFSIGSKLLPGVFKLFSRKKQ a 2796.8 2796.6
5 TtAP-2 IFGMIPGLIGGLISAFK a 1733.1 1733.0
6 TtAP-3 FFSLIPSLIGGLVSAIK a 1761.1 1761.1

Peak No. refers to Figure 1. [MH+]exp denotes the experimentally determined molecular mass and [MH+]calc
denotes the mass calculated from the proposed structures. a denotes C-terminal α-amidation.
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Table 3. Physicochemical properties of the peptides isolated from T. triniatis venom.

Peptide Charge at
pH 7.0 Hydrophobicity Hydrophobic

Moment
Predicted

Helical Domain

TtAP-1 +6 0.562 0.427 2–24
TtAP-2 +2 0.906 0.597 4–15
TtAP-3 +2 0.895 0.592 4–15

Mean hydrophobicity was calculated using the hydrophobicity scale of Fauchere et al. [26]. Hydrophobic
moment [27], a measure of the amphipathicity of an α-helix, was calculated using the HeliQuest web server [28].
Helical domains were predicted using the PredictProtein program [29].

2.4. Antimicrobial and Hemolytic Activities

The growth inhibitory activities of synthetic replicates of TtAP-1, TtAP-2 and TtAP-3
against reference strains of the ESKAPE pathogens (E. faecium, S. aureus, K. pneumoniae,
A. baumannii, P. aeruginosa and E. coli) together with Enterococcus faecalis, Staphylococcus
epidermidis and C. difficile are shown in Table 4. The table also shows corresponding
minimum inhibitory concentrations (MICs) for gentamicin and vancomycin in control
incubations. Time-kill assays using A. baumannii and S. aureus were performed with TtAP-1
at a concentration of 6.25 µg/mL (equal to 1× MIC). The data indicate rapid and effective
antimicrobial action with the killing of >99.9% of both microorganisms within 15 min
(Figure 3).

Table 4. Minimum inhibitory concentrations (µg/mL) for peptides isolated from T. trinitatis venom
against a range of clinically relevant Gram-positive and Gram-negative microbial pathogens.

Microorganism Peptide
TtAP-1

Peptide
TtAP-2

Peptide
TtAP-3 GEN VAN

P. aeruginosa DSM 50071 12.5 >400 >400 3.91 nd
E. coli DSM 787 6.25 100 200 0.98 nd
K. pneumoniae ATCC BAA 1705 6.25 >100 >400 0.98 nd
A. baumannii DSM 30008 6.25 50 100 0.98 nd
S. aureus ATCC 43300 6.25 25 25 31.3 nd
S. epidermidis DSM 28319 6.25 25 100 0.49 nd
E. faecalis MF 06036 6.25 50 100 3.91 nd
E. faecium NCTC 12201 6.25 25 50 1.95 nd
C. difficile DSM 27147 3.13 25 50 nd 1.0
C. difficile ATCC BAA 1382 3.13 25 50 nd 1.0

nd: not determined, GEN: gentamicin, VAN: vancomycin.
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Figure 3. Survival of A. baumannii (DSM 30008) (A) and S. aureus (ATCC 43300) (B) in Mueller–Hinton
broth after the addition of 6.25 µg/mL TtAP-1 (equal to 1× MIC). Control incubations were carried
out in the absence of peptide.

The hemolytic activities (LC50) of synthetic replicates of the scorpion peptides against
mouse erythrocytes were TtAP-1 18 ± 2 µg/mL, TtAP-2 31 ± 4 µg/mL, TtAP-3
95 ± 3 µg/mL.
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3. Discussion

The study has led to the purification and identification of three peptides present in
high abundance in the venom of the scorpion with varying degrees of antibacterial and
hemolytic activities. As shown in Figure 4, TtAP-1 shows structural similarity with peptides
previously isolated from the venoms of the Amazonian black scorpion T. obscurus [7], the
lesser brown scorpion Isometrus maculatus [30], the Chinese swimming scorpion Lychas mu-
cronatus [31,32] and unexpectedly with poneratoxin-Na1a from the stinging ant Neoponera
apicalis [33]. Like TtAP-1, poneratoxin-Na1a has broad spectrum of activity against both
Gram-positive and Gram-negative bacteria and displays strong hemolytic activity [33].
TtAP-2 is structurally similar to TsAP-2 isolated from the venoms of a range of Tityus
species [5,7,8,12] and also from I. maculatus [30] and L. mucronatus [32] venoms. TtAP-3 is
identical to stigmurin from T. costatus [5] and T. obscurus [7] and structurally similar to the
peptides from T. stigmurus [11] and to imcoporin from I. maculatus [30] and mucroporin
from L. mucronatus [32].

The most important result arising from the study is the observation that TtAP-1 shows
potent activity against the clinically relevant Gram-positive and Gram-negative ESKAPE+

pathogens (MICs in the range 6–12 µg/mL equivalent to approx. 2–4 µM) with particular
high potency against the anaerobe C. difficile (MIC = 3 µg/mL equivalent to approx. 1 µM)
(Table 4). The mechanism of action of the peptide was not investigated in this study but
the very rapid rate of killing of A. baumannii and S. aureus (Figure 3) strongly suggests that
the peptide is disrupting the integrity of the bacterial cell membrane rather than inducing
apoptosis or inhibiting peptide synthesis by binding to DNA. The relative potencies of
helical peptides against bacteria and fungi and the cytolytic activities against mammalian
cells, such as erythrocytes, are determined by complex interactions between cationicity,
hydrophobicity, conformation (stability and extent of the helix) and amphipathicity [34].
As shown in Table 3, TtAP-1, TtAP-2 and TtAP-3 are strongly hydrophobic and have the
predicted propensity to adopt helical conformations over a region of their structures.

