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Abstract: Lung cancer is one of the most common types of cancer, accounting for approximately
15% of all cancer cases worldwide. Apoptosis is the dominant defense mechanism against tumor
development. The balance between pro- and antiapoptotic members of the Bcl-2 protein family can
determine cellular fate. The venom of predatory marine snails Conus is estimated to have 100–400
toxins called conotoxins. The family of α-conotoxins is known to consist of selective antagonists of
nicotinic acetylcholine receptors (nAChRs). Lung cancer cells overexpress several subunits of nAChRs
and are considered as an excellent target for new anticancer drugs. We compared the cytotoxic effect
of two synthetic peptides derived from Californiconus californicus, Cal14.1a, and Cal14.1b, which only
differ by one amino acid in their sequence, and compared their proapoptotic balance by Bax and
Bcl-2 mRNA expression. We determined the caspase-3 and -7 activation to demonstrate apoptosis
induction. Results showed that Cal14.1a induces a high Bax/Bcl-2 ratio in H1299 (lung cancer cells).
Although Cal14.1b has a cytotoxic effect on H1299 cells, reducing cell viability by 30%, it does not
increase the Bax/Bcl-2 ratio, which could be explained by the Glu in the 15th residue, which is crucial
for the ability of Cal14.1a to induce apoptosis.

Keywords: lung cancer; apoptosis; conotoxins; apoptosis; Bax/Bcl-2 ratio; caspases; structure
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1. Introduction

Cancer is a significant public health problem worldwide. Lung cancer is one of the leading
causes of cancer-related mortality throughout the world. Approximately 1.61 million new cases are
diagnosed each year, with 1.38 million documented deaths, and the five-year survival rate is only
15–17% [1–5]. Even though chemotherapy is the most effective treatment for most malignant tumors [3],
a variety of chemotherapeutics can cause severe side effects, such as vomiting, nausea, diarrhea,
constipation, oral and gastrointestinal mucositis that lead to anorexia, malabsorption, weight loss,
anemia, fatigue, and sepsis [6], leading to painful symptoms that result in the interruption of cancer
treatment [3]. In cancer, it is common for neoplastic cells to carry mutations in cell-death-related genes
that allow them to survive despite treatment and increase their ability to invade different tissues and
organs [7,8]. Apoptosis is the dominant defense mechanism against tumor development, and it is
essential for immunity, growth, and tissue homeostasis [9,10]. Dysregulation of apoptosis in cancer cells
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is considered to be one of the mechanisms of multidrug resistance [11]. The mitochondrial-mediated
pathway of apoptosis is regulated by the Bcl-2 family proteins, in which Bcl-2 and Bax are the main
antiapoptotic and proapoptotic proteins, respectively [12]. Therefore, the balance between pro- and
antiapoptotic members of this family can determine cellular fate. It has been shown that Bax/Bcl-2
ratio may be more important than the expression of either protein alone in determining the execution
of apoptosis, since an increased Bax/Bcl-2 ratio upregulates caspase-3, which in turn activates DNAses
that execute cell death [13–15].

Caspases are proteolytic enzymes primarily known for their role in controlling cell death and
inflammation. Caspase-3 is an effector enzyme that plays a significant role in apoptosis activation.
Increased levels of caspase-3 in tumor cells cause apoptosis and secretion of paracrine factors that
promote compensatory proliferation in surrounding healthy tissues [16].

Cancer chemoprevention is defined as the use of natural or synthetic compounds to prevent, slow,
suppress, or reverse the carcinogenic process [17]. It is estimated that over half the drugs currently
used for the treatment of cancer are either natural products or drugs derived from natural products [18].
The uniqueness, chemical diversity, and structural complexity of marine natural products represent an
unexploited source of potential compounds for use as biological probes or in drug discovery [19].

Predatory marine cone snails (Conus) have attracted the attention of biologists and pharmacologists
for the great pharmacological potential of their venom toxins. It is estimated that each Conus species
produces 100–400 venom toxins called conotoxins with almost no overlap in the toxin repertoire
between the 750 species [20–24]. These molecules are well-known for being highly selective to their
molecular targets, which include cell membrane receptors or ion channels [25–29]. The largest group
of characterized Conus spp peptides is the family of α-conotoxins that are selective antagonists of
the neuronal muscle subtype nicotinic acetylcholine receptors (nAChRs) [30]. Their disulfide bond
frameworks stabilize compact loop structures which are responsible for their high potency, receptor
subtype selectivity, and resistance to proteases. Due to their structural stability, relatively small size,
and target specificity, conotoxins are regarded as ideal molecular probes for target validation and
peptide drug discovery [31].

In 2016, it was reported that a 17 amino acid synthetic peptide derived from Californiconus
californicus named Cal14.1a has a cytotoxic effect in four lung cancer cell lines (H1299, H1437, H1975,
and H661). Apoptosis-related genes were evaluated to validate that Cal14.1a induces apoptosis via
caspase-3 and -7 activation. Results showed that Cal14.1a decreased cell viability, activated caspases,
and reduced expression of the prosurvival gene NFKB1 in H1299 and H1437 cell lines [32]. The amino
acid residues in the sequence of Cal14.1a and the cysteine pattern are fundamental for the affinity and
activity of α-conotoxins. In this study, we evaluate the properties to induce apoptosis of synthetic
peptide Cal14.1b; a synthetic peptide also derived from Californiconus caifornicus that only differs in
one amino acid from Cal14.1a, a Gly residue in position 15 instead of Glu. We compared Bax and
Bcl-2 expression through caspase-3 activation and Bax/Bcl-2 ratio in H1299 cells, between Cal14.1a
and Cal14.1b treatments in order to demonstrate the importance of amino acid sequence and peptide
structure to its function and receptor affinity.

2. Results

2.1. Cytotoxic Activity of Cal14.1b

The anticancer activity of Cal14.1b was evaluated by colorimetric MTS reactive, an assay commonly
used by cancer researchers to assess cell number, cell viability, and cytotoxicity in response to drug
treatment that measures mitochondrial enzymatic activity that occurs only in viable, proliferating
cells [33]. We can observe a significant reduction of cell viability after 24 h treatment with Cal14.1b, as
seen in Figure 1. The cytotoxic effect of Cal14.1a is also shown. Both synthetic peptides can decrease
cell proliferation in the H1299 lung cancer cell line. Staurosporine was used as a positive control (5 µM),
an indolo(2,3-alpha)carbazole that was discovered in the course of screening extracts of the bacterium
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Streptomyces sp. and has become the lead compound among the family of protein kinase C [34]. C+

showed a significant difference (p **< 0.001) compared to C− (nontreated cells) in terms of decreased
cell viability. All results were normalized to the negative control (C−, vehicle 1% DMSO).

Mar. Drugs 2020, 18, 10 3 of 12 

 

family of protein kinase C [34]. C+ showed a significant difference (p **< 0.001) compared to C− 
(nontreated cells) in terms of decreased cell viability. All results were normalized to the negative 
control (C−, vehicle 1% DMSO). 

