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Abstract: In aqueous solutions, cobra cytotoxins (CTX), three-finger folded proteins, exhibit confor-
mational equilibrium between conformers with either cis or trans peptide bonds in the N-terminal
loop (loop-I). The equilibrium is shifted to the cis form in toxins with a pair of adjacent Pro residues
in this loop. It is known that CTX with a single Pro residue in loop-I and a cis peptide bond do
not interact with lipid membranes. Thus, if a cis peptide bond is present in loop-I, as in a Pro-Pro
containing CTX, this should weaken its lipid interactions and likely cytotoxic activities. To test this,
we have isolated seven CTX from Naja naja and N. haje cobra venoms. Antibacterial and cytotoxic
activities of these CTX, as well as their capability to induce calcein leakage from phospholipid li-
posomes, were evaluated. We have found that CTX with a Pro-Pro peptide bond indeed exhibit
attenuated membrane-perturbing activity in model membranes and lower cytotoxic/antibacterial
activity compared to their counterparts with a single Pro residue in loop-I.

Keywords: cobra cytotoxin; antibacterial activity; cytotoxic activity; biological membrane; spatial
structure; phospholipid liposomes; calcein leakage

Key Contribution: Cobra cytotoxins with a Pro-Pro peptide bond in the N-terminal loop exhibit
attenuated membrane-perturbing activity in model membranes, as well as lower cytotoxic and
antibacterial activity, compared to their counterparts with a single Pro-residue. So, membrane-
disrupting activity of cobra cytotoxins is determined by the configuration of their N-terminal loop.

1. Introduction

Currently, there is a strong need for development of novel anticancer and antibacterial
drugs [1], since both bacteria and cancer cells are able to acquire resistance to traditional
drugs [2,3]. These new drugs are searched for, in particular, among toxins of animal
origin [4–6]. A number of such toxins possess membrane activity [7–9], and this circum-
stance makes these molecules an attractive drug lead for new antibacterial/anticancer
compounds. It is believed that if the plasma membrane of bacteria or cancer cells be-
comes the target of such compounds, then the development of their resistance should be
significantly hindered [10–12].

Membrane-active compounds, otherwise known as cytolytic polypeptides, are abun-
dant in insect and snake venoms [13]. They are usually cationic and contain no or several
disulfide bonds [14,15]. The former are known as linear polypeptides; the others belong
to the class of disulfide-rich proteins. Cobra cytotoxins (or cardiotoxins, CTX) from the
three-finger toxin (TFT) family, are examples of the latter toxins, isolated from either
cobra or coral snake venom [16–18]. CTX are amphiphilic basic cytolytic polypeptides
(59–61 residue-long) that bind to cell membranes, causing a wide range of effects [16].
These include depolarization and necrosis of heart and skeletal muscles, lysis of blood
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and epithelial cells, and induction of toxicity in cortical neurons and various types of
cancer cells [19]. They feature high homology in their amino acid sequences and their
three-dimensional structure is characterized by high stability due to the presence of a
network of hydrogen bonds, salt bridges and disulfide bonds [20,21]. Thus, CTX exhibit
extreme thermal stability, resistance to pH-variation, and addition of denaturing agents and
organic co-solvents [22]. All CTX exhibit antibacterial [21] and anticancer [23–26] activities.
However, it is difficult to establish structure–activity relationships for them, because often
even a single amino acid substitution within a CTX molecule may result in a noticeable
change in activity [23]. Moreover, different conformational forms of a single CTX exhibit
strikingly different membrane interactions [27]. From NMR studies, it is known that in an
aqueous solution CTX with a single Pro residue in the N-terminal loop (loop-I) exhibit con-
formational equilibrium (Figure 1a) between major and minor forms [28–30]. The former
is characterized by a trans-configuration in the X-Pro peptide bond (Figure 1a, left). The
minor one features a cis-configuration in this bond (Figure 1a, right) and does not interact
with detergent micelles and lipid membranes [30,31]. Recent molecular dynamics studies
showed that the interaction between CTX possessing a single Pro residue within loop-I and
zwitterionic lipid bilayers occurs by sequential embedding of loops I, II, and then III [32].
This means that the conformational configuration of loop-I is crucially important for the
interaction of CTX with lipid membranes.

Figure 1. Conformational equilibrium of CTX in aqueous solution. (a) Major (left, pdb code 1CB9)
and minor (right, 1CCQ) forms of cytotoxin 2 from N. oxiana in an aqueous solution. The major form
is characterized by a trans-configuration of the Val7-Pro8 peptide bond while in the minor form
this bond is in a cis-configuration (shown below). The N and C-termini are marked with N and C,
respectively. The loops are numbered with Roman numerals. (b) For a toxin γ from N. nigricollis, only
one form (pdb code 1TGX) with a cis-configuration between Pro8-Pro9 residues is present (this bond
is shown below) (c) The equilibrium depends on the amino acid sequence within the tip of loop-I.
The fragment of amino acid sequence of cytotoxin 2 from N. oxiana (upper sequence) is compared
with that of toxin γ (lower sequence) from N. nigricollis. The substitution of the 9th residue to Pro
(residues 8–9 are enclosed in the box) stabilizes the cis form. On all the panels only backbone atoms
are shown. The orientation of all the molecules is identical. The side-chains in the inserts below the
conformers (a, b) are shown in thin line, while backbone is in bold line. All inserts are magnified.
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If CTX contain a pair of Pro residues in the first loop (Figure 1c), there is only one form
in an aqueous solution (Figure 1b) [33]. These toxins were classified as group-I CTX [34]
and are characterized by a banana-twisted shape of loop-I (Figure 1b). In part, this is
due to the cis-configuration of the Pro8-Pro9 peptide bond (Figure 1c). Taking the above
considerations into account, according to which a form with a cis peptide bond should lose
membrane activity, we may suppose that CTX with a pair of prolines in loop-I should also
exhibit lower membrane activity. The goal of this work is to verify this hypothesis.