In the case of TtAP-3-related peptide stigmurin from T. stigmurus, the prediction
has been confirmed by NMR studies in trifluoroethanol:water mixtures with the peptide
exhibiting a random conformation at the N-terminus region (Phe1 to Pro6) and a helical
structure from Ser7 to Phe16 [35]. Consistent with their calculated hydrophobic moments, a
helical wheel representation of the three peptides demonstrates that they possess strongly
amphipathic conformations with the hydrophobic Phe, Leu, Ile and Val residues segregating
together on one face of the helix and charged residues on the opposite face (Figure 5). The
appreciable higher antibacterial potency of TtAP-1 is probably a consequence of its greater
positive charge (+6 compared with +2 for TtAP-2 and TtAP-3 at pH 7). Studies with analogs
of a wide range of cell-penetrating α-helical peptides isolated from frog skin secretions have
shown that increasing positive charge on the peptides results in an increase in antibacterial
activity until a limit is reached whereupon further increases in cationicity do not increase
and may decrease activity. However, increasing cationicity without concomitant changes in
conformation generally results in increased hemolytic activity [36,37]. Similar observations
have been reported for analogs of antimicrobial peptides from scorpions [38]. This effect is
consistent with the observed greater hemolytic activity of TtAP-1 compared with TtAP-2
and TtAP-3.
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Figure 4. A comparison of the primary structures of (A) TtAP-1 with structurally similar peptides
from other scorpion species and poneratoxin-Na1a from the ant N. apicalis, (B) TtAP-2 with peptides
similar to TsAP-2 from other scorpion species and (C) TtAP-3 with peptides similar to stigmurin
from other scorpion species. Conservative amino acid substitutions are shown in red and non-
conservative substitutions in green. Gaps denoted by * have been inserted in some sequences to
maximize structural similarity. The numbers in parentheses indicate the % identity with each of the
T. trinitatis peptides, respectively.
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The indiscriminate use of antibiotics has resulted in the emergence of multidrug-
resistant (MDR) and extensively drug-resistant (XDR) bacteria, against which even the
last line of defense antimicrobials, such as colistin, are ineffective [21–23]. A report com-
missioned by the UK government noted that roughly 700,000 people die annually from
infections caused by MDR and XDR bacteria, a figure projected to increase to 10 million
deaths per year by 2050 [21]. Consequently, new antimicrobials are desperately needed, and
natural products, such as compounds from plants [39,40], amphibian skin secretions [41],
and snake venoms [42], represent a potentially underutilized resource in this regard. This
study has identified a peptide present in scorpion venom (TtAP-1) with high potency
against a range of clinically relevant Gram-positive and Gram-negative bacteria including
ESKAPE pathogens (Table 4). Of particular note is the very high potency against two
strains of C. difficile. This bacillus is a Gram-positive spore-forming, toxigenic anaerobe
that causes recurrent diarrhea in patients with compromised gut microbiota, which can
progress to life-threatening inflammation of the colon. Thus, it has been recognized as the
most common cause of healthcare-associated infection (HAI) globally [43]. Consequently,
in 2019 it was ranked an “urgent threat” by the Centers for Disease Control and Prevention
(CDC) [44].

As well as isolating antibacterial peptides in T. tityus venom, the study has identified
two sodium channel toxins on the basis of structural similarity with toxins TdNa1 and
TdNa5, isolated from T. discrepans venom. These toxins block voltage-gated sodium (Nav)
channels in an irreversible manner. They are selective for arthropods but are non-toxic
to mice [25,45]. In addition, two potassium channel toxins were identified on the basis of
structural similarity with toxins Tdi-beta-KTx and TdKIK from T. discrepans. These toxins
blocked voltage-gated (Kav) potassium channels [25,45]. Full structural characterization of
these ion-channel toxins and investigation of their biological activities will be the subject of
future research.

The biological role of AMPs in scorpion venom is unclear and they may be multifunc-
tional. In the case of amphibians, such peptides are released in secretions that bathe the skin
and serve to protect the organism against the over-growth of pathogenic microorganisms
encountered in the environment. Peptides present only in venom are unlikely to play
such a role. However, it has been proposed that the cell-penetrating AMPs in frog skin
secretions may have the additional defense function of facilitating the action of toxins in
the secretions by increasing membrane permeability in the cells of predators following
attempted ingestion [46]. The venoms of scorpions of the genus Tityus contain a wide
range of neurotoxins so that highly cytotoxic peptides such as TtAP-1 may play a similar
role in not only protecting against predators but also facilitating rapid immobilization of
prey. Another possible function of AMPs in scorpion venom would be to assist in the
digestion of prey. As with ant [33] and spider [47] venoms, cytolytic activity combined with
enzymatic activity would help the degradation of the cellular membranes of prey prior to
consumption by the scorpion.