 
Figure 1. Cytotoxic effect of Cal14.1b. H1299 cells were plated and treated with 27 μM Cal14.1a and 
Cal14.1b for 24 h. Cell viability was evaluated using MTS assay by measuring absorbance at 490 nm. 
5 μM of staurosporine was used as a positive control (C+). Results were expressed as mean ± SEM. P 
** < 0.01 vs. negative control (C−). Unpaired Student’s t-test was used for statistical analysis. 
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Using RT-qPCR, mRNA expression of significant genes involved in apoptosis activation and 
regulation, Bax and Bcl-2 (target genes), were analyzed. Threshold cycles of β-actin (reference gene) 
and the target genes were determined in each sample. Relative mRNA expression was normalized 
against C- of each treatment (Cal14.1a, Cal14.1b, C+, and C-) as calculated by the relative standard 
curve method [32]. Overexpression of antiapoptotic Bcl-2 family proteins facilities tumorigenesis and 
tumor progression. Apoptotic stimuli, such as DNA damage, activate tumor-suppressor p53, leading 
to apoptosis via upregulation of proapoptotic genes, including Bax [35]. Even though it has been 
shown that both Cal14.1a and Cal14.1b decreased cell viability up to 30% on H1299 cells, as seen in 
Figure 1, here, we observe that Cal14.1a increases the expression of Bax, whereas Cal14.1b has no 
significant difference compared to C-, as seen in Figure 2. C+ (staurosporine, 5 μM) decreased 
expression of Bax and increased expression of Bcl-2 compared to C-, contrary to our expectations for 
being an anticancer compound. Cal14.1a increased the expression of Bax considerably and, to a lesser 
extent, the expression of Bcl-2. Cal14.1b has no significant difference in Bax and Bcl-2 expression 
compared to untreated cells. Apoptosis-related genes after peptide treatment had an unexpected 
result, but an important outcome, and observed a significant difference in the Bax expression between 
Cal14.1a and Cal14.1b. These data demonstrate that both peptides have differences in apoptosis 
activation in lung cancer cells, although their sequences only differ by one amino acid. 

Figure 1. Cytotoxic effect of Cal14.1b. H1299 cells were plated and treated with 27 µM Cal14.1a and
Cal14.1b for 24 h. Cell viability was evaluated using MTS assay by measuring absorbance at 490 nm. 5
µM of staurosporine was used as a positive control (C+). Results were expressed as mean ± SEM. P **
< 0.01 vs. negative control (C−). Unpaired Student’s t-test was used for statistical analysis.

2.2. mRNA Expression of Bax/Bcl-2 in H1299 after Cal14.1a and Cal14.1b Treatment

Using RT-qPCR, mRNA expression of significant genes involved in apoptosis activation and
regulation, Bax and Bcl-2 (target genes), were analyzed. Threshold cycles of β-actin (reference gene)
and the target genes were determined in each sample. Relative mRNA expression was normalized
against C- of each treatment (Cal14.1a, Cal14.1b, C+, and C-) as calculated by the relative standard
curve method [32]. Overexpression of antiapoptotic Bcl-2 family proteins facilities tumorigenesis and
tumor progression. Apoptotic stimuli, such as DNA damage, activate tumor-suppressor p53, leading to
apoptosis via upregulation of proapoptotic genes, including Bax [35]. Even though it has been shown
that both Cal14.1a and Cal14.1b decreased cell viability up to 30% on H1299 cells, as seen in Figure 1,
here, we observe that Cal14.1a increases the expression of Bax, whereas Cal14.1b has no significant
difference compared to C-, as seen in Figure 2. C+ (staurosporine, 5 µM) decreased expression of Bax
and increased expression of Bcl-2 compared to C-, contrary to our expectations for being an anticancer
compound. Cal14.1a increased the expression of Bax considerably and, to a lesser extent, the expression
of Bcl-2. Cal14.1b has no significant difference in Bax and Bcl-2 expression compared to untreated cells.
Apoptosis-related genes after peptide treatment had an unexpected result, but an important outcome,
and observed a significant difference in the Bax expression between Cal14.1a and Cal14.1b. These data
demonstrate that both peptides have differences in apoptosis activation in lung cancer cells, although
their sequences only differ by one amino acid.
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Figure 2. mRNA expression profile of Bax and Bcl-2 in H1299 after Cal14.1a and Cal14.1b treatment. 
Cells were treated with Cal14.1a and Cal14.1b (both at 56 μM) for 24 h. A total of 2 μg of RNA was 
reverse-transcribed. mRNA levels were compared by RT-PCR and results were normalized to β-actin 
gene and expressed as mean ± SD to C-. Staurosporine (5 μM) was used as C+. * p < 0.05, ** p < 0.01 
vs. C- (unpaired Student’s t-test). 

2.3. Bax/Bcl-2 Ratio  

In the present work, we show that 12 h of treatment with Cal14.1a induces higher relative 
expression of Bax to Bcl-2 at the mRNA level when compared to vehicle-treated cells. In contrast, 
Cal14.1b induces higher mRNA levels of Bcl-2 related to Bax, as seen in Table 1. These results suggest 
that Cal14.1a, but not Cal14.1b, induces a proapoptotic state in H1299 cells. 

Table 1. Proapoptotic index (Bax/Bcl-2 mRNA expression). 

Peptide Bax Bcl-2 Bax/Bcl-2 ratio 
Cal14.1a 5.47 3.06 1.79 
Cal14.1b 0.33 1.41 0.24 

2.4. Apoptosis Activation through Caspase-3 and -7 

Caspases are a family of cysteine proteases that are key in the execution of cell death programs, 
such as apoptosis. Proteolytic cleavage leads to essential changes in cell morphology, such as 
membrane blebbing, DNA fragmentation, and formation of apoptotic vesicles [36]. Effector caspases 
3 and 7 are the apoptosis executioners and have several similarities to each other, such as their 
activities and substrates [37]. Caspase-3 and -7 activation was analyzed using the commercial kit 
CellEvent Caspase-3/7 by fluorescence microscopy. This kit is based on the emission of fluorescence 
upon cleavage of the fluorescently labeled DEVD peptide. H1299 cells were also stained with Hoechst 
33342 and propidium iodide (PI); the latter is used to identify necrotic or apoptotic cells [32]. The 
membrane-impermeable dye PI binds directly to the DNA, which is only possible upon membrane 
damage, occurring at late apoptotic or early necroptotic events [38].  

After incubating H1299 cells for 24 h with Cal14.1a and Cal14.1b (27 μM), we observed the 
activation of caspase-3 and-7 by Cal14.1a treatment. On the contrary, cells treated with Cal14.1b 
showed no fluorescence, as well as C- and C+. These results demonstrate that Cal14.1a can activate 
apoptosis in H1299 cells, as seen in Figure 3. 

Figure 2. mRNA expression profile of Bax and Bcl-2 in H1299 after Cal14.1a and Cal14.1b treatment.
Cells were treated with Cal14.1a and Cal14.1b (both at 56 µM) for 24 h. A total of 2 µg of RNA was
reverse-transcribed. mRNA levels were compared by RT-PCR and results were normalized to β-actin
gene and expressed as mean ± SD to C-. Staurosporine (5 µM) was used as C+. * p < 0.05, ** p < 0.01 vs.
C- (unpaired Student’s t-test).

2.3. Bax/Bcl-2 Ratio

In the present work, we show that 12 h of treatment with Cal14.1a induces higher relative
expression of Bax to Bcl-2 at the mRNA level when compared to vehicle-treated cells. In contrast,
Cal14.1b induces higher mRNA levels of Bcl-2 related to Bax, as seen in Table 1. These results suggest
that Cal14.1a, but not Cal14.1b, induces a proapoptotic state in H1299 cells.

Table 1. Proapoptotic index (Bax/Bcl-2 mRNA expression).

Peptide Bax Bcl-2 Bax/Bcl-2 Ratio

Cal14.1a 5.47 3.06 1.79
Cal14.1b 0.33 1.41 0.24

2.4. Apoptosis Activation through Caspase-3 and -7

Caspases are a family of cysteine proteases that are key in the execution of cell death programs,
such as apoptosis. Proteolytic cleavage leads to essential changes in cell morphology, such as membrane
blebbing, DNA fragmentation, and formation of apoptotic vesicles [36]. Effector caspases 3 and 7
are the apoptosis executioners and have several similarities to each other, such as their activities
and substrates [37]. Caspase-3 and -7 activation was analyzed using the commercial kit CellEvent™
Caspase-3/7 by fluorescence microscopy. This kit is based on the emission of fluorescence upon
cleavage of the fluorescently labeled DEVD peptide. H1299 cells were also stained with Hoechst
33342 and propidium iodide (PI); the latter is used to identify necrotic or apoptotic cells [32]. The
membrane-impermeable dye PI binds directly to the DNA, which is only possible upon membrane
damage, occurring at late apoptotic or early necroptotic events [38].