In this work, we have isolated seven CTX from cobra N. naja and N. haje venoms.
We identified their amino acid sequences and reconstructed their 3D-spatial structures,
using homology modeling. Then, we determined the activity of all these toxins against
either Gram-positive (B. subtilis) or Gram-negative bacteria (E. coli), as well as against a
cancer cell line (human lung adenocarcinoma, A549). In addition, the capability of isolated
CTX to induce calcein leakage from phospholipid liposomes formed of an equimolar
mixture of dioleoylphosphatidylcholine (DOPC) and dioleoylphosphatidylglycerol (DOPG)
was evaluated. We found that CTX with a Pro-Pro peptide bond in loop-I indeed exhibit
attenuated membrane-perturbing activity in model membranes and lower cytotoxic activity
compared to a single Pro residue CTX in this loop.

2. Results

To isolate toxins, a three-step chromatographic procedure was used. Gel filtration on
Sephadex G50 was the first step (Figure S1A). The so-called main toxic fraction V containing
TFT was further separated by ion exchange chromatography on HEMA BIO 1000 CM
column (Figure S1B) and fractions obtained were analyzed by mass spectrometry [35].
Fractions 14–18 were further purified by reversed phase HPLC. As a result, 5 toxins
(Nn17–3, Nn18–3, Nn16–1, Nn15–1, Nn14–1) were purified (Table 1). In general, the
separation of the main toxic fraction V (Figure S1A) by cation-exchange chromatography
(Figure S1B) resembles the separation of the crude N. naja venom described in [36]. However,
as the conditions of separation were different and the CTX possessed very close physical
characteristics (charge, hydrophobicity etc.), the order for the elution of toxins might be
very different and this is indeed what we observed here. After an additional step of toxin
purification by reversed-phase HPLC in this work, their molecular masses were determined
by mass spectrometry (Table 1). Determined masses of 4 toxins within errors corresponded
to those of toxins described in [36]. The amino acid sequences of the toxins are given
in Figure 2. The amino acid sequence of Nn16-1 cannot be identified using the known
molecular masses, because alternative variants with identical molecular mass exist in the
database (https://www.uniprot.org/ accessed on 15 December 2022). These are cytotoxin
3 (Uniprot code P24780) with a Val48-Leu49 pair and cytotoxin 2 N. kaouthia (Uniprot code
P01445) with Leu 48-Val 49. X-ray analysis of the crystal structure of the toxin, namely
its 2Fo-Fc electron density map at 2σ level for 47–52 region, allowed us to conclude that
the correct order of the residues in this fragment is Leu48-Val49 [37]. Thus, the toxin is
identical to cytotoxin 2 from N. kaouthia venom. The spatial structure of this toxin was
solved recently by NMR spectroscopy in aqueous solution [38]. The determined mass of the
toxin Nn18-3 did not match the mass of any known N. naja CTX or one from other snakes.
However, taking into account the molecular weight of the toxin, its very basic nature and
high activity similar to P-type CTX (see below), as well as the general characteristics of
CTX amino acid sequences, we hypothesize its amino acid sequence (Table 1, footnote 1).
Interestingly, in this work the order of the elution from the cation-exchange column for the
CTX correlates with their isoelectric point (Table 1).

https://www.uniprot.org/
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Table 1. Physico-chemical properties of CTXs and their antibacterial and cytotoxic activities.

Toxin Name
Uniprot Codes

of the
Identified Toxins

Molecular
Weight, Da 1

Isoelectric
Point

Electrical
Charge P/S-Type

Antibacterial (B.
subtilis) Effect,

MIC, µM

Cytotoxic Effect
(Against A549

cells), LD50, µM

Nn17-3 P01440 6755.2 9.36 9 P 0.8 7.4 ± 0.1

Nn18-3 - 6782.5 9.36 9 2 P 2 0.8 5.0 ± 0.5

Nn16-1 P01445 6736.5 9.38 9 S 3.1 5.6 ± 1.5

Nn15-1 P01447-1 6783.5 9.24 8 S 6.3 7.9 ± 0.4

Nn14-1 P86382-1 6783.7 9.11 7 S 50 17.4 ± 0.8

Nh1 3 P01455 6688.1 9.15 8 S >50 (80 4) 132 ± 9 5

Nh2 3 P01462 6850.3 8.99 7 P >50 (40 4) 116 ± 6 5

1 Experimental error is ±0.2 for all the values; 2 These features refer to the hypothesized amino acid sequence of
this toxin: LKCNKLVPLFYKTCPKGKNLCYKMYMVAAPTVPVKRGCINVCPKNSLVLKYECCNTNKCN; 3 These
toxins feature double Pro-bond in the loop-I; 4 Activity against M. luteus [39]; 5 According to the data in [23].

Figure 2. Amino acid sequences of the isolated toxins and elements of their secondary structure.
The positions of disulfide bonds (S-S), beta-strands (rectangles with β inside) and extremities of the
loops (double-headed arrows between rectangles) are indicated under the amino acid sequences. The
numbers above the arrows correspond to the numbers of the first and the last amino acid residues.
The numbering of the amino acid residues for all sequences is shown above. The residue Ser-28
and Pro-30, according to the presence of which CTX are classified as S- and P-type, respectively, are
enclosed into boxes. The N. haje toxins with two prolines (indicated below the amino acid sequences)
in loop-I are separated by the horizontal line from N. naja toxins with a single Pro residue in this loop.
Similarity between the amino acid residues of the toxins is shown by color.

A pair of toxins was purified from N. haje venom (Nh1, Nh2 in Table 1) using a
similar procedure. The gel-filtration profile for crude N. haje venom was similar to that
obtained by Weise et al. [40]. After separation of the main toxic fraction (S3 in [40]) by cation-
exchange chromatography, two prevailing fractions, similar to fractions VII1 and VII2 in [40]
and called Nh1 and Nh2, were obtained. They were further purified by reversed-phase
HPLC. The molecular masses of the toxins obtained in our work were equal to 6688.05 and
6850.33 Da, which correspond to the molecular masses of the toxins VII1 (P01455)—6688.11
Da and VII2 (P01462)—6850.38 Da.

The amino acid sequences of the isolated toxins, when aligned with CTX whose
spatial structure is known, allow identification of the elements of their secondary structure
(Figure 2, Table S1).

CTX are highly homologous proteins and their amino acid sequences differ only by
a few residues (Figure 2). Thus, their structural homology is expected, and homology
modeling is the method of choice in predicting the spatial structure of CTX (Figure 3). The
structures of CTX from N. naja venom (Figure 3a–d) exhibit close similarity. The CTX from
N. haje venom (Figure 3e,f) differ from N. naja toxin due to the organization of loop-I (see
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Figure 1 for details). All CTX feature an unequal number of positive and negative residues
(Figure 3).