4. Materials and Methods
4.1. Specimen Collection

A permit to collect scorpions was granted by the Wildlife Section, Forestry Division,
Trinidad. The study protocol was approved by the University of The West Indies (The
UWI) Campus Ethics Committee (CREC-SA.0269/03/2020) and venom was collected by
authorized researchers. Female T. trinitatis (n = 7; head-to-telson length 64–72 mm; weight
1.1–1.9 g) were collected in the Bush Bush Wildlife Sanctuary, Nariva Swamp in May 2022.
The scorpions were visualized using a UV light, placed in containers with substrate and
adequate ventilation and taken to the Biochemistry Laboratory, The UWI, St. Augustine
Campus for venom collection.
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4.2. Venom Collection

Scorpions were held in captivity for less than 48 h before the venom collection proce-
dure. Venom was obtained via electrostimulation using a stabilized power supply (Farnell
Instruments Ltd., Leeds, UK) following the procedures described by Yaqoob et al. [48] and
Schaffrath and Predel [49] with minor modifications. Each scorpion was immersed for a
few seconds in a saline solution (10% w/v) to allow greater electrical conductivity followed
by restraining with a Velcro tape to a flat base to prevent mobility. The stinger was held
with forceps connected directly to one of the electrodes. The second electrode was placed
at the third segment of the tail and intermittent 12 V stimuli were applied for 5–10 s until
venom expulsion ceased. Each venom sample (approx.10 µL/scorpion) was collected on a
metal spatula and mixed with 1% (v/v) trifluoracetic acid (TFA)/water in a 1:4 ratio. The
venom samples were pooled and stored at −20 ◦C until the time of analysis. The scorpions
were released into their habitats on the following day.

4.3. Purification of the Peptides

Concentration and partial purification of the peptides in the pooled scorpion venom
samples were accomplished by passage through Sep-Pak C-18 cartridges (Waters Asso-
ciates, Milford, MA, USA) as previously described [50]. Purification to near homogeneity
of peptides with antimicrobial activity was accomplished by an initial chromatography
on a semipreparative (1.0 cm × 25 cm) Vydac 218TP510 (C-18) reversed-phase HPLC
column (Grace, Deerfield, IL, USA) column followed by chromatography of individual
components of interest on a Vydac214TP510 (C-4) column. Full details are provided as
Supplementary Materials.

4.4. Structural Characterization

MALDI-TOF mass spectrometry was carried out using an UltrafleXtreme instrument
(Bruker Daltonik, Bremen, Germany). A full description of the procedure, including
calibration of the instrument with peptides of known molecular mass in the 1–4 kDa
range, has been provided previously [51]. The accuracy of mass determinations was
<0.02%. The primary structures of the purified peptides were determined via automated
Edman degradation using an Applied Biosystems model 494 Procise sequenator (Applied
Biosystems, Courtaboeuf, France).

The ion-channel toxins present in peaks 1–3 (Figure 1) were identified by CID-MS/MS
mass spectrometric analysis of fragments generated by in-gel trypsin digestion as previ-
ously described [24]. Full details of the procedure are described in Supplementary Materials.

4.5. Peptide Synthesis

TtAP-1, TtAP-2 and TtAP-3 were supplied in crude form by Synpeptide Co., Ltd.
(Shanghai, China) and were purified to near homogeneity (>98% purity) via reversed-
phase HPLC on a (2.2 cm × 25 cm) Vydac 218TP1022 (C-18) column under the conditions
described in Supplementary Materials. The identities of the peptides were confirmed by
electrospray mass spectrometry.

4.6. Antimicrobial Assays

Antimicrobial activities of synthetic replicates of TtAP-1, TtAP-2 and TtAP-3 were as-
sessed against the following ESKAPE+ pathogens: P. aeruginosa PA01 DSM 50071, methicillin-
resistant S. aureus (MRSA) ATCC 43300, E. coli DSM 787, vancomycin-resistant E. faecalis
(VRE) MF06036, A. baumannii DSM 30008, carbapenem-resistant K. pneumoniae (CRE) ATCC
BAA 1705, S. epidermidis DSM 28319, vancomycin-resistant E. faecium (VRE) NCTC 12201,
C. difficile strain R20291 DSM 27147 and biofilm-producing C. difficile strain 630 ATCC BAA
1382. The MICs for aerobes were determined in duplicate using two separate inocula for
each microbe in 96-well microtiter cell-culture plates by a standard double dilution method
according to European Standard BS EN ISO 20776-1:2020 guidelines (equivalent to Clinical
Laboratory and Standards Institute CLSI M07) [52]. MIC determinations for C. difficile
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strains were performed in a Don Whitley MACS500 anaerobic cabinet according to CLSI
M11 guidelines as previously described [53,54]. Control incubations were carried out in
parallel with increasing concentrations of gentamicin for all aerobes and vancomycin for
C. difficile.

In order to determine the rate at which TtAP-1 caused bacterial cell death, A. baumannii
(DSM 30008) and S. aureus MRSA (ATCC 43300) were selected as test microorganisms.
Triplicate overnight cultures of each pathogen were inoculated (1% v/v) into Mueller Hinton
Broth (MHB), grown to an optical density of 0.1 at 625 nm (0.5 McFarland equivalent) and
diluted 1/100 in fresh MHB. In a 96-well plate, a 50 µL aliquot of the bacterial inoculum
was added to a 50 µL aliquot of peptide TtAP-1 to give a final concentration of peptide of
6.25 µg/mL (1× MIC). Wells were prepared in triplicate for each time point (0, 15, 30, 45,
60 min) with a final well volume of 100 µL. The plate was incubated at 37 ◦C with 200 rpm
orbital shaking. At each time point an aliquot of the relevant well contents was removed
and serially diluted 1/10 in Soya Casein Digest Lecithin Polysorbate Broth (SCDLP) prior to
spotting 10 µL of each dilution in triplicate onto Mueller–Hinton agar for CFU enumeration.
Control incubations in the absence of peptide were carried out.