After incubating H1299 cells for 24 h with Cal14.1a and Cal14.1b (27 µM), we observed the
activation of caspase-3 and-7 by Cal14.1a treatment. On the contrary, cells treated with Cal14.1b
showed no fluorescence, as well as C- and C+. These results demonstrate that Cal14.1a can activate
apoptosis in H1299 cells, as seen in Figure 3.
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Figure 3. Caspase-3 and -7 activation in H1299 cells after Cal14.1a and Cal14.1b treatment. Image 
showing C- (vehicle 1% DMSO), C+ (staurosporine 5 μM), Cal14.1a (27 μM) and Cal14-1b (27 μM) 24 
h treatments at 460× magnification. Results expressed as positive to caspase-3 and -7 (green) and PI 
(red). 

2.5. Cal14.1a and Cal14.1b Structure Prediction 

The synthetic conotoxins Cal14.1a and Cal14.1b were modeled using a homology-based 
prediction program, and their three-dimensional structures were obtained. The different 
conformation structures are presented in the Supporting Information for Cal14.1a, as seen in Table 
S1 and Cal14.1b, as seen in Table S2. As depicted in Figure 4, all the refined 3D models of conotoxins 
had better scores in the Ramachandran plots than the structures obtained by experimental methods. 
The residue percentage of the most preferred region (A, B, L) for Cal14.1a (91.7%) and Cal14.1b 
(90.5%) are satisfactory compared with the percentage of the conotoxin MVIIA obtained by NMR 
spectroscopy (35.0%). In Figure 5, it is evident that, although both conotoxins are related, their 3D 
structures are different.  

 
Figure 4. Cal14.1a and Cal14.1b structure prediction compared with conotoxin MVIIA downloaded 
from www.PDB.org. (A) Crystal structure and Ramachandran plot of MVIIA (1FEO) shown in 
magenta. Refined model structure and their respectively Ramachandran plot of (B) conotoxin 
Cal14.1a shown in cyan and (C) Cal14.1b shown in green. The differences of each model are in the 
amino acid at position 15 (show side chain). 
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Figure 3. Caspase-3 and -7 activation in H1299 cells after Cal14.1a and Cal14.1b treatment. Image
showing C- (vehicle 1% DMSO), C+ (staurosporine 5 µM), Cal14.1a (27 µM) and Cal14-1b (27 µM) 24 h
treatments at 460×magnification. Results expressed as positive to caspase-3 and -7 (green) and PI (red).

2.5. Cal14.1a and Cal14.1b Structure Prediction

The synthetic conotoxins Cal14.1a and Cal14.1b were modeled using a homology-based prediction
program, and their three-dimensional structures were obtained. The different conformation structures
are presented in the Supporting Information for Cal14.1a, as seen in Table S1 and Cal14.1b, as seen
in Table S2. As depicted in Figure 4, all the refined 3D models of conotoxins had better scores in the
Ramachandran plots than the structures obtained by experimental methods. The residue percentage of
the most preferred region (A, B, L) for Cal14.1a (91.7%) and Cal14.1b (90.5%) are satisfactory compared
with the percentage of the conotoxin MVIIA obtained by NMR spectroscopy (35.0%). In Figure 5, it is
evident that, although both conotoxins are related, their 3D structures are different.
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Figure 4. Cal14.1a and Cal14.1b structure prediction compared with conotoxin MVIIA downloaded
from www.PDB.org. (A) Crystal structure and Ramachandran plot of MVIIA (1FEO) shown in magenta.
Refined model structure and their respectively Ramachandran plot of (B) conotoxin Cal14.1a shown in
cyan and (C) Cal14.1b shown in green. The differences of each model are in the amino acid at position
15 (show side chain).
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difference between the conotoxins is shown: red—Glu15 in Cal14.1a; gray—Gly15 in Cal14.1b. 
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GDCPPWCVGARCRAGKC, respectively) were based on previous works from our group (both 
peptides have Cys bond pattern Cys3–Cys12 and Cys7–Cys17). Both peptides are part of a new 
superfamily named J2 [39]. These two synthetic peptides contain four cysteines residues belonging to 
framework XIV; although this pattern definition is loose, it is defined as having at least one residue 
separating each of the cysteine residues. Because of this loose definition, structures of framework XIV 
adopt different structures that are classified into folds F, G, and A2, which can display globular 
disulfide connectivity [31]. However, the cysteine pattern in Cal14.1a and Cal14.1b, and two prolines 
followed by first cysteine, are highly conserved with other conotoxins that are active against 
acetylcholine nicotinic receptors (nAChRs), such as It14a form Conus literattus, Pu14a from Conus 
pulicarius, and ts14a from Conus tessulatus [40–42]. It has been reported that aliphatic residues, such 
as Leu and Val, that are in critical positions (position 7) in the conotoxin sequence, increase their 
affinity for nAChRs [42,43]. NAChRs are ligand-ligated ion channels composed of five different 
subunits, including α, β, δ, ε, or γ, wherein α and β are the main subunits [44,45]. 

It is widely reported that lung cancer cells express various nAChRs subunits, and their 
overexpression is involved in disease progression and resistance [46–50]. In a previous work, we 
reported that H1299 lung cancer cells expressed several nAChRs subunits, especially α5 and α7 [32]. 
Here, we demonstrate that Cal14.1a and Cal14.1b decrease the cell viability of H1299 cell line by up 
to 40%, as seen in Figure 1. Therefore, we can assume that both synthetic peptides act against nAChRs 
expressed on H1299 cells.  

Cancer cells can become resistant to anticancer drugs. One of the mechanisms of anticancer 
therapy resistance is their capacity to resist drug-induced apoptosis. The Bcl-2 family, including 
antiapoptotic Bcl-2 and proapoptotic Bax, are the primary regulatory genes of apoptosis [2]. 
Resistance to apoptosis is known to play a role in drug resistance in non-small cell lung cancer [51].  

We determined Bax and Bcl-2 mRNA expression on H1299 cells exposed to Cal14.1a and 
Cal14.1b treatments. The expression pattern had an exciting outcome. Bax mRNA levels increased 
significantly (15-fold) after Cal14.1a treatment, whereas Cal14.1b showed no significative difference 
in Bax expression, and C+ decreased its expression compared to the negative control (C-), as seen in 
Figure 2. We expected the same Bax levels with C+ due to its known apoptosis-inducing activity. 
Nevertheless, Bcl-2 was significantly increased with Cal14.1a and C+. Surprisingly, it has been 
reported that increased Bcl-2 expression is associated with some favorable prognostic factors in 
endometrial carcinoma [13]. For Bcl-2 expression, Cal14.1a again showed no difference between C- 
levels, as seen in Figure 2. We can assume that Cal14.1b has no implication on Bax or Bcl-2 expression 
for death cell. Expression of Bax and Bcl-2 proteins may be helpful in predicting clinical outcome, 

Figure 5. Structural alignment of the models of conotoxins Cal14.1a (cyan) and Cal14.1b (green). The
difference between the conotoxins is shown: red—Glu15 in Cal14.1a; gray—Gly15 in Cal14.1b.

3. Discussion

The sequences of the synthetic peptides Cal14.1a and Cal14.1b (GDCPPWCVGARCRAEKC
and GDCPPWCVGARCRAGKC, respectively) were based on previous works from our group (both
peptides have Cys bond pattern Cys3–Cys12 and Cys7–Cys17). Both peptides are part of a new
superfamily named J2 [39]. These two synthetic peptides contain four cysteines residues belonging to
framework XIV; although this pattern definition is loose, it is defined as having at least one residue
separating each of the cysteine residues. Because of this loose definition, structures of framework XIV
adopt different structures that are classified into folds F, G, and A2, which can display globular disulfide
connectivity [31]. However, the cysteine pattern in Cal14.1a and Cal14.1b, and two prolines followed
by first cysteine, are highly conserved with other conotoxins that are active against acetylcholine
nicotinic receptors (nAChRs), such as It14a form Conus literattus, Pu14a from Conus pulicarius, and ts14a
from Conus tessulatus [40–42]. It has been reported that aliphatic residues, such as Leu and Val, that are
in critical positions (position 7) in the conotoxin sequence, increase their affinity for nAChRs [42,43].
NAChRs are ligand-ligated ion channels composed of five different subunits, including α, β, δ, ε, or γ,
wherein α and β are the main subunits [44,45].