Figure 3. Spatial structures of the N. naja and N. haje CTX. In structures of N. naja toxins: 17–3 (a),
16–1 (b), 14–1 (c), and 15–1 (d), as well as N. haje toxins Nh1 (e)and Nh2 (f), only backbone and
side-chains (heavy atoms) of the charged (positively charged Arg, Lys–blue, negatively charged Asp,
Glu –red) amino acid residues are shown. In panel (a), the loops are numbered with Roman numerals.
The orientation of CTX molecules in all the panels is identical, so the loop numbering is the same as in
panel (a). In addition, C and N-termini of the molecules are marked. The backbones of the molecules
are colored grey in all the panels. Note that the N. naja toxins and N. haje toxins are different primarily
in the organization of loop-I (see Figure 1 for details).

Further, antibacterial and cytotoxic activities of isolated CTX were determined. CTX
from N. naja do not exhibit antibacterial activity against Gram-negative bacteria E. coli
and Gram-positive bacteria S. aureus at concentrations up to 50 µM. At the same time,
they possess bactericidal activity (minimum inhibitory concentration (MIC) = minimum
bactericidal concentration (MBC)) against Gram-positive B. subtilis in the micromolar
concentration range (Table 1). The concentration-dependent inhibition of B. subtilis by CTX
is shown in Figure 4.

Figure 4. Response of B. subtilis to increasing concentrations of CTX from N. naja venom. For
each concentration, a set of 5 bars of distinct color is shown. The experiments for CTX Nh1, Nh2
from N. haje venom, featuring a Pro-Pro bond in loop-I, did not reveal any activity in the studied
concentration range.
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In addition, all CTX showed cytotoxic activity against human lung adenocarcinoma
A549 (Table 1). The concentrations of toxins resulting in the death of 50% of cells (LD50)
spanned the low micromolar range (~5–17 µM) (Table 1). The dependence of A549 cell
survival on the concentrations of the N. naja CTX is illustrated in Figure 5. The cyto-
toxic activities of CTX Nh1 and Nh2 from N. haje venom was studied in the work of
Feofanov et al. [23].

Figure 5. Dependence of A549 cell survival on the concentrations of CTX from N. naja venom after 3
h of incubation. The black curve corresponds to the control experiment, where no CTX was added.

The membrane-perturbing activity of CTX was investigated in model membranes,
composed of an equimolar mixture of anionic and zwitterionic phospholipids, DOPG and
DOPC. The studied toxins (except for Nn14-1, isolated in a small amount) induced calcein
leakage from unilamellar liposomes in a time-dependent manner (Figure 6). The increasing
amount of added toxin resulted in an increase in the leakage (Figure S2). In the range of
the investigated lipid-to-peptide ratio (400:1–50:1), the calcein leakage was maximal for
toxins Nn18-3 and Nn17-3 and minimal for Nh1 and Nh2 (Figure 6). The toxins Nn16-1
and Nn15-1 gave medium values of calcein leakage (Figure 6).

Figure 6. Time-dependence of calcein leakage from DOPC/DOPG (1:1) unilamellar liposomes
induced by CTX. The concentration of the total lipid was 0.1 mM. The concentration of added CTX
was 1 µM. The vertical bars represent an experimental error, estimated by averaging after three
measurements. The black curve corresponds to the control experiment, where no CTX was added to
the liposomes.
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3. Discussion

According to a recent study, the proteome of N. naja contains 19 TFT, of which 10 are
CTX and cardiotoxin-like basic proteins (CLBP) [41]. However, a border between CTX and
CLBP, a separate group of TFT, is not well defined [42]. To discern between CTX and CLBP,
we suggest the following definition for CTX (assuming cytotoxins = cardiotoxins): these
are 59–61 residue-long three-finger folded toxins with eight cysteine residues and at least
one methionine residue. From this viewpoint, only seven CTX are presented in Figure 5 of
the above-cited work [41], while three others are 61–62 residue-long CLBP. In the present
work, we identified five CTX from N. naja venom (Table 1). Only two of them, namely the
toxins Nn17-3 and Nn16-1, are listed in Figure 5 of the work of Suryamohan et al. [41]. In
addition, we investigated a pair of CTX from N. haje venom (Table 1). The cytotoxic activity
of these toxins was investigated earlier [23].

As discussed above, CTX feature a three-finger folded spatial structure (Figures 1–3).
According to NMR data, conformational equilibrium between the two forms is observed in
an aqueous solution [28,29]. This arises due to cis-trans isomerism of the X-Pro8 peptide
bond in loop-I of the molecule (Figure 1a, Figure 7, panels 1, 2).

Only a conformer with a trans-configuration of this bond is capable of partitioning
into the lipid membrane [30,31] (Figure 7, panel 3). CTX partitioning into lipid membranes
occurs strictly in the following order: first, loop-I embeds in lipid membrane (Figure 5,
panel 3). Then, loop-II (Figure 7, panel 4) and loop-III (Figure 7, panel 5) join it, con-
secutively. This result was obtained using a molecular dynamics simulation study of
the incorporation of cytotoxin 2 from N. oxiana in a palmitoyloleoylphosphatidylcholine
membrane [32]. Importantly, for S-type CTX, embedding of loop-II in the membrane is
accompanied with conformational change within the fragment surrounding Ser28-residue
(Figure 7, transition from panel 3 to 4). This is why this residue is predetermining the S-type
of CTX. For P-type CTX lacking this residue, the corresponding transition occurs without
conformational change within this fragment [31]. Therefore, for S-type CTX, the states with
loop-I embedded into the membrane (Figure 7, panel 3) will be statistically more populated
than the states with two or three embedded loops (Figure 7, panels 4, 5). There is no such
detailed information for CTX of group-I bearing a pair of Pro residues in loop-I. Toxin γ
from N. nigricollis containing two neighboring prolines in loop-I was shown to interact with
dodecylphosphocholine micelle via all three loops [33]. However, in the micelle-bound
state, two sets of cross peaks are seen in the NMR spectra. This likely indicates a slow in the
NMR time-scale conformational equilibrium between the cis peptide Pro8-Pro9 bond and
its trans form. For CTX with a single Pro residue in loop-I, such an equilibrium is observed
in aqueous solution [28]. For group-I CTX, a transition from state 1 to 3 occurs (Figure 7)
because there is no minor form in aqueous solution [33]. Thus, state 1 is more populated
than state 3 for group-I CTX, compared to those with a single Pro residue within this loop.
This means that the membrane-perturbing activity of group-I CTX should be lower than
their counterparts with a single Pro residue.