4.7. Hemolysis Assay

Hemolytic activities of the peptides in the concentration range 15.6–250 µg/mL against
freshly prepared erythrocytes from male NIH male Swiss mice (Harlan Ltd., Bicester, UK)
were determined in duplicate as previously described [50]. The LC50 value was taken as the
mean concentration of peptide producing 50% hemolysis in three independent incubations.

5. Conclusions

The study has identified three peptides (TtAP-1, TtAP-2 and TtAP-3) present in the
venom of the scorpion T. trinitatis with varying degrees of antimicrobial activity against a
range of clinically relevant bacteria. TtAP-1 was the most effective peptide, particularly
against ESKAPE+ pathogens and C. difficile, which represent a major threat to public health.
However, the therapeutic potential of the peptide as an agent for the treatment of infections
produced by antibiotic-resistant microorganisms is limited by its moderately high hemolytic
activity. A further disadvantage of naturally occurring peptides as anti-infective agents,
particularly for systemic use, is their rapid clearance following injection. Nevertheless,
TtAP-1 represents a template for the design of analogs containing appropriate amino acid
substitutions that preserve the high potencies against pathogenic microorganisms while at
the same time reducing toxicities against mammalian cells and increasing their half-lives
in circulation. Strategies for effecting such transformations in cationic, α- helical peptides
such as TtAP-1 are well established and are the subject of recent reviews [55–57].

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/antibiotics12091404/s1, File S1: Methods.

Author Contributions: Conceptualization: M.M., N.G.T. and J.M.C.; methodology: T.S.C., M.G.T.,
J.L., L.C., J.T.-G. and J.J.C.; resources, M.M., N.G.T., J.L., L.C., T.J., J.J.C. and J.M.C.; data curation,
N.G.T., J.L., L.C., J.M.C. and M.M.; writing, J.M.C. and M.M.; review and editing: all authors; project
administration, J.M.C. and M.M.; funding acquisition, M.M. All authors have read and agreed to the
published version of the manuscript.

Funding: This work was supported by The UWI Campus Research and Publication Fund
(CRP.3.JUN20.07) and study and a travel grant from The UWI for visiting Ulster University awarded
to M.M.

Institutional Review Board Statement: The animal study protocol was approved by the Campus
Ethics Committee of The UWI (CREC-SA.0269/03/2020 awarded on 18 May 2020).

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available on request from the
corresponding author.

https://www.mdpi.com/article/10.3390/antibiotics12091404/s1
https://www.mdpi.com/article/10.3390/antibiotics12091404/s1


Antibiotics 2023, 12, 1404 11 of 13

Acknowledgments: The authors thank David Mahabir (Wildlife Section, Forestry Division, Trinidad)
for help with obtaining the scorpion collection permit. The expert contribution and the technical
support provided by Rakesh Bhukal and Gervonne Barran (The UWI) during the field trips for
the scorpion collection and for subsequent venom collection is greatly appreciated. The authors
acknowledge the invaluable assistance provided by Shazaad Ali Shah (Department of Physics, The
UWI) during the electrostimulation procedure used for venom collection.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study, in the collection, analyses, or interpretation of data, in the writing of the manuscript or
in the decision to publish the results.

References
1. de Oliveira, A.N.; Soares, A.M.; Da Silva, S.L. Why to study peptides from venomous and poisonous animals? Int. J. Pept. Res.

Ther. 2023, 29, 76. [CrossRef]
2. Martins, J.G.; Santos, G.C.; Procópio, R.E.L.; Arantes, E.C.; Bordon, K.C.F. Scorpion species of medical importance in the Brazilian

Amazon: A review to identify knowledge gaps. J. Venom Anim. Toxins Incl. Trop. Dis. 2021, 27, e20210012. [CrossRef] [PubMed]
3. Estrada-Gómez, S.; Vargas-Muñoz, L.J.; Saldarriaga-Córdoba, M.M.; van der Meijden, A. MS/MS analysis of four scorpion

venoms from Colombia: A descriptive approach. J. Venom Anim. Toxins Incl. Trop. Dis. 2021, 27, e20200173. [CrossRef] [PubMed]
4. Beraldo-Neto, E.; Vigerelli, H.; Coelho, G.R.; da Silva, D.L.; Nencioni, A.L.A.; Pimenta, D.C. Unraveling and profiling Tityus

bahiensis venom: Biochemical analyses of the major toxins. J. Proteom. 2023, 274, 104824. [CrossRef]
5. Diego-Garcia, E.; Batista, C.V.; Garcia-Gomez, B.I.; Lucas, S.; Candido, D.M.; Gomez-Lagunas, F.; Possani, L.D. The Brazilian

scorpion Tityus costatus Karsch: Genes, peptides and function. Toxicon 2005, 45, 273–283. [CrossRef]
6. D’Suze, G.; Schwartz, E.F.; García-Gómez, B.I.; Sevcik, C.; Possani, L.D. Molecular cloning and nucleotide sequence analysis of

genes from a cDNA library of the scorpion Tityus discrepans. Biochimie 2009, 91, 1010–10199. [CrossRef]
7. de Oliveira, U.C.; Nishiyama, M.Y., Jr.; Dos Santos, M.B.V.; Santos-da-Silva, A.P.; Chalkidis, H.M.; Souza-Imberg, A.; Candido,