It is widely reported that lung cancer cells express various nAChRs subunits, and their
overexpression is involved in disease progression and resistance [46–50]. In a previous work, we
reported that H1299 lung cancer cells expressed several nAChRs subunits, especially α5 and α7 [32].
Here, we demonstrate that Cal14.1a and Cal14.1b decrease the cell viability of H1299 cell line by up to
40%, as seen in Figure 1. Therefore, we can assume that both synthetic peptides act against nAChRs
expressed on H1299 cells.

Cancer cells can become resistant to anticancer drugs. One of the mechanisms of anticancer
therapy resistance is their capacity to resist drug-induced apoptosis. The Bcl-2 family, including
antiapoptotic Bcl-2 and proapoptotic Bax, are the primary regulatory genes of apoptosis [2]. Resistance
to apoptosis is known to play a role in drug resistance in non-small cell lung cancer [51].

We determined Bax and Bcl-2 mRNA expression on H1299 cells exposed to Cal14.1a and Cal14.1b
treatments. The expression pattern had an exciting outcome. Bax mRNA levels increased significantly
(15-fold) after Cal14.1a treatment, whereas Cal14.1b showed no significative difference in Bax expression,
and C+ decreased its expression compared to the negative control (C-), as seen in Figure 2. We expected
the same Bax levels with C+ due to its known apoptosis-inducing activity. Nevertheless, Bcl-2 was
significantly increased with Cal14.1a and C+. Surprisingly, it has been reported that increased Bcl-2
expression is associated with some favorable prognostic factors in endometrial carcinoma [13]. For
Bcl-2 expression, Cal14.1a again showed no difference between C- levels, as seen in Figure 2. We can
assume that Cal14.1b has no implication on Bax or Bcl-2 expression for death cell. Expression of Bax
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and Bcl-2 proteins may be helpful in predicting clinical outcome, patients survival, and response to
chemotherapeutic agents in colorectal carcinoma [52–54]. Although several studies have reported
the prognostic significance counteracting both Bax and Bcl-2, most of them have failed to find a
significant relationship between Bcl-2 expression levels and clinicopathological parameters of colorectal
cancer [14].

Kulsoom et al. [11] observed no significant association of Bax or Bcl-2 expression with remission,
disease-free survival, or overall survival among acute myeloid leukemia. The expression pattern of
Bax and Bcl-2 not only differs between various cancer, but even within the same cancer. This could
explain differences in Bax and Bcl-2 expression after Cal14.1a and Cal14.1b treatments. Bax/Bcl-2 ratio
can act as a rheostat, which determines cell susceptibility to apoptosis [55]. Lower levels of this ratio
may lead to resistance of human cancer cells to apoptosis. Thus, the Bax/Bcl-2 ratio can affect tumor
progression and aggressiveness [14]. Our results show that Cal14.1a induces a much higher Bax/Bcl-2
ratio compared to Cal14.1b, as seen in Table 1. It has been reported that Bax and Bcl-2 expression
is the most predictive outcome when combined as Bax/Bcl-2 expression ratio in colorectal tumors
compared to expression levels of the Bax and Bcl-2 genes alone [14]. A study reported a serine protease
obtained from Nereis virens (NAP) that increased the Bax/Bcl-2 ratio mRNA expression in H1299 lung
cancer cells, which may cause Ca2+ overload of the mitochondria and decrease the mitochondrial
membrane potential.

Furthermore, this could lead to the release of Cytochrome C and activation of caspases in
mitochondria-dependent pathways [1]. It is known that a high Bax/Bcl-2 ratio in laryngeal squamous
cell carcinoma is related to favorable prognosis, decreased risk of patient relapse, and higher disease-free
survival [56]. Therefore, the high Bax/Bcl-2 ratio appears to be an indicator of good prognostic outcome
of cancer.

We determined caspase-3 and -7 expression after Cal14.1a and Cal14.1b treatments on H1299 lung
cancer cells. Increased caspase-3 induces apoptosis [2]. Results have shown that Cal14.1a promotes
full activation of caspase-3 and -7 compared to C-, while Cal14.1b and C+ present no activation of
caspases, as in C-, as seen in Figure 3. These results could explain the mRNA expression pattern that
was observed with both synthetic peptides and higher Bax/Bcl-2 ratio of Cal14.1a. We suggest that
Cal14.1b induces cell death, as seen in Figure 1, through an apoptosis-independent pathway [8].

Cal14.1a and Cal14.1b only differ in one amino acid, a glutamic acid (Glu) at position 15 instead
of glycine (Gly), respectively. It is known that one amino acid substitution has a direct contribution
to conotoxin function and affinity for its receptor [57]. Glu is quite frequently involved in proteins’
active or binding sites. This amino acid is charged and polar, and it generally is found on the surface
of proteins. Moreover, Gly is unique as it contains hydrogen as its side chain; this means that there
is much more conformational flexibility in glycine, and as a result of this, it can reside in parts of
protein structure that are forbidden to all other amino acids. If one glycine is changed to any other
amino acid, could have a drastic impact on function [58]. A previous study showed that a single amino
acid substitution in TxID, an α-conotoxin from Conus textile, shifted its selectivity on nAChRs [57].
The structure–activity relationship of RgIA, an α-conotoxin from Conus regius using site mutagenesis,
revealed that four residues (Asp-5, Pro-6, and Arg-7 at loop I, Arg-9 at loop II) were crucial for its
high-affinity binding to the α9β10 nAChR [59]. TxID identified from Conus textile is the most potent
reported antagonist of α3β4 nAChR, but also exhibits inhibition of α6β4 nAChR. Yu et al. [45] showed
that one amino acid substitution of Lys instead of Ser in the original sequence resulted in high selectively
for α3β4 and had no affinity for α6β4 nAChR, which suggests that Ser at position 9 plays a vital role in
the selectivity of the peptide.

Hence, the substitution of one amino acid in the conotoxin sequence is crucial for its function and
receptor affinity. Here, we demonstrate for the first time that amino acid substitution in Cal14.1a and
Cal14.1b causes a significant difference in apoptosis induction in lung cancer cells.
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4. Materials and Methods

4.1. Cancer Cells Culture

Human H1299 lung cancer cells (carcinoma, non-small) were cultured with RMPI-16140 medium
supplemented with 10% heat-inactivated fetal bovine serum (FBS, Sigma-Aldrich) and 1% antimycotic
antibiotic (10,000 units penicillin, 10 mg streptomycin and 25 mg/mL amphotericin B, Sigma-Aldrich).
Cells were incubated at 37 ◦C with 5% CO2. The H1299 cell line was acquired from ATCC (Manassas,
United States).

4.2. Cytotoxicity Assay

Cytotoxicity was evaluated using a colorimetric reaction named CellTiter 96 Aqueous One Solution
Proliferation Assay Kit MTS (Promega). In the MTS reaction, a tetrazolium salt is converted into a
soluble formazan product (colored) by enzymes in live cells. The amount of formazan is directly
proportional to the number of viable cells. A total of 5 × 104 cells per well were added to culture plate.
Cells were incubated 24 h at 37 ◦C with 5% CO2. A total of 27 and 28 µM of Cal14.1a and Cal14.1b
were added, respectively. As the positive control (C+) staurosporine was used at 5 µM (dissolved
in 1% DMSO). For the negative control (C-), cells were treated with 1% DMSO vehicle. After 24 h
incubation, 20 µL of MTS were added to each treatment and the number of viable cells were determined
by measuring absorbance at 490 nm on microplate reader EPOCH (BioTek, Winooski, United States).