The antibacterial activity of CTX (Table 1) agrees qualitatively with our previous
findings [39]. CTX killed neither E. coli nor S. aureus cells. Only Gram-positive bacteria,
such as B. subtilis (this work) and M. luteus (previous work [39]), are influenced. Both
P-type toxins Nn17-3 and Nn18-3 feature similar antibacterial activity (Table 1). The S-
type CTX, Nn14-1, Nn15-1, and Nn16-1, manifest lower activity. Among them, the toxin
Nn14-1 demonstrates the lowest activity, likely due to its low net electrical charge [39].
Charge distribution over molecule surface was shown to be important for this activity, as
CLBP showed a high effect due to optimal positioning of positively charged residues [43].
Compared to N.naja CTX, the toxins Nh1 and Nh2 from N. haje venom with two prolines in
loop-I show the lowest antibacterial activity, although their charges are identical to those of
Nn15-1 and Nn14-1, respectively (Table 1).
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Figure 7. Conformational equilibrium of CTX with a single Pro residue in loop-I in aqueous solution
and their binding to a lipid membrane. The numbers in circles below the models correspond to the
structural states of cytotoxin 1 from N. oxiana (CT1No) in an aqueous solution and lipid membrane.
The structures were determined by NMR spectroscopy in an aqueous solution and detergent micelles.
Only backbone is shown for all the structural models. The pdb code of state 1 determined for the
recombinant CT1No is 5LUE (Met0-residue was removed). The bond Val7-Pro8 in state 1 is in cis-
configuration, and trans-configuration in all other models (2–5) (see also inserts in Figure 1a, for
the details of the conformation of this bond). The loops are marked with Roman numerals for state
1. The numbering of the loops is from left to right for all other models. States 2 and 5 are models
5NPN and 5NQ4, respectively. The membrane-interacting loops of the models, corresponding to
states 3–5, are marked in yellow. The membrane surface is schematically shown with a horizontal
line. The transition from state 3 to 4 is accompanied with conformational changes within loop-II of
the molecule.

For a number of CTX, toxic activity against human adenocarcinoma A549 cells was
investigated [23]. All CTX were found to be located in the lysosomes but not on the plasma
membrane of the cells. In this work, the maximal activities were observed for Nn18-3 and
Nn16-1 toxins (Table 1). The toxins Nn17-3 and Nn15-1 manifest a slightly lower activity.
The lowest activity from N. naja toxins is exhibited by Nn14-1. Again, both Nh1 and Nh2
exhibit the lowest cytotoxic effect, and their LD50 values are two orders of magnitude
higher than those for N. naja toxins (Table 1).

Six of seven isolated CTXs were investigated in model membranes. They induced
leakage of calcein from calcein-loaded unilamellar vesicles, composed of an equimolar
mixture of DOPC and DOPG (Figure 6). CTX, according to their leakage activity, are
positioned in the following order: Nn18-3 ≈ Nn17-3 > Nn16-1 ≈ Nn15-1 > Nh2 ≈ Nh1.
Again, the lowest activity was exhibited by CTX Nh2 and Nh1, both featuring the Pro-Pro
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bond in loop-I. Interestingly, a similar order of activity was observed in antibacterial tests.
A slightly modified row in cytotoxic activities against A549 cells is likely due to the unequal
capacity of different CTX to be captured inside lysosomes. This effect depends on the
specific distribution of positively charged and hydrophobic domains on the surface of the
toxin molecules [44].

Taking into account the antibacterial and cytotoxic activities (Table 1), as well as the
ability of CTX to cause leakage in model membranes (Figure 6), we may conclude that the
low activity of CTX Nh1 and Nh2 is due to their lower capacity for binding to lipid bilayers
(Figure 7 and discussion above).

4. Conclusions

In the present work we have isolated five CTX from cobra N. naja and two from
N. haje venoms. We have identified their amino acid sequences and determined the activity
of all these toxins against either Gram-positive (B. subtilis) or Gram-negative bacteria
(E. coli), as well as against cancer cells (human lung adenocarcinoma, A549). We also
evaluated their capability to induce calcein leakage from phospholipid liposomes, formed
of an equimolar mixture of DOPC and DOPG. We found that CTX with a Pro-Pro peptide
bond in loop-I, including both CTX from N. haje venom, exhibit attenuated membrane-
perturbing activity in model membranes, and lower cytotoxic and antibacterial activities,
compared to CTX from N. naja venom containing a single Pro residue in loop-I. This
may indicate that both antibacterial and cytotoxic activities of CTX arise due to their
interaction with the plasma membrane of bacterial cells, or cellular organelles of the cancer
cells. The absence of antibacterial activity in CTX against Gram-negative bacteria and
some Gram-positive ones is likely explained by incapability of CTX to reach their plasma
membrane due to unfavorable interactions with the outer membrane of the bacteria, or
their peptidoglycan layer.

5. Material and Methods
5.1. Chemicals

Cobra venoms were obtained from snakes kept in captivity at 25 ± 26 ◦C and fed
mainly with mice and rats. The snakes were milked by manual gland massage, and
the venom obtained in this way was dried over anhydrous CaCl2 and stored at –20 ◦C.
All procedures with snakes were approved by the Committee for the Care and Use of
Laboratory Animals of the Shemyakin-Ovchinnikov Institute of Bioorganic Chemistry of the
Russian Academy of Sciences. Protocol-application number 324/2021 dated 23 June 2021.
The A549 cell line was obtained from the D.I. Ivanovsky Institute of Virology of the Russian
Academy of Medical Sciences (Moscow, Russia). Acetonitrile was purchased from Catrosa
Reaktiv LLC (Moscow, Russia), and trifluoroacetic acid from Merck KGaA (Darmstadt,
Germany). Calcein sodium salt was a product of Serva (Heidelberg, Germany). Other salts
were of analytical grade or higher; they were obtained from local suppliers.