D.M.; Yamanouye, N.; Dorce, V.A.C.; Junqueira-de-Azevedo, I.L.M. Proteomic endorsed transcriptomic profiles of venom glands
from Tityus obscurus and T. serrulatus scorpions. PLoS ONE 2018, 13, e0193739. [CrossRef]

8. Guo, X.; Ma, C.; Du, Q.; Wei, R.; Wang, L.; Zhou, M.; Chen, T.; Shaw, C. Two peptides, TsAP-1 and TsAP-2, from the venom of
the Brazilian yellow scorpion, Tityus serrulatus: Evaluation of their antimicrobial and anticancer activities. Biochimie 2013, 95,
1784–1794. [CrossRef]

9. Amorim, F.G.; Longhim, H.T.; Cologna, C.T.; Degueldre, M.; Pauw, E.; Quinton, L.; Arantes, E.C. Proteome of fraction from Tityus
serrulatus venom reveals new enzymes and toxins. J. Venom Anim. Toxins Incl. Trop. Dis. 2019, 25, e148218. [CrossRef]

10. Almeida, D.D.; Scortecci, K.C.; Kobashi, L.S.; Agnez-Lima, L.F.; Medeiros, S.R.; Silva-Junior, A.A.; Junqueira-de-Azevedo Ide, L.;
Fernandes-Pedrosa, M.F. Profiling the resting venom gland of the scorpion Tityus stigmurus through a transcriptomic survey.
BMC Genom. 2012, 13, 362. [CrossRef]

11. de Melo, E.T.; Estrela, A.B.; Santos, E.C.; Machado, P.R.; Farias, K.J.; Torres, T.M.; Carvalho, E.; Lima, J.P.; Silva-Júnior, A.A.;
Barbosa, E.G.; et al. Structural characterization of a novel peptide with antimicrobial activity from the venom gland of the
scorpion Tityus stigmurus: Stigmurin. Peptides 2015, 68, 3–10. [CrossRef] [PubMed]

12. Daniele-Silva, A.; Machado, R.J.; Monteiro, N.K.; Estrela, A.B.; Santos, E.C.; Carvalho, E.; Araújo Júnior, R.F.; Melo-Silveira, R.F.;
Rocha, H.A.; Silva-Júnior, A.A.; et al. Stigmurin and TsAP-2 from Tityus stigmurus scorpion venom: Assessment of structure and
therapeutic potential in experimental sepsis. Toxicon 2016, 121, 10–21. [CrossRef] [PubMed]

13. de Jesus Oliveira, T.; Oliveira, U.C.; da Silva Junior, P.I. Serrulin: A glycine-rich bioactive peptide from the hemolymph of the
yellow Tityus serrulatus scorpion. Toxins 2019, 11, 517. [CrossRef] [PubMed]

14. Guilhelmelli, F.; Vilela, N.; Smidt, K.S.; de Oliveira, M.A.; da Cunha Morales Alvares, A.; Rigonatto, M.C.; da Silva Costa, P.H.;
Tavares, A.H.; de Freitas, S.M.; Nicola, A.M.; et al. Activity of scorpion venom-derived antifungal peptides against planktonic cells
of Candida spp. and Cryptococcus neoformans and Candida albicans biofilms. Front. Microbiol. 2016, 7, 1844. [CrossRef] [PubMed]

15. Borges, A. New solutions to an old problem: Integrating evidence to assess the envenomation by noxious scorpions in Trinidad
and Tobago. Caribb. Med. J. 2013, 75, 13–19.

16. Daisley, H.; Alexander, D.; Pitt-Miller, P. Acute myocarditis following Tityus trinitatis envenoming: Morphological and pathophys-
iological characteristics. Toxicon 1999, 37, 159–165. [CrossRef]

17. Bartholomew, C. Acute scorpion pancreatitis in Trinidad. Br. Med. J. 1970, 1, 666–668. [CrossRef]
18. Bartholomew, C.; Murphy, J.J.; McGeeney, K.F.; Fitzgerald, O. Exocrine pancreatic response to the venom of the scorpion, Tityus

trinitatis. Gut 1977, 18, 623–625. [CrossRef]
19. Sankaran, H.; Deveney, C.W.; Bartholomew, C.; Raghupathy, E. Action of the venom of the scorpion Tityus trinitatis on pancreatic

insulin secretion. Biochem. Pharmacol. 1983, 32, 1101–1104. [CrossRef]
20. Sankaran, H.; Bartholomew, C.; FitzGerald, O.; McGeeney, K.F. Secretory effect of the venom of the scorpion Tityus trinitatis on rat

pancreatic slices. Toxicon 1977, 15, 441–446. [CrossRef]