4.3. Quantitative Real-Time PCR (RT-qPCR) Analysis

RNA extraction and quantitative RT-qPCR analysis was performed according to previous reported
method [32]. Briefly, RNA was isolated with Tri Reagent® (Sigma-Aldrich, Toluca, México). RNA
was reverse transcribed using a Superscript III cDNA synthesis kit (Invitrogen, Ciudad de México,
México). 7500 Real-Time PCR system (Applied Biosystems Ciudad de México, México) and SybrGreen
mix was used to obtain PCR reactions with forward and reverse primers designed from the mRNa
sequence. mRNA expression was normalized to β-actin expression, and then was compared to C−
mRNA expression. Fold changes were expressed as the mean ± SD.

4.4. Fluorescence Microscopy

Caspase-3 and -7 activation were evaluated by fluorescence microscopy using
CellEvent™Caspase-3/7 Green Detection Reagent (Life Technologies Ciudad de México, México)
as we reported before [32]. H1299 cells were seeded in 96-well plates and incubated 24 h with 27
µM of Cal14.1a and Cal14.1b. Both controls, C+ (5 µM staurosporine) and C−, were also added as
treatments. Then, 5 µM of CellEvent™Caspase-3/7 Green Detection Reagent, 10 µg/mL Hoechst 33342
and 50 µg/mL propidium iodide (PI) were added to each treatment and incubated 30 min at 37 ◦C
with 5% CO2. Culture plate was exposed to blue channel filter (excitation at 350 nm), green channel
(excitation at 502 nm), and red channel (excitation at 535 nm) to capture the fluorescence of CellEvent
Caspase-3/7 Reagent, Hoechst 33342 and PI, respectively. Cell imaging was obtained with EVOS FLoid
Cell Imaging Station (Life Technologies Ciudad de México, México) at 20×magnification.

4.5. Statistical Analysis

Data were analyzed by unpaired Student’s t-test comparing differences among treatments.
GraphPad Prism 7 software was used. A p value ≤ 0.05 was considered statistically significant.

4.6. Proapoptotic Index

The proapoptotic index was calculated using the data from relative expression levels of Bax and
Bcl-2 mRNA comparted to untreated cells (negative control) and cells treated with staurosporine
(positive control). Briefly, the relative expression of Bax and Bcl-2 was calculated in all groups using
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β-actin as an expression control. Then, the proportion of Bax/Bcl-2 was calculated using this data. If
the proportion of Bax/Bcl-2 is higher than 1, then it is considered a proapoptotic signal. Conversely,
if it is lower than 1, then the signal is antiapoptotic. Bax/Bcl-2 proportion was calculated from
duplicate experiments.

4.7. Homology Modeling

The three-dimensional structure of each synthetic conotoxin (Cal14.1a and Cal14.1b) was predicted
by homology-based modeling using MODELLER v.9.16 [60] through a strategy known as “Advanced
Modeling”. BLAST-P was used to identify the potential consensus template structures for modeling.
Each synthetic conotoxin was modeled based on three distinct protein scaffolds of the same protein
(Omega-conotoxin MVIIA) with 56% identity. The template PDB files were downloaded from the
Protein Data Bank (PDB), with PDB ID 1FEO, 1OMG, and 1DW4.

4.8. Molecular Dynamics—Simulated Annealing Strategy

After homology modeling, the 3D structures of the synthetic conotoxins were refined by simulated
annealing (SA) calculations with software named Nanoscale Molecular Dynamics (NAMD) [61],
followed by analysis and visualization of the results using the molecular graphics software Visual
Molecular Dynamics (VMD) [62] and MacPyMOL: PyMOL v1.7.4.4 Edu Enhanced for Mac OS X. For
quality control purposes, Ramachandran plots of the synthetic conotoxin structures were obtained
with PROCHECK [63] and compared to the Omega-conotoxin MVIIA.

The simulations were performed in a box of TIP3P water molecules as the solvent in all cases with
periodical boundary conditions, where an NPT ensemble was assumed—constant number of particles
(N) and constant isobaric (P) and isothermal (T) conditions. The pressure was set to 1 atmosphere and
the temperature to 300 K. These periodical boundary conditions were coupled to annealing (heating)
and relaxation (cooling) steps iteratively. After annealing and cooling, each mutated scaffold was
subject to molecular dynamics analysis at 300 K and 1 atmosphere for 25 ns. Analysis of atom trajectory
coordinates and energies were written to disk every 10 ps. After the simulated annealing and molecular
dynamics calculations, the different conformations were grouped based on their total energy stability
during the simulation, in order to find the most thermodynamically stable protein conformation by
selecting the structure with the longest existence time.

5. Conclusions

We demonstrated that Cal14.1a induced apoptosis in lung cancer cell line H1299 via caspase
activation and proapoptotic Bax/Bcl-2 ratio. This induction is dependent on a specific amino acid
sequence. The position of a Glu at position 15 is necessary for the ability of Cal14.1a to induce apoptosis
via Bax/Bcl-2.

Supplementary Materials: The following are available online at http://www.mdpi.com/1660-3397/18/1/10/s1, Table
S1: Cal14.1a´s structures conformations after molecular dynamics, Table S2: Cal14.1b´s structures conformations
after molecular dynamics.

Author Contributions: Conceived and designed the experiments, I.O.-P., C.Á.-D., K.C.-L., A.F.L.-N., S.D.-E.;
methodology, I.O.-P., C.Á.-D., K.C.-L., A.F.L.-N. and S.D.-E.; writing—original draft preparation, I.O.-P.;
writing-review and editing, I.O.-P., C.Á.-D., K.C.-L., A.F.L.-N. and S.D.-E.; funding acquisition, A.F.L.-N.,
validation, C.Á.-D., K.C.-L., A.F.L.-N. and S.D.-E. All authors have read and agreed to the published version of
the manuscript.

Funding: This research was funded by Centro de Investigación Científica y Educación Superior de Ensenada
(CICESE), project number 685101.

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

http://www.mdpi.com/1660-3397/18/1/10/s1


Mar. Drugs 2020, 18, 10 10 of 13

References

1. Tang, Y.; Yu, F.; Zhang, G.; Yang, Z.; Huang, F.; Ding, G. A Purified Serine Protease from Nereis virens and Its
Impaction of Apoptosis on Human Lung Cancer Cells. Molecules 2017, 22, 1123. [CrossRef] [PubMed]

2. Yamagata, K.; Fujiwara, A.; Onodera, D.; Motoki, T. Lutein regulates the expression of apoptosis-related
genes and stem cell markers in A549 human lung cancer cells. Nat. Prod. Commun. 2017, 12, 897–900.
[CrossRef]

3. Wang, H.; Li, X.; Zhangsun, D.; Yu, G.; Su, R.; Luo, S. The α9α10 Nicotinic Acetylcholine Receptor Antagonist
αO-Conotoxin GeXIVA[1,2] Alleviates and Reverses Chemotherapy-Induced Neuripathic Pain. Mar. Drugs
2019, 17, 265. [CrossRef] [PubMed]

4. Oser, M.G.; Niederst, M.J.; Sequist, L.V.; Engelman, J.A. Transformation from non-small-cell lung cancer to
small-cell lung cancer: Molecular drivers and cells of origin. Lancet Oncol. 2015, 16, e165–e172. [CrossRef]

5. Leech, S.H.; Olie, R.A.; Gautschi, O.; Simões-Wüst, A.P.; Tschopp, S.; Häner, R.; Hall, J.; Stahel, R.A.;
Zangemeister-Wittke, U. Induction of apoptosis in lung-cancer cells following bcl-xL anti-sense treatment.
Int. J. Cancer 2000, 86, 570–576. [CrossRef]

6. Nurgali, K.; Jagoe, R.T.; Abalo, R. Editorial: Adverse effects of cancer chemotherapy: Anything new to
improve tolerance and reduce sequelae? Front. Pharmacol. 2018, 9, 1–3. [CrossRef]