5.2. Isolation of Cytotoxins

A 600 mg sample of dried N. naja venom was dissolved in 0.1 M ammonium acetate
buffer, pH 6.2, and applied to a Sephadex G50s column (4.5 × 150 cm) equilibrated in the
same buffer. The column was eluted at flow rate 32 mL/min. The fractions obtained were
pooled as shown in Figure S1A. Fraction V was further separated on a HEMA BIO 1000 CM
column (8 × 250 mm) (Tessek, Prague, Czech Republic) in an ammonium acetate gradient
from 5 to 700 mM (pH 7.5) in 140 min at flow rate 1.0 mL/min (Figure S1B). Fractions 14–18
were freeze-dried and further purified by reversed-phase chromatography on a Jupiter
C18 column (10 × 250 mm, Phenomenex, Torrance, CA, USA) in a gradient of acetonitrile
25–35% in 60 min in the presence of 0.1% trifluoroacetic acid, at a flow rate of 2.0 mL/min.
After freeze-drying, the obtained proteins were used for further studies. Molecular masses
of the isolated products were determined by mass spectrometry [35]. A similar procedure
was used to isolate cytotoxins from N. haje venom.



Toxins 2023, 15, 6 10 of 13

5.3. Antibacterial Activity

The study of the antibacterial activity of CTX was conducted by the two-fold microtiter
broth dilution assay in 96-well sterile plates at a final volume of 100 µL. Bacteria (Bacillus
subtilis VKM B-501, Escherichia coli C600, and Staphylococcus aureus 209-P strains) were
cultured overnight in the MH (Mueller Hinton Broth, Sigma) medium at 37 ◦C. Mid-log
phase cultures were diluted to 5×103 colony-forming units/mL. Toxins in the 0.4–50 µM
concentration range were added to the suspension of bacterial cells and incubated for 20 h
(37 ◦C, 100% humidity, gentle mixing). Growth inhibition was determined by measuring
absorbance at 595 nm. Minimal inhibitory concentrations (MICs) were determined as the
lowest concentrations of peptide that caused total inhibition of bacteria growth. The toxins,
a control (bacteria without peptides), and a sterility control (MH medium) were tested
in triplicate.

5.4. Cytotoxic Activity

Human lung adenocarcinoma A549 cells were cultured in DMEM (Dulbecco’s mod-
ified Eagle medium) medium containing 2 mM L-glutamine and 8% fetal calf serum
(so-called complete medium) at 100% humidified 5% CO2 atmosphere at 37 ◦C. Reseeding
was performed two times a week. On the day before the experiment, the cells were seeded
in 96-well flat-bottom plates (15,000 cells per well). Cytotoxicity was assessed after incu-
bation of the cells with toxins by varying their concentration in the range of 0.8–200 µM
with an incubation time of 3 h. All experiments were repeated three times. The percentage
of surviving cells was assessed by fluorescence microscopy, as described elsewhere [23].
Control cells were incubated with an appropriate amount of water for 3 h.

5.5. Structure Modeling of the Toxins

The spatial structures of all CTX was obtained via homology modeling using SWISS
modeling workspace [45]. The templates were chosen manually, taking into consideration
the amino acid sequence identity with the homologues whose spatial structure had been
determined either by NMR spectroscopy or by X-ray crystallography. The information
about the templates is summarized in Table S1.

5.6. Calcein-Loaded Liposome Preparation

To control lipid bilayer integrity on incubations with different toxins, liposome sam-
ples encapsulating calcein at the self-quenching concentration were prepared. Liposomes
composed of an equimolar mixture of DOPC/DOPG (Lipoid, Germany) were prepared by
standard extrusion method. Briefly, dry lipid films were hydrated in PBS (1.5 mM KH2PO4,
1.1 mM NaH2PO4, 6.3 mM Na2HPO4, 2.7 mM KCl, and 136.8 mM NaCl; pH 7.0) with 80
mM calcein and subjected to 6–10 cycles of freezing/thawing (liquid nitrogen/+40 ◦C). The
suspension was then extruded at ambient temperature through two stacked polycarbonate
membrane filters with pore sizes of 100 nm (Nucleopore), 10 times, on a Mini-Extruder
(Avanti Polar Lipids). After extrusion, non-encapsulated calcein was removed by size exclu-
sion chromatography on a Sephadex G-50 column equilibrated in PBS. To control the final
liposome concentration, calcein absorbance peaks were registered upon liposome disrup-
tion with at least a 20-fold volume of ethanol (calcein: λmax = 497 nm, ε~74,000 M−1 cm−1)
on an SF-2000 spectrophotometer (OKB Spectr, Russia). Before measuring, the liposomes
were diluted to adjust the absorbance of the calcein to less than 0.05 optical density to
avoid the inner filter effect. The final concentration of total liposome lipids was in the
range of 10−4–10−5 M. The size of the liposomes after chromatography was controlled by
dynamic light scattering using a Litesizer 90Plus particle analyzer (Anton Paar, Austria) in
at least three runs per sample. Mean liposome diameter was in the range of 155–160 nm.
Formulations were stored at 4 ◦C and used for the tests within 10 days. Leakage of calcein
from the liposomes and its dilution results in the dequenching of the fluorophore and
an increase in the fluorescence signal. The percentage of calcein released (CR, %) was
calculated according to the equation:
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CR = (Ii/IT − I0/IT)/ 1 − I0/IT) × 100%,

where Ii is the fluorescence intensity at a given time point, I0 is the intensity of the untreated
liposomes, and IT is the totally dequenched calcein fluorescence after the addition of Triton
X-100 (10 µL of 20% Triton X-100 was added to each sample of 200 µL). The measurements
were performed on a GloMaxR-Multi instrument (Promega, Madison, WI, USA ) using the
blue fluorescence optical kit (λex = 490 nm, λem = 510–570 nm) in 96-well plates.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/toxins15010006/s1, Table S1: Toxins and their structural homo-
logues, used as templates for building 3D-models, Figure S1: Isolation of N. naja cytotoxins, Figure S2:
Time-dependence of leakage from calcein loaded DOPC/DOPG (1:1) liposomes, induced by addition
of CTX, studied in the current work.