https://doi.org/10.1007/s10989-023-10543-0
https://doi.org/10.1590/1678-9199-JVATITD-2021-0012
https://www.ncbi.nlm.nih.gov/pubmed/34589120
https://doi.org/10.1590/1678-9199-JVATITD-2020-0173
https://www.ncbi.nlm.nih.gov/pubmed/34290759
https://doi.org/10.1016/j.jprot.2023.104824
https://doi.org/10.1016/j.toxicon.2004.10.014
https://doi.org/10.1016/j.biochi.2009.05.005
https://doi.org/10.1371/journal.pone.0193739
https://doi.org/10.1016/j.biochi.2013.06.003
https://doi.org/10.1590/1678-9199-JVATITD-1482-18
https://doi.org/10.1186/1471-2164-13-362
https://doi.org/10.1016/j.peptides.2015.03.003
https://www.ncbi.nlm.nih.gov/pubmed/25805002
https://doi.org/10.1016/j.toxicon.2016.08.016
https://www.ncbi.nlm.nih.gov/pubmed/27567704
https://doi.org/10.3390/toxins11090517
https://www.ncbi.nlm.nih.gov/pubmed/31489876
https://doi.org/10.3389/fmicb.2016.01844
https://www.ncbi.nlm.nih.gov/pubmed/27917162
https://doi.org/10.1016/S0041-0101(98)00174-3
https://doi.org/10.1136/bmj.1.5697.666
https://doi.org/10.1136/gut.18.8.623
https://doi.org/10.1016/0006-2952(83)90632-9
https://doi.org/10.1016/0041-0101(77)90123-4


Antibiotics 2023, 12, 1404 12 of 13

21. O’Neill, J. Tackling Drug-Resistant Infections Globally: Final Report and Recommendations. Review on Antimicrobial Resistance.
Wellcome Trust and HM Government. 2016. Available online: https://amr-review.org/sites/default/files/160525_ (accessed on
8 January 2023).

22. Pendleton, J.N.; Gorman, S.P.; Gilmore, B.F. Clinical relevance of the ESKAPE pathogens. Expert Rev. Anti-Infect. Ther. 2013, 11,
297–308. [CrossRef] [PubMed]

23. Mulani, M.S.; Kamble, E.E.; Kumkar, S.N.; Tawre, M.S.; Pardesi, K.R. Emerging strategies to combat ESKAPE pathogens in the era
of antimicrobial resistance: A review. Front. Microbiol. 2019, 10, 539. [CrossRef] [PubMed]

24. Conlon, J.M.; Attoub, S.; Musale, V.; Leprince, J.; Casewell, N.R.; Sanz, L.; Calvete, J.J. Isolation and characterization of cytotoxic and
insulin-releasing components from the venom of the black-necked spitting cobra Naja nigricollis (Elapidae). Toxicon X 2020, 6, 100030.
[CrossRef] [PubMed]

25. Batista, C.V.; D’Suze, G.; Gomez-Lagunas, F.; Zamudio, F.Z.; Encarnacion, S.; Sevcik, C.; Possani, L.D. Proteomic analysis of Tityus
discrepans scorpion venom and amino acid sequence of novel toxins. Proteomics 2006, 6, 3718–3727. [CrossRef]

26. Fauchère, J.L.; Charton, M.; Kier, L.B.; Verloop, A.; Pliska, V. Amino acid side chain parameters for correlation studies in biology
and pharmacology. Int. J. Pept. Protein Res. 1988, 32, 269–278. [CrossRef]

27. Eisenberg, D.; Weiss, R.M.; Terwilliger, T.C. The helical hydrophobic moment: A measure of the amphiphilicity of a helix. Nature
1982, 299, 371–374.

28. Gautier, R.; Douguet, D.; Antonny, B.; Drin, G. HELIQUEST: A web server to screen sequences with specific α-helical properties.
Bioinformatics 2008, 24, 2101–2102. [CrossRef]

29. Bernhofer, M.; Dallago, C.; Karl, T.; Satagopam, V.; Heinzinger, M.; Littmann, M.; Olenyi, T.; Qiu, J.; Schütze, K.; Yachdav, G.; et al.
PredictProtein—Predicting protein structure and function for 29 years. Nucl. Acids Res. 2021, 49, W535–W540. [CrossRef]

30. Miyashita, M.; Kitanaka, A.; Yakio, M.; Yamazaki, Y.; Nakagawa, Y.; Miyagawa, H. Complete de novo sequencing of antimicrobial
peptides in the venom of the scorpion Isometrus maculatus. Toxicon 2017, 139, 1–12. [CrossRef]

31. Ma, Y.; He, Y.; Zhao, R.; Wu, Y.; Li, W.; Cao, Z. Extreme diversity of scorpion venom peptides and proteins revealed by
transcriptomic analysis: Implication for proteome evolution of scorpion venom arsenal. J. Proteom. 2012, 75, 563–1576. [CrossRef]

32. Ruiming, Z.; Yibao, M.; Yawen, H.; Zhiyong, D.; Yingliang, W.; Zhijian, C.; Wenxin, L. Comparative venom gland transcriptome
analysis of the scorpion Lychas mucronatus reveals intraspecific toxic gene diversity and new venomous components. BMC Genom.
2010, 11, 452. [CrossRef]

33. Touchard, A.; Aili, S.R.; Fox, E.G.; Escoubas, P.; Orivel, J.; Nicholson, G.M.; Dejean, A. The biochemical toxin arsenal from ant
venoms. Toxins 2016, 8, 30. [CrossRef] [PubMed]