7. Solano-Gálvez, S.; Abadi-Chiriti, J.; Gutiérrez-Velez, L.; Rodríguez-Puente, E.; Konstat-Korzenny, E.;
Álvarez-Hernández, D.-A.; Franyuti-Kelly, G.; Gutiérrez-Kobeh, L.; Vázquez-López, R. Apoptosis: Activation
and Inhibition in Health and Disease. Med. Sci. 2018, 6, 54. [CrossRef]

8. Álvarez-Delgado, C.; Reyes-Chilpa, R.; Estrada-Muñiz, E.; Mendoza-Rodríguez, C.A.; Quintero-Ruiz, A.;
Solano, J.; Cerbón, M.A. Coumarin A/AA induces apoptosis-like cell death in HeLa cells mediated by the
release of apoptosis-inducing factor. J. Biochem. Mol. Toxicol. 2009, 23, 263–272. [CrossRef]

9. Edlich, F. BCL-2 proteins and apoptosis: Recent insights and unknowns. Biochem. Biophys. Res. Commun.
2018, 500, 26–34. [CrossRef]

10. Chu, C.Y.; Tsai, Y.Y.; Wang, C.J.; Lin, W.L.; Tseng, T.H. Induction of apoptosis by esculetin in human leukemia
cells. Eur. J. Pharmacol. 2001, 416, 25–32. [CrossRef]

11. Kulsoom, B.; Shamsi, T.S.; Afsar, N.A.; Memon, Z.; Ahmed, N.; Hasnain, S.N. Bax, Bcl-2, and Bax/Bcl-2 as
prognostic markers in acute myeloid leukemia: Are we ready for bcl-2-directed therapy? Cancer Manag. Res.
2018, 10, 403–416. [CrossRef] [PubMed]

12. Pfeffer, C.M.; Singh, A.T.K. Apoptosis: A target for anticancer therapy. Int. J. Mol. Sci. 2018, 19, 448.
[CrossRef] [PubMed]

13. Aghdaei, H.A.; Kadijani, A.A.; Sorrentino, D.; Mirzaei, A.; Shahrokh, S.; Balaii, H.; Geraci, M.; Zali, M.R.
An increased Bax/Bcl-2 ratio in circulating inflammatory cells predicts primary response to infliximab in
inflammatory bowel disease patients. United Eur. Gastroenterol. J. 2018, 6, 1074–1081. [CrossRef] [PubMed]

14. Khodapasand, E.; Jafarzadeh, N.; Farrokhi, F.; Kamalidehghan, B.; Houshmand, M. Is Bax/Bcl-2 ratio
considered as a prognostic marker with age and tumor location in colorectal cancer? Iran. Biomed. J. 2015, 19,
69–75. [PubMed]

15. Knight, T.; Luedtke, D.; Edwards, H.; Taub, J.W.; Ge, Y. A delicate balance—The BCL-2 family and its role
in apoptosis, oncogenesis, and cancer therapeutics. Biochem. Pharmacol. 2019, 162, 250–261. [CrossRef]
[PubMed]

16. Shalini, S.; Dorstyn, L.; Dawar, S.; Kumar, S. Old, new and emerging functions of caspases. Cell Death Differ.
2015, 22, 526–539. [CrossRef]

17. Ko, E.-Y.; Moon, A. Natural Products for Chemoprevention of Breast Cancer. J. Cancer Prev. 2015, 20, 223–231.
[CrossRef]

18. Livett, B.G.; Gayler, K.R.; Khalil, Z. Drugs from the Sea: Conopeptides as Potential Therapeutics. Curr. Med.
Chem. 2012, 11, 1715–1723. [CrossRef]

19. Guzmán, E.A.; Maers, K.; Roberts, J.; Kemami-Wangun, H.V.; Harmody, D.; Wright, A.E. The Marine Natural
Product Microsclerodermin A is a Novel Inhibitor of the Nuclear Factor Kappa B and Induces Apoptosis in
Pancreatic Cancer Cells. Investig. New Drugs 2015, 33, 86–94. [CrossRef]

20. Li, Q.; Watkins, M.; Robinson, S.D.; Safavi-Hemami, H.; Yandell, M. Discovery of novel conotoxin candidates
using machine learning. Toxins 2018, 10, 503. [CrossRef]

http://dx.doi.org/10.3390/molecules22071123
http://www.ncbi.nlm.nih.gov/pubmed/28686182
http://dx.doi.org/10.1177/1934578X1701200616
http://dx.doi.org/10.3390/md17050265
http://www.ncbi.nlm.nih.gov/pubmed/31060282
http://dx.doi.org/10.1016/S1470-2045(14)71180-5
http://dx.doi.org/10.1002/(SICI)1097-0215(20000515)86:4&lt;570::AID-IJC20&gt;3.0.CO;2-T
http://dx.doi.org/10.3389/fphar.2018.00245
http://dx.doi.org/10.3390/medsci6030054
http://dx.doi.org/10.1002/jbt.20288
http://dx.doi.org/10.1016/j.bbrc.2017.06.190
http://dx.doi.org/10.1016/S0014-2999(01)00859-7
http://dx.doi.org/10.2147/CMAR.S154608
http://www.ncbi.nlm.nih.gov/pubmed/29535553
http://dx.doi.org/10.3390/ijms19020448
http://www.ncbi.nlm.nih.gov/pubmed/29393886
http://dx.doi.org/10.1177/2050640618774637
http://www.ncbi.nlm.nih.gov/pubmed/30228896
http://www.ncbi.nlm.nih.gov/pubmed/25864810
http://dx.doi.org/10.1016/j.bcp.2019.01.015
http://www.ncbi.nlm.nih.gov/pubmed/30668936
http://dx.doi.org/10.1038/cdd.2014.216
http://dx.doi.org/10.15430/JCP.2015.20.4.223
http://dx.doi.org/10.2174/0929867043364928
http://dx.doi.org/10.1007/s10637-014-0185-3
http://dx.doi.org/10.3390/toxins10120503


Mar. Drugs 2020, 18, 10 11 of 13

21. Azam, L.; McIntosh, J.M. Alpha-conotoxins as pharmacological probes of nicotinic acetylcholine receptors.
Acta Pharmacol. Sin. 2009, 30, 771–783. [CrossRef] [PubMed]

22. Zhou, M.; Wang, L.; Wu, Y.; Liu, J.; Sun, D.; Zhu, X.; Feng, Y.; Qin, M.; Chen, S.; Xu, A. Soluble expression
and sodium channel activity of lt16a, a novel framework XVI conotoxin from the M-superfamily. Toxicon
2015, 98, 5–11. [CrossRef]

23. Olivera, B.M.; Teichert, R.W. Diversity of the Neurotoxic Conus Peptides: A Model for Concerted
Pharmacological Discovery. Mol. Interv. 2007, 7, 251–260. [CrossRef] [PubMed]

24. Gao, B.; Peng, C.; Zhu, Y.; Sun, Y.; Zhao, T.; Huang, Y.; Shi, Q. High throughput identification of novel
conotoxins from the vermivorous oak cone snail (Conus quercinus) by transcriptome sequencing. Int. J. Mol.
Sci. 2018, 19, 3901. [CrossRef] [PubMed]

25. Figueroa-Montiel, A.; Bernáldez, J.; Jiménez, S.; Ueberhide, B.; González, L.J.; Licea-Navarro, A.
Antimycobacterial activity: A new pharmacological target for conotoxins found in the first reported
conotoxin from Conasprella ximenes. Toxins 2018, 10, 51. [CrossRef]

26. Terlau, H.; Olivera, B.M. Conus venoms: A rich source of novel ion channel-targeted peptides. Physiol. Rev.
2004, 84, 41–68. [CrossRef]