Author Contributions: Conceptualization, P.V.D.; methodology, V.G.S., I.A.B., A.V.F. and Y.N.U.;
formal analysis, A.S.A. and I.A.B.; investigation, P.V.D., A.A.I., A.S.A. and Y.N.U.; resources, V.G.S.,
I.A.B., A.V.F. and Y.N.U.; writing—original draft, P.V.D., A.S.A. and Y.N.U.; writing—review & editing,
P.V.D., A.A.I., A.S.A., A.V.F. and Y.N.U.; visualization, A.A.I. and A.S.A.; project administration,
Y.N.U.; funding acquisition, Y.N.U. All authors have read and agreed to the published version of
the manuscript.

Funding: This research was funded by Russian Science Foundation grant number 21-14-00316.

Institutional Review Board Statement: All procedures with snakes were approved by the Com-
mittee for the Care and Use of Laboratory Animals of the Shemyakin-Ovchinnikov Institute of
Bioorganic Chemistry of the Russian Academy of Sciences. Protocol-application number 324/2021
dated 23 June 2021.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data obtained in this study are contained within the article.

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

Abbreviations

CLBP, cardiotoxin-like basic protein(s); CT1No, cytotoxin 1 from N. oxiana; CTX, cobra car-
diotoxin(s) (cytotoxin(s)); DOPC, dioleoylphosphatidylcholine; DOPG, dioleoylphosphatidylglycerol;
MBC, the minimum bactericidal concentration (the lowest concentration of CTX causing the death of
all bacteria); MIC, the minimum inhibitory concentration (the lowest concentration of CTX completely
inhibiting the reproduction of bacteria); PDI, polydispersity index; TFT, three-finger toxin(s).

References
1. Felicio, M.R.; Silva, O.N.; Goncalves, S.; Santos, N.C.; Franco, O.L. Peptides with Dual Antimicrobial and Anticancer Activities.

Front. Chem. 2017, 5, 5. [CrossRef]
2. Hoskin, D.W.; Ramamoorthy, A. Studies on anticancer activities of antimicrobial peptides. Biochim. Biophys. Acta 2008, 1778,

357–375. [CrossRef] [PubMed]
3. Mader, J.S.; Hoskin, D.W. Cationic antimicrobial peptides as novel cytotoxic agents for cancer treatment. Expert. Opin. Investig.

Drugs 2006, 15, 933–946. [CrossRef] [PubMed]
4. Gomes, A.; Bhattacharjee, P.; Mishra, R.; Biswas, A.K.; Dasgupta, S.C.; Giri, B. Anticancer potential of animal venoms and toxins.

Ind. J. Exp. Biol. 2010, 48, 93–103.
5. Wang, L.; Dong, C.; Li, X.; Han, W.; Su, X. Anticancer potential of bioactive peptides from animal sources (Review). Oncol. Rep.

2017, 38, 637–651. [CrossRef]
6. Yacoub, T.; Rima, M.; Karam, M.; Sabatier, J.-M.; Fajloun, Z. Antimicrobials from Venomous Animals: An Overview. Molecules

2020, 25, 2402. [CrossRef]
7. Raghuraman, H.; Chattopadhyay, A. Melittin: A membrane-active peptide with diverse functions. Biosci. Rep. 2007, 27, 189–223.

[CrossRef]
8. Kuzmenkov, A.I.; Sachkova, M.Y.; Kovalchuk, S.I.; Grishin, E.V.; Vassilevski, A.A. Lachesana tarabaevi, an expert in membrane-

active toxins. Biochem. J. 2016, 473, 2495–2506. [CrossRef]

https://www.mdpi.com/article/10.3390/toxins15010006/s1
https://www.mdpi.com/article/10.3390/toxins15010006/s1
http://doi.org/10.3389/fchem.2017.00005
http://doi.org/10.1016/j.bbamem.2007.11.008
http://www.ncbi.nlm.nih.gov/pubmed/18078805
http://doi.org/10.1517/13543784.15.8.933
http://www.ncbi.nlm.nih.gov/pubmed/16859395
http://doi.org/10.3892/or.2017.5778
http://doi.org/10.3390/molecules25102402
http://doi.org/10.1007/s10540-006-9030-z
http://doi.org/10.1042/BCJ20160436


Toxins 2023, 15, 6 12 of 13

9. Falcao, C.B.; Radis-Baptista, G. Crotamine and crotalicidin, membrane active peptides from Crotalus durissus terrificus rattlesnake
venom, and their structurally-minimized fragments for applications in medicine and biotechnology. Peptides 2020, 126, 170234.
[CrossRef]

10. Nuri, R.; Shprung, T.; Shai, Y. Defensive remodeling: How bacterial surface properties and biofilm formation promote resistance
to antimicrobial peptides. Biochim. Biophys. Acta 2015, 1848, 3089–3100. [CrossRef]

11. Deslouches, B.; Di, Y.P. Antimicrobial peptides with selective antitumor mechanisms: Prospect for anticancer applications.
Oncotarget 2017, 8, 46635–46651. [CrossRef]

12. Lin, L.; Chi, J.; Yan, Y.; Luo, R.; Feng, X.; Zheng, Y.; Xian, D.; Li, X.; Quan, G.; Liu, D.; et al. Membrane-disruptive
peptides/peptidomimetics-based therapeutics: Promising systems to combat bacteria and cancer in the drug-resistant era.
Acta Pharm. Sin. B 2021, 11, 2609–2644. [CrossRef]

13. Bernheimer, A.W.; Rudy, B. Interactions between membranes and cytolytic peptides. Biochim. Biophys. Acta 1986, 864, 123–141.
[CrossRef]

14. Dubovskii, P.V.; Vassilevski, A.A.; Kozlov, S.A.; Feofanov, A.V.; Grishin, E.V.; Efremov, R.G. Latarcins: Versatile spider venom
peptides. Cell Mol. Life Sci. 2015, 72, 4501–4522. [CrossRef]

15. Dubovskii, P.V.; Efremov, R.G. The role of hydrophobic /hydrophilic balance in the activity of structurally flexible vs. rigid
cytolytic polypeptides and analogs developed on their basis. Expert Rev. Proteom. 2018, 15, 873–886. [CrossRef]