34. Del Rio, G.; Trejo Perez, M.A.; Brizuela, C.A. Antimicrobial peptides with cell-penetrating activity as prophylactic and treatment
drugs. Biosci. Rep. 2022, 42, BSR20221789. [CrossRef] [PubMed]

35. Daniele-Silva, A.; Rodrigues, S.C.S.; Dos Santos, E.C.G.; Queiroz Neto, M.F.; Rocha, H.A.O.; Silva-Júnior, A.A.D.; Resende, J.M.;
Araújo, R.M.; Fernandes-Pedrosa, M.F. NMR three-dimensional structure of the cationic peptide stigmurin from Tityus stigmurus
scorpion venom: In vitro antioxidant and in vivo antibacterial and healing activity. Peptides 2021, 137, 170478. [CrossRef]

36. Conlon, J.M.; Mechkarska, M.; Arafat, K.; Attoub, S.; Sonnevend, A. Analogues of the frog skin peptide alyteserin-2a with
enhanced antimicrobial activities against Gram-negative bacteria. J. Pept. Sci. 2012, 18, 270–275. [CrossRef]

37. Mechkarska, M.; Prajeep, M.; Radosavljevic, G.D.; Jovanovic, I.P.; Al Baloushi, A.; Sonnevend, A.; Lukic, M.L.; Conlon, J.M. An
analog of the host-defense peptide hymenochirin-1B with potent broad-spectrum activity against multidrug-resistant bacteria
and immunomodulatory properties. Peptides 2013, 50, 153–159. [CrossRef]

38. Amorim-Carmo, B.; Daniele-Silva, A.; Parente, A.M.S.; Furtado, A.A.; Carvalho, E.; Oliveira, J.W.F.; Santos, E.C.G.; Silva, M.S.;
Silva, S.R.B.; Silva-Júnior, A.A.; et al. Potent and broad-spectrum antimicrobial activity of analogs from the scorpion peptide
stigmurin. Int. J. Mol. Sci. 2019, 20, 623. [CrossRef]

39. Panda, S.K.; Buroni, S.; Swain, S.S.; Bonacorsi, A.; da Fonseca Amorim, E.A.; Kulshrestha, M.; da Silva, L.C.N.; Tiwari, V. Recent
advances to combat ESKAPE pathogens with special reference to essential oils. Front. Microbiol. 2022, 13, 1029098. [CrossRef]

40. Proctor, C.R.; Taggart, M.G.; O’Hagan, B.M.G.; McCarron, P.A.; McCarthy, R.R.; Ternan, N.G. Furanone loaded aerogels are
effective antibiofilm therapeutics in a model of chronic Pseudomonas aeruginosa wound infection. Biofilm 2023, 5, 100128. [CrossRef]

41. Conlon, J.M.; Mechkarska, M.; Leprince, J. Peptidomic analysis in the discovery of therapeutically valuable peptides in amphibian
skin secretions. Expert Rev. Proteom. 2019, 16, 897–908. [CrossRef]

42. Oguiura, N.; Sanches, L.; Duarte, P.V.; Sulca-López, M.A.; Machini, M.T. Past, present, and future of naturally occurring
antimicrobials related to snake venoms. Animals 2023, 13, 744. [CrossRef] [PubMed]

43. Smits, W.K.; Lyras, D.; Lacy, D.B.; Wilcox, M.H.; Kuijper, E.J. Clostridium difficile infection. Nat. Rev. Dis. Primers 2016, 2, 16020.
[CrossRef] [PubMed]

44. Taggart, M.G.; Snelling, W.J.; Naughton, P.J.; La Ragione, R.M.; Dooley, J.S.G.; Ternan, N.G. Biofilm regulation in Clostridioides
difficile: Novel systems linked to hypervirulence. PLoS Pathog. 2021, 17, e1009817. [CrossRef] [PubMed]

45. Díaz, P.; D’Suze, G.; Salazar, V.; Sevcik, C.; Shannon, J.D.; Sherman, N.E.; Fox, J.W. Antibacterial activity of six novel peptides
from Tityus discrepans scorpion venom. A fluorescent probe study of microbial membrane Na+ permeability changes. Toxicon
2009, 54, 802–817. [CrossRef]

https://amr-review.org/sites/default/files/160525_
https://doi.org/10.1586/eri.13.12
https://www.ncbi.nlm.nih.gov/pubmed/23458769
https://doi.org/10.3389/fmicb.2019.00539
https://www.ncbi.nlm.nih.gov/pubmed/30988669
https://doi.org/10.1016/j.toxcx.2020.100030
https://www.ncbi.nlm.nih.gov/pubmed/32550585
https://doi.org/10.1002/pmic.200500525
https://doi.org/10.1111/j.1399-3011.1988.tb01261.x
https://doi.org/10.1093/bioinformatics/btn392
https://doi.org/10.1093/nar/gkab354
https://doi.org/10.1016/j.toxicon.2017.09.010
https://doi.org/10.1016/j.jprot.2011.11.029
https://doi.org/10.1186/1471-2164-11-452
https://doi.org/10.3390/toxins8010030
https://www.ncbi.nlm.nih.gov/pubmed/26805882
https://doi.org/10.1042/BSR20221789
https://www.ncbi.nlm.nih.gov/pubmed/36052730
https://doi.org/10.1016/j.peptides.2020.170478
https://doi.org/10.1002/psc.2397
https://doi.org/10.1016/j.peptides.2013.10.015
https://doi.org/10.3390/ijms20030623
https://doi.org/10.3389/fmicb.2022.1029098
https://doi.org/10.1016/j.bioflm.2023.100128
https://doi.org/10.1080/14789450.2019.1693894
https://doi.org/10.3390/ani13040744
https://www.ncbi.nlm.nih.gov/pubmed/36830531
https://doi.org/10.1038/nrdp.2016.20
https://www.ncbi.nlm.nih.gov/pubmed/27158839
https://doi.org/10.1371/journal.ppat.1009817
https://www.ncbi.nlm.nih.gov/pubmed/34499698
https://doi.org/10.1016/j.toxicon.2009.06.014