27. Kaas, Q.; Yu, R.; Jin, A.H.; Dutertre, S.; Craik, D.J. ConoServer: Updated content, knowledge, and discovery
tools in the conopeptide database. Nucleic Acids Res. 2012, 40, 325–330. [CrossRef]

28. Aguilar, M.B.; Ortiz, E.; Kaas, Q.; López-Vera, E.; Becerril, B.; Possani, L.D.; De La Cotera, E.P.H. Precursor
De13.1 from Conus delessertii defines the novel G gene superfamily. Peptides 2013, 41, 17–20. [CrossRef]

29. Mir, R.; Karim, S.; Amjad Kamal, M.; M. Wilson, C.; Mirza, Z. Conotoxins: Structure, Therapeutic Potential
and Pharmacological Applications. Curr. Pharm. 2016, 22, 582–589. [CrossRef]

30. Lebbe, E.K.M.; Peigneur, S.; Maiti, M.; Mille, B.G.; Devi, P.; Ravichandran, S.; Lescrinier, E.; Waelkens, E.;
D’Souza, L.; Herdewijn, P.; et al. Discovery of a new subclass of α-conotoxins in the venom of Conus australis.
Toxicon 2014, 91, 145–154. [CrossRef]

31. Jin, A.H.; Muttenthaler, M.; Dutertre, S.; Himaya, S.W.A.; Kaas, Q.; Craik, D.J.; Lewis, R.J.; Alewood, P.F.
Conotoxins: Chemistry and Biology. Chem. Rev. 2019, 119, 11510–11549. [CrossRef] [PubMed]

32. Oroz-Parra, I.; Navarro, M.; Cervantes-Luevano, K.; Álvarez-Delgado, C.; Salvesen, G.; Sanchez-Campos, L.;
Licea-Navarro, A. Apoptosis Activation in Human Lung Cancer Cell Lines by a Novel Synthetic Peptide
Derived from Conus californicus Venom. Toxins 2016, 8, 38. [CrossRef] [PubMed]

33. McGowan, E.M.; Alling, N.; Jackson, E.A.; Yagoub, D.; Haass, N.K.; Allen, J.D.; Martinello-Wilks, R.
Evaluation of cell cycle arrest in estrogen responsive MCF-7 breast cancer cells: Pitfalls of the MTS assay.
PLoS ONE 2011, 6, 1–8. [CrossRef] [PubMed]

34. Gescher, A. Analogs of staurosporine: Potential anticancer drugs? Gen. Pharmacol. 1998, 31, 721–728.
[CrossRef]

35. Hata, A.N.; Engelman, J.A.; Faber, A.C. The BCL2 family: Key mediators of the apoptotic response to targeted
anticancer therapeutics. Cancer Discov. 2015, 5, 475–487. [CrossRef]

36. Julien, O.; Wells, J.A. Caspases and their substrates. Cell Death Differ. 2017, 24, 1380–1389. [CrossRef]
37. Behzadi, P. Caspases and Apoptosis. iMedPub 2015, 1, 1–4. [CrossRef]
38. Pietkiewicz, S.; Schmidt, J.H.; Lavrik, I.N. Quantification of apoptosis and necroptosis at the single cell

level by a combination of Imaging Flow Cytometry with classical Annexin V/propidium iodide staining. J.
Immunol. Methods 2015, 423, 99–103. [CrossRef]

39. Biggs, J.S.; Watkins, M.; Puillandre, N.; Ownby, J.P.; Lopez-Vera, E.; Christensen, S.; Moreno, K.J.; Bernaldez, J.;
Licea-Navarro, A.; Corneli, P.S.; et al. Evolution of Conus peptide toxins: Analysis of Conus californicus
Reeve, 1844. Phylogenet. Evol. 2010, 56, 1–12. [CrossRef]

40. Peng, C.; Tang, S.; Pi, C.; Liu, J.; Wang, F.; Wang, L.; Zhou, W.; Xu, A. Discovery of a novel class of conotoxin
from Conus litteratus, lt14a, with a unique cysteine pattern. Peptides 2006, 27, 2174–2181. [CrossRef]

41. Peng, C.; Ye, M.; Wang, Y.; Shao, X.; Yuan, D.; Liu, J.; Hawrot, E.; Wang, C.; Chi, C. A new subfamily of
conotoxins belonging to the A-superfamily. Peptides 2010, 31, 2009–2016. [CrossRef] [PubMed]

42. Zhang, B.; Huang, F.; Du, W. Solution structure of a novel α-conotoxin with a distinctive loop spacing pattern.
Amino Acids 2012, 43, 389–396. [CrossRef] [PubMed]

43. López-Vera, E.; Jacobsen, R.B.; Ellison, M.; Olivera, B.M.; Teichert, R.W. A novel alpha conotoxin (alpha-PIB)
isolated from C. purpurascens is selective for skeletal muscle nicotinic acetylcholine receptors. Toxicon 2007,
49, 1193–1199. [CrossRef] [PubMed]

http://dx.doi.org/10.1038/aps.2009.47
http://www.ncbi.nlm.nih.gov/pubmed/19448650
http://dx.doi.org/10.1016/j.toxicon.2015.01.009
http://dx.doi.org/10.1124/mi.7.5.7
http://www.ncbi.nlm.nih.gov/pubmed/17932414
http://dx.doi.org/10.3390/ijms19123901
http://www.ncbi.nlm.nih.gov/pubmed/30563163
http://dx.doi.org/10.3390/toxins10020051
http://dx.doi.org/10.1152/physrev.00020.2003
http://dx.doi.org/10.1093/nar/gkr886
http://dx.doi.org/10.1016/j.peptides.2013.01.009
http://dx.doi.org/10.2174/1381612822666151124234715
http://dx.doi.org/10.1016/j.toxicon.2014.08.074
http://dx.doi.org/10.1021/acs.chemrev.9b00207
http://www.ncbi.nlm.nih.gov/pubmed/31633928
http://dx.doi.org/10.3390/toxins8020038
http://www.ncbi.nlm.nih.gov/pubmed/26861394
http://dx.doi.org/10.1371/journal.pone.0020623
http://www.ncbi.nlm.nih.gov/pubmed/21673993
http://dx.doi.org/10.1016/S0306-3623(98)00069-X
http://dx.doi.org/10.1158/2159-8290.CD-15-0011
http://dx.doi.org/10.1038/cdd.2017.44
http://dx.doi.org/10.21767/2572-5475.10006
http://dx.doi.org/10.1016/j.jim.2015.04.025
http://dx.doi.org/10.1016/j.ympev.2010.03.029
http://dx.doi.org/10.1016/j.peptides.2006.04.016
http://dx.doi.org/10.1016/j.peptides.2010.07.011
http://www.ncbi.nlm.nih.gov/pubmed/20691232
http://dx.doi.org/10.1007/s00726-011-1093-x
http://www.ncbi.nlm.nih.gov/pubmed/21968500
http://dx.doi.org/10.1016/j.toxicon.2007.02.007
http://www.ncbi.nlm.nih.gov/pubmed/17382984


Mar. Drugs 2020, 18, 10 12 of 13

44. Liu, Y.; Qian, J.; Sun, Z.; Zhangsun, D.; Luo, S. Cervical cancer correlates with the differential expression
of nicotinic acetylcholine receptors and reveals therapeutic targets. Mar. Drugs 2019, 17, 256. [CrossRef]
[PubMed]

45. Yu, J.; Zhu, X.; Harvey, P.J.; Kaas, Q.; Zhangsun, D.; Craik, D.J.; Luo, S. Single Amino Acid Substitution in
α-Conotoxin TxID Reveals a Specific α3β4 Nicotinic Acetylcholine Receptor Antagonist. J. Med. Chem. 2018,
61, 9256–9265. [CrossRef] [PubMed]

46. Chernyavsky, A.I.; Shchepotin, I.B.; Galitovkiy, V.; Grando, S.A. Mechanisms of tumor-promoting activities
of nicotine in lung cancer: Synergistic effects of cell membrane and mitochondrial nicotinic acetylcholine
receptors. BMC Caner 2015, 15, 152. [CrossRef] [PubMed]

47. Lam, D.C.-L.; Girard, L.; Ramirez, R.; Chau, W.-S.; Suen, W.; Sheridan, S.; Tin, V.P.C.; Chung, L.; Wong, M.P.;
Shay, J.W.; et al. Expression of nicotinic acetylcholine receptor subunit genes in non-small-cell lung cancer
reveals differences between smokers and nonsmokers. Cancer Res. 2007, 67, 4638–4647. [CrossRef]

48. Medjber, K.; Lamine, M.; Grelet, S.; Lorenzato, M.; Maouche, K.; Nawrocki-raby, B.; Birembaut, P.; Polette, M.;
Tournier, J. Lung Cancer Role of nicotinic acetylcholine receptors in cell proliferation and tumour invasion in
broncho-pulmonary carcinomas. Lung Cancer 2015, 87, 258–264. [CrossRef]

49. Reina Improgo, M.; Soll, L.G.; Tapper, A.R.; Gardner, P.D. Nicotinic acetylcholine receptors mediate lung
cancer growth. Front. Physiol. 2013, 4, 1–6.