16. Kumar, T.K.; Jayaraman, G.; Lee, C.S.; Arunkumar, A.I.; Sivaraman, T.; Samuel, D.; Yu, C. Snake venom cardiotoxins-structure,
dynamics, function and folding. J. Biomol. Struct. Dyn. 1997, 15, 431–463. [CrossRef]

17. Kini, R.M.; Doley, R. Structure, function and evolution of three-finger toxins: Mini proteins with multiple targets. Toxicon 2010, 56,
855–867. [CrossRef]

18. Gasanov, S.E.; Dagda, R.K.; Rael, E.D. Snake Venom Cytotoxins, Phospholipase A2s, and Zn-dependent Metalloproteinases:
Mechanisms of Action and Pharmacological Relevance. J. Clin. Toxicol. 2014, 4, 1000181. [CrossRef]

19. Dubovskii, P.V.; Utkin, Y.N. Antiproliferative activity of cobra venom cytotoxins. Curr. Top. Med. Chem. 2015, 15, 638–648.
[CrossRef]

20. Konshina, A.G.; Dubovskii, P.V.; Efremov, R.G. Structure and dynamics of cardiotoxins. Curr. Prot. Pept. Sci. 2012, 13, 570–584.
[CrossRef]

21. Dubovskii, P.V.; Utkin, Y.N. Cobra cytotoxins: Structural organization and antibacterial activity. Acta Nat. 2014, 6, 11–18.
[CrossRef]

22. Dubovskii, P.V.; Konshina, A.G.; Efremov, R.G. Cobra cardiotoxins: Membrane interactions and pharmacological potential. Curr.
Med. Chem. 2014, 21, 270–287. [CrossRef] [PubMed]

23. Feofanov, A.V.; Sharonov, G.V.; Astapova, M.V.; Rodionov, D.I.; Utkin, Y.N.; Arseniev, A.S. Cancer cell injury by cytotoxins from
cobra venom is mediated through lysosomal damage. Biochem. J. 2005, 390, 11–18. [CrossRef] [PubMed]

24. Jain, D.; Kumar, S. Snake Venom: A Potent Anticancer Agent. Asian Pac. J. Cancer Prev. 2012, 13, 4855–4860. [CrossRef] [PubMed]
25. Ebrahim, K.; Shirazi, F.H.; Mirakabadi, A.Z.; Vatanpour, H. Cobra venom cytotoxins; apoptotic or necrotic agents? Toxicon 2015,

108, 134–140. [CrossRef]
26. Abidin, Z.; Asnawi, S.; Lee, Y.Q.; Othman, I.; Naidu, R. Malaysian Cobra Venom: A Potential Source of Anti-Cancer Therapeutic

Agents. Toxins 2019, 11, 75. [CrossRef]
27. Efremov, R.G.; Volynsky, P.E.; Nolde, D.E.; Dubovskii, P.V.; Arseniev, A.S. Interaction of cardiotoxins with membranes: A

molecular modeling study. Biophys. J. 2002, 83, 144–153. [CrossRef]
28. Dementieva, D.V.; Bocharov, E.V.; Arseniev, A.S. Two forms of cytotoxin II (cardiotoxin) from Naja naja oxiana in aqueous solution:

Spatial structures with tightly bound water molecules. Eur. J. Biochem. 1999, 263, 152–162. [CrossRef]
29. Dubovskii, P.V.; Dubinnyi, M.A.; Konshina, A.G.; Kazakova, E.D.; Sorokoumova, G.M.; Ilyasova, T.M.; Shulepko, M.A.; Chertkova,

R.V.; Lyukmanova, E.N.; Dolgikh, D.A.; et al. Structural and Dynamic “Portraits” of Recombinant and Native Cytotoxin I from
Naja oxiana: How Close Are They? Biochemistry 2017, 56, 4468–4477. [CrossRef]

30. Dubovskii, P.V.; Dubinny, M.A.; Volynsky, P.E.; Pustovalova, Y.E.; Konshina, A.G.; Utkin, Y.N.; Efremov, R.G.; Arseniev, A.S.
Impact of membrane partitioning on the spatial structure of an S-type cobra cytotoxin. J. Biomol. Struct. Dyn. 2018, 36, 3463–3478.
[CrossRef]

31. Dubovskii, P.V.; Dementieva, D.V.; Bocharov, E.V.; Utkin, Y.N.; Arseniev, A.S. Membrane binding motif of the P-type cardiotoxin.
J. Mol. Biol. 2001, 305, 137–149. [CrossRef]

32. Konshina, A.G.; Dubovskii, P.V.; Efremov, R.G. Stepwise Insertion of Cobra Cardiotoxin CT2 into a Lipid Bilayer Occurs as an
Interplay of Protein and Membrane “Dynamic Molecular Portraits”. J. Chem. Inf. Model. 2021, 61, 385–399. [CrossRef]

33. Dauplais, M.; Neumann, J.M.; Pinkasfeld, S.; Menez, A.; Roumestand, C. An NMR study of the interaction of cardiotoxin gamma
from Naja nigricollis with perdeuterated dodecylphosphocholine micelles. Eur. J. Biochem. 1995, 230, 213–220. [CrossRef]

34. Chen, T.-S.; Chung, F.-Y.; Tjong, S.-C.; Goh, K.-S.; Huang, W.-N.; Chien, K.-Y.; Wu, P.-L.; Lin, H.-C.; Chen, C.-J.; Wu, W.-G.
Structural difference between group I and group II cobra cardiotoxins: X-ray, NMR, and CD analysis of the effect of cis-proline
conformation on three-fingered toxins. Biochemistry 2005, 44, 7414–7426. [CrossRef]