Antibiotics 2023, 12, 1404 13 of 13

46. Raaymakers, C.; Verbrugghe, E.; Hernot, S.; Hellebuyck, T.; Betti, C.; Peleman, C.; Claeys, M.; Bert, W.; Caveliers, V.; Ballet, S.;
et al. Antimicrobial peptides in frog poisons constitute a molecular toxin delivery system against predators. Nat. Common. 2017,
8, 1495. [CrossRef]

47. Lüddecke, T.; Herzig, V.; von Reumont, B.M.; Vilcinskas, A. The biology and evolution of spider venoms. Biol. Rev. Camb. Philos.
Soc. 2022, 97, 163–178. [CrossRef]

48. Yaqoob, R.; Tahir, H.M.; Arshad, M.; Naseem, S.; Ahsan, M.M. Optimization of the conditions for maximum recovery of venom
from scorpions by electrical stimulation. Pak. J. Zool. 2016, 48, 265–269.

49. Schaffrath, S.; Predel, R. A simple protocol for venom peptide barcoding in scorpions. EuPA Open Proteom. 2014, 3, 239–245.
[CrossRef]

50. Barran, G.; Kolodziejek, J.; Coquet, L.; Leprince, J.; Jouenne, T.; Nowotny, N.; Conlon, J.M.; Mechkarska, M. Peptidomic analysis
of skin secretions of the Caribbean frogs Leptodactylus insularum and Leptodactylus nesiotus (Leptodactylidae) identifies an ocellatin
with broad spectrum antimicrobial activity. Antibiotics 2020, 9, 718. [CrossRef]

51. Conlon, J.M.; Moffett, R.C.; Leprince, J.; Flatt, P.R. Identification of components in frog skin secretions with therapeutic potential
as antidiabetic agents. Methods Mol. Biol. 2018, 1719, 319–333. [CrossRef]

52. Clinical Laboratory and Standards Institute. Methods for Dilution Antimicrobial Susceptibility Tests for Bacteria That Grow Aerobically,
11th ed.; Approved Standard M07; CLSI: Wayne, PA, USA, 2019.

53. Clinical Laboratory and Standards Institute. Methods for Antimicrobial Susceptibility Testing of Anaerobic Bacteria, 9th ed.; Approved
Standard M11; CLSI: Wayne, PA, USA, 2018.

54. Ternan, N.G.; Moore, N.D.; Smyth, D.; McDougall, G.J.; Allwood, J.W.; Verrall, S.; Gill, C.I.R.; Dooley, J.S.G.; McMullan, G.
Increased sporulation underpins adaptation of Clostridium difficile strain 630 to a biologically-relevant faecal environment, with
implications for pathogenicity. Sci. Rep. 2018, 8, 16691. [CrossRef] [PubMed]

55. Takada, M.; Ito, T.; Kurashima, M.; Matsunaga, N.; Demizu, Y.; Misawa, T. Structure-activity relationship studies of substitutions
of cationic amino acid residues on antimicrobial peptides. Antibiotics 2022, 12, 19. [CrossRef]

56. You, Y.; Liu, H.; Zhu, Y.; Zheng, H. Rational design of stapled antimicrobial peptides. Amino Acids 2023, 55, 421–442. [CrossRef]
[PubMed]

57. Amorim-Carmo, B.; Parente, A.M.S.; Souza, E.S.; Silva-Junior, A.A.; Araújo, R.M.; Fernandes-Pedrosa, M.F. Antimicrobial peptide
analogs from scorpions: Modifications and structure-activity. Front. Mol. Biosci. 2022, 9, 887763. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1038/s41467-017-01710-1
https://doi.org/10.1111/brv.12793
https://doi.org/10.1016/j.euprot.2014.02.017
https://doi.org/10.3390/antibiotics9100718
https://doi.org/10.1007/978-1-4939-7537-2_21
https://doi.org/10.1038/s41598-018-35050-x
https://www.ncbi.nlm.nih.gov/pubmed/30420658
https://doi.org/10.3390/antibiotics12010019
https://doi.org/10.1007/s00726-023-03245-w
https://www.ncbi.nlm.nih.gov/pubmed/36781451
https://doi.org/10.3389/fmolb.2022.887763
https://www.ncbi.nlm.nih.gov/pubmed/35712354

	Introduction 
	Results 
	Purification of the Peptides 
	Identification of the Sodium Channel and Potassium Channel Toxins 
	Structural Characterization of the Antimicrobial Peptides 
	Antimicrobial and Hemolytic Activities 

	Discussion 
	Materials and Methods 
	Specimen Collection 
	Venom Collection 
	Purification of the Peptides 
	Structural Characterization 
	Peptide Synthesis 
	Antimicrobial Assays 
	Hemolysis Assay 

	Conclusions 
	References