50. Tsurutani, J.; Castillo, S.S.; Brognard, J.; Granville, C.A.; Zhang, C.; Gills, J.J.; Sayyah, J.; Dennis, P.A. Tobacco
components stimulate Akt-dependent proliferation and NFKB-dependent survival in lung cancer cells.
Carcinogenesis 2005, 26, 1182–1195. [CrossRef]

51. Yamagata, K.; Izawa, Y.; Onodera, D.; Tagami, M. Chlorogenic acid regulates apoptosis and stem cell
marker-related gene expression in A549 human lung cancer cells. Mol. Cell. Biochem. 2018, 441, 9–19.
[CrossRef] [PubMed]

52. Tsamandas, A.C.; Kardamakis, D.; Petsas, T.; Kalofonos, H.; Vagianos, C.E.; Scopa, C.D. Bcl-2, Bax and p53
expression in rectal adenocarcinoma. Correlation with classic pathologic prognostic factors and patients
outcome. Vivo 2007, 21, 113–118.

53. Zhang, L.; Yu, J.; Park, B.H.; Kinzler, K.W.; Vogelstein, B. Role of BAX in the apoptotic response to anticancer
agents. Science 2000, 290, 989–992. [CrossRef] [PubMed]

54. Katkoori, V.R.; Suarez-Cuervo, C.; Shanmugam, C.; Jhala, N.C.; Callens, T.; Messiaen, L.; Posey, J.;
Bumpers, H.L.; Meleth, S.; Grizzle, W.E.; et al. Bax expression is a candidate prognostic and predictive
marker of colorectal cancer. J. Gastrointest. Oncol. 2010, 1, 76–89. [PubMed]

55. Raisova, M.; Hossini, A.M.; Eberle, J.; Riebeling, C.; Wieder, T.; Sturm, I.; Daniel, P.T.; Orfanos, C.E.; Geilen, C.C.
The Bax/Bcl-2 ratio determines the susceptibility of human melanoma cells to CD95/Fas-mediated apoptosis.
J. Investig. Dermatol. 2001, 117, 333–340. [CrossRef]

56. Giotakis, A.I.; Kontos, C.K.; Manolopoulos, L.D.; Sismanis, A.; Konstadoulakis, M.M.; Scorilas, A. High
BAX/BCL2 mRNA ratio predicts favorable prognosis in laryngeal squamous cell carcinoma, particularly in
patients with negative lymph nodes at the time of diagnosis. Clin. Biochem. 2016, 49, 890–896. [CrossRef]

57. Ren, J.; Li, R.; Ning, J.; Zhu, X.; Zhangsun, D.; Wu, Y.; Luo, S. Effect of methionine oxidation and substitution
of α-conotoxin txid on α3β4 nicotinic acetylcholine receptor. Mar. Drugs 2018, 16, 215. [CrossRef]

58. Betts, M.J.; Russel, R.B. Amino Acid Properties and Consequences of Substitutions. In Bioinformatics for
Genetics, 1st ed.; Barnes, M.R., Gray, I.C., Eds.; John Wliey & Sons, Ltd.: Chichester, UK, 2003; Volume 3,
pp. 280–314.

59. Ren, J.; Zhu, X.; Xu, P.; Li, R.; Fu, Y.; Dong, S.; Zhangsun, D.; Wu, Y.; Luo, S. D-amino acid substitution of
α-conotoxin RGIA identifies its critical residues and improves the enzymatic stability. Mar. Drugs 2019, 17,
142. [CrossRef]

60. Eswar, N.; Webb, B.; Marti-Renom, M.A.; Madhusudhan, M.S.; Eramian, D.; Shen, M.; Pieper, U.; Sali, A.
Comparative Protein Structure Modeling Using MODELLER. Curr. Protoc. Protein Sci. 2006, 2, 291–293.
[CrossRef]

61. Phillips, J.C.; Braun, R.; Wang, W.; Gumbart, J.; Tajkhorshid, E.; Villa, E.; Chipot, C.; Skeel, R.D.; Kalé, L.;
Schulten, K. Scalable molecular dynamics with NAMD. J. Comput. Chem. 2005, 26, 1781–1802. [CrossRef]

http://dx.doi.org/10.3390/md17050256
http://www.ncbi.nlm.nih.gov/pubmed/31035425
http://dx.doi.org/10.1021/acs.jmedchem.8b00967
http://www.ncbi.nlm.nih.gov/pubmed/30252466
http://dx.doi.org/10.1186/s12885-015-1158-4
http://www.ncbi.nlm.nih.gov/pubmed/25885699
http://dx.doi.org/10.1158/0008-5472.CAN-06-4628
http://dx.doi.org/10.1016/j.lungcan.2015.01.001
http://dx.doi.org/10.1093/carcin/bgi072
http://dx.doi.org/10.1007/s11010-017-3171-1
http://www.ncbi.nlm.nih.gov/pubmed/28875417
http://dx.doi.org/10.1126/science.290.5493.989
http://www.ncbi.nlm.nih.gov/pubmed/11062132
http://www.ncbi.nlm.nih.gov/pubmed/22811811
http://dx.doi.org/10.1046/j.0022-202x.2001.01409.x
http://dx.doi.org/10.1016/j.clinbiochem.2016.04.010
http://dx.doi.org/10.3390/md16060215
http://dx.doi.org/10.3390/md17030142
http://dx.doi.org/10.1002/0471250953.bi0506s15
http://dx.doi.org/10.1002/jcc.20289


Mar. Drugs 2020, 18, 10 13 of 13

62. Humphrey, W.; Dalke, A.; Schulten, K. VMD: Visual Molecular Dynamics. J. Mol. Graph. 1996, 14, 33–38.
[CrossRef]

63. Wang, X.; Zhang, B.; Wren, J. CustomProDB: An R package to generate customized protein databases from
RNA-Seq data for proteomics search. Bioinformatics 2013, 29, 3235–3237. [CrossRef] [PubMed]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/0263-7855(96)00018-5
http://dx.doi.org/10.1093/bioinformatics/btt543
http://www.ncbi.nlm.nih.gov/pubmed/24058055
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Cytotoxic Activity of Cal14.1b 
	mRNA Expression of Bax/Bcl-2 in H1299 after Cal14.1a and Cal14.1b Treatment 
	Bax/Bcl-2 Ratio 
	Apoptosis Activation through Caspase-3 and -7 
	Cal14.1a and Cal14.1b Structure Prediction 

	Discussion 
	Materials and Methods 
	Cancer Cells Culture 
	Cytotoxicity Assay 
	Quantitative Real-Time PCR (RT-qPCR) Analysis 
	Fluorescence Microscopy 
	Statistical Analysis 
	Proapoptotic Index 
	Homology Modeling 
	Molecular Dynamics—Simulated Annealing Strategy 

	Conclusions 
	References