35. Utkin, Y.N.; Kuch, U.; Kasheverov, I.E.; Lebedev, D.S.; Cederlund, E.; Molles, B.E.; Polyak, I.; Ivanov, I.A.; Prokopev, N.A.;
Ziganshin, R.H.; et al. Novel long-chain neurotoxins from Bungarus candidus distinguish the two binding sites in muscle-type
nicotinic acetylcholine receptors. Biochem. J. 2019, 476, 1285–1302. [CrossRef]

http://doi.org/10.1016/j.peptides.2019.170234
http://doi.org/10.1016/j.bbamem.2015.05.022
http://doi.org/10.18632/oncotarget.16743
http://doi.org/10.1016/j.apsb.2021.07.014
http://doi.org/10.1016/0304-4157(86)90018-3
http://doi.org/10.1007/s00018-015-2016-x
http://doi.org/10.1080/14789450.2018.1537786
http://doi.org/10.1080/07391102.1997.10508957
http://doi.org/10.1016/j.toxicon.2010.07.010
http://doi.org/10.4172/2161-0495.1000181
http://doi.org/10.2174/1568026615666150217113011
http://doi.org/10.2174/138920312803582960
http://doi.org/10.32607/20758251-2014-6-3-11-18
http://doi.org/10.2174/09298673113206660315
http://www.ncbi.nlm.nih.gov/pubmed/24180277
http://doi.org/10.1042/BJ20041892
http://www.ncbi.nlm.nih.gov/pubmed/15847607
http://doi.org/10.7314/APJCP.2012.13.10.4855
http://www.ncbi.nlm.nih.gov/pubmed/23244070
http://doi.org/10.1016/j.toxicon.2015.09.017
http://doi.org/10.3390/toxins11020075
http://doi.org/10.1016/S0006-3495(02)75156-4
http://doi.org/10.1046/j.1432-1327.1999.00478.x
http://doi.org/10.1021/acs.biochem.7b00453
http://doi.org/10.1080/07391102.2017.1389662
http://doi.org/10.1006/jmbi.2000.4283
http://doi.org/10.1021/acs.jcim.0c01137
http://doi.org/10.1111/j.1432-1033.1995.0213i.x
http://doi.org/10.1021/bi050172e
http://doi.org/10.1042/BCJ20180909


Toxins 2023, 15, 6 13 of 13

36. Suzuki, M.; Itoh, T.; Anuruddhe, B.M.; Bandaranayake, I.K.; Ranasinghe, J.G.S.; Athauda, S.B.; Moriyama, A. Molecular diversity
in venom proteins of the Russell’s viper (Daboia russellii russellii) and the Indian cobra (Naja naja) in Sri Lanka. Biomed. Res. 2010,
31, 71–81. [CrossRef]

37. Dubovskii, P.V.; Dubova, K.M.; Bourenkov, G.; Starkov, V.G.; Konshina, A.G.; Efremov, R.G.; Utkin, Y.N.; Samygina, V.R. Variability
in the Spatial Structure of the Central Loop in Cobra Cytotoxins Revealed by X-ray Analysis and Molecular Modeling. Toxins
2022, 14, 149. [CrossRef]

38. Dubinnyi, M.A.; Dubovskii, P.V.; Starkov, V.A.; Utkin, Y.N. The omega-loop of cobra cytotoxins tolerates multiple amino acid
substitutions. Biochem. Biophys. Res. Commun. 2021, 558, 141–146. [CrossRef]

39. Dubovskii, P.V.; Vorontsova, O.V.; Utkin, Y.N.; Arseniev, A.S.; Efremov, R.G.; Feofanov, A.V. Cobra cytotoxins: Determinants of
antibacterial activity. Mendeleev Commun. 2015, 21, 70–71. [CrossRef]

40. Weise, K.H.; Carlsson, F.H.; Joubert, F.J.; Strydom, D.J. Snake venom toxins. The purification of toxins VII1 and VII2, two cytotoxin
homologues from banded Egyptian cobra (Naja haje annulifera) venom, and the complete amino acid sequence of toxin VII1.
Hoppe Seylers Z Physiol. Chem. 1973, 354, 1317–1326. [CrossRef]

41. Suryamohan, K.; Krishnankutty, S.P.; Guillory, J.; Jevit, M.; Schroder, M.S.; Wu, M.; Kuriakose, B.; Mathew, O.K.; Perumal, R.C.;
Koludarov, I.; et al. The Indian cobra reference genome and transcriptome enables comprehensive identification of venom toxins.
Nat. Genet. 2020, 52, 106–117. [CrossRef] [PubMed]

42. Sivaraman, T.; Kumar, T.K.; Yang, P.W.; Yu, C. Cardiotoxin-like basic protein (CLBP) from Naja naja atra is not a cardiotoxin.
Toxicon 1997, 35, 1367–1371. [CrossRef] [PubMed]

43. Dubovskii, P.V.; Ignatova, A.A.; Feofanov, A.V.; Utkin, Y.N.; Efremov, R.G. Antibacterial activity of cardiotoxin-like basic
polypeptide from cobra venom. Bioorg. Med. Chem. Lett. 2020, 30, 126890. [CrossRef] [PubMed]

44. Lee, S.-C.; Lin, C.-C.; Wang, C.-H.; Wu, P.-L.; Huang, H.-W.; Chang, C.-I.; Wu, W.-G. Endocytotic routes of cobra cardiotoxins
depend on spatial distribution of positively charged and hydrophobic domains to target distinct types of sulfated glycoconjugates
on cell surface. J. Biol. Chem. 2014, 289, 20170–20181. [CrossRef]

45. Bordoli, L.; Kiefer, F.; Arnold, K.; Benkert, P.; Battey, J.; Schwede, T. Protein structure homology modeling using SWISS-MODEL
workspace. Nat. Protoc. 2009, 4, 1–13. [CrossRef]

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.

http://doi.org/10.2220/biomedres.31.71
http://doi.org/10.3390/toxins14020149
http://doi.org/10.1016/j.bbrc.2021.04.069
http://doi.org/10.1016/j.mencom.2015.01.026
http://doi.org/10.1515/bchm2.1973.354.2.1317
http://doi.org/10.1038/s41588-019-0559-8
http://www.ncbi.nlm.nih.gov/pubmed/31907489
http://doi.org/10.1016/S0041-0101(96)00205-X
http://www.ncbi.nlm.nih.gov/pubmed/9403962
http://doi.org/10.1016/j.bmcl.2019.126890
http://www.ncbi.nlm.nih.gov/pubmed/31870648
http://doi.org/10.1074/jbc.M114.557157
http://doi.org/10.1038/nprot.2008.197

	Introduction 
	Results 
	Discussion 
	Conclusions 
	Material and Methods 
	Chemicals 
	Isolation of Cytotoxins 
	Antibacterial Activity 
	Cytotoxic Activity 
	Structure Modeling of the Toxins 
	Calcein-Loaded Liposome Preparation 

	References

