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Abstract: Marine cone snails are a large family of gastropods that have evolved highly potent
venoms for predation and defense. The cone snail venom has exceptional molecular diversity
in neuropharmacologically active compounds, targeting a range of receptors, ion channels,
and transporters. These conotoxins have helped to dissect the structure and function of many
of these therapeutically significant targets in the central and peripheral nervous systems, as well as
unravelling the complex cellular mechanisms modulated by these receptors and ion channels.
This review provides an overview of α-conotoxins targeting neuronal nicotinic acetylcholine receptors.
The structure and activity of both classical and non-classical α-conotoxins are discussed, along with
their contributions towards understanding nicotinic acetylcholine receptor (nAChR) structure
and function.
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1. Conotoxins—Venom Peptides from Marine Cone Snails

Cone snails are marine gastropods belonging to the Conidae family, which are found in tropical,
subtropical, and temperate waters around the world [1]. They use a specialized envenomation strategy
to feed on worms (vermivorous), mollusks (molluscivorous), or fish (piscivorous) [2–4]. The venom
apparatus consists of a duct expressing the venom components (Figure 1A), which are delivered
intravenously via a hypodermic needle-like hollow, barbed harpoon that is held by the proboscis with
the help of a muscular venom bulb at the other end of the duct [2,3]. The potency and rapid bioactivity
of the venom is reflected by the small volumes injected (<~50 µL), which is sufficient for prey capture
and defense, with some species being reported to cause human fatalities [1,5].

The cone snail venom is composed of a range of small molecules, peptides, and enzymes,
however, it is the peptides that not only dominate the venom, but are also the neurotoxic components
that are responsible for the rapid onset of the characteristic flaccid or spastic paralysis in the
target [1,6,7]. Conopeptides have evolved to target a range of receptors, ion channels, and transporters
in the central and peripheral nervous system [2,4,7]. In addition to this diversity in bioactivity,
the venom compositions from the different cone snail species are also highly variable [2,8–10]. Initially,
the estimated number of potential neuropharmacologically active compounds was around ~50,000
from 500 cone snail species [4,11]. Advances in highly sensitive transcriptomic and proteomic analyses
of cone snail venom have shown that the peptides that are actively used by cone snails constitute
less than 5% of the total number of peptides produced [1,12–15]. This arises through ‘variable
peptide processing’, which produces single amino acid variants of a given peptide through deletions,
frame shifts, stop codon shifts, variable N- or C-termini, and variable post-translational modifications
to dramatically increase venom peptide diversity [1,12]. Evolutionarily, this strategy contributes to
shifts in pharmacology through biological messiness to expand the pool of peptides with advantageous
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properties. Simultaneously, it has also made available a natural combinatorial library providing a
rich natural source of peptides that is useful to dissect properties of mammalian membrane proteins,
especially ion channels.

There are two broad groups of Conus venom peptides: the disulfide poor and disulfide rich
peptides [16]. The disulfide poor peptides include the contulakins (targeting the neurotensin
receceptor), the conantokins (targeting the N-methyl-D-aspartic acid receptor), the conoformides
(targeting the Rfamide receptor), the conophans (target unknown), the conomarphins (target unknown),
the contryphans (target unknown), and the conopressins (vasopressin homologs) [2,16]. The disulfide
rich peptides are the conotoxins, which are a structurally and functionally diverse class of peptides
that target ion channels with high potency and selectivity [2,16].

Conotoxins are translated as prepropeptides consisting of a highly conserved N-terminal signal
sequence, followed by a conserved pro region that separates the signal sequence from the highly
variable, disulfide rich, C-terminal mature toxin sequence [16]. The prepropeptide undergoes
proteolytic cleavage to yield the mature bioactive toxin, which is generally 12–30 amino acid residues
in length (Figure 1B). Conotoxins are classified into superfamilies, which include peptides that share
the same conserved signal sequence. These are further divided into families, which include peptides
with a similar cysteine framework and homologous pharmacological targets [2,4,13]. The high degree
of variations in potency and selectivity between peptides within families arises through single amino
acid changes in regions between the conserved cysteine residues.
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restraining cysteine residues that help to stabilise well-defined secondary structural elements like α-
helices, β-sheets and turns. As expected, the three-dimensional structure has an important influence 
on conotoxin bioactivity. For example, conotoxins χ-MrIA belonging to the T superfamily and α-TxIA 
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Figure 1. Conotoxin expression. (A) Conotoxins are produced in the venom apparatus that consists of
(1) the venom bulb—a muscular organ that is used as a pump, (2) the venom duct which produces the
venom, (3) the radular sac that stores the harpoons. Harpoons are evolutionarily modified radula teeth
that are used to inject venom into the prey, like a hypodermic needle, (4) the proboscis is used to “load”
(5) the harpoon at the tip to inject venom; and, (B) The venom peptides are translated as prepropeptide.
They consist of a conserved N-terminal made up of the signal sequence and propeptide region which
are cleaved during peptide processing. The final bioactive conotoxin consists of only the C-terminal
region, which is also the disulfide rich hypervariable region of the prepropeptide.

The three-dimensional structure of conotoxins in general have a rigid backbone due to the
restraining cysteine residues that help to stabilise well-defined secondary structural elements like
α-helices, β-sheets and turns. As expected, the three-dimensional structure has an important
influence on conotoxin bioactivity. For example, conotoxins χ-MrIA belonging to the T superfamily
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and α-TxIA belonging to the A superfamily have similar number of cysteine residues (cysteine
framework), but different disulfide connectivity. This difference in connectivity underlies their different
three-dimensional structures [17–19], where χ-MrIA targets the noradrenaline transporter and α-TxIA
targets the nicotinic acetylcholine receptors (nAChRs) (Figure 2) [20,21]. On the contrary, ω-MVIIC
and µO-MrVIB are examples of peptides that have same disulfide connectivity, but have very distinct
structures and pharmacological targets (Figure 2) [22,23]. The diversity in three-dimensional structures
underpins the usefulness of conotoxins as highly selective molecular probes and templates for rational
drug design.
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Figure 2. Conotoxin structural and functional diversity. (A) Conotoxins have highly diverse sequences,
cysteine frameworks, connectivity, and biological targets. χ-MrIA and α-TxIA have the same cysteine
framework, but different connectivities and sequence which contribute to the difference in their
targets. On the contrary, ω-MVIIC and µO-MrVIB have the same cysteine framework and connectivity
but different biological targets. (O = hydroxyproline); (B) Conotoxin diversity extends to their
three-dimensional structures, and thereby further adding to their functional diversity.
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Conotoxins belonging to the α, ω, µ, µO, δ, σ, κ, χ families are widely expressed across cone
snail species, and have been pursued for their clinical potential in pain management, epilepsy,
cardiac reperfusion [2]. This review will focus on the pharmacology, structure-function and applications
of the α-conotoxins.

2. α-Conotoxins

Conotoxins specifically targeting the nicotinic acetylcholine receptor (nAChR) mostly belong to
the A superfamily and are denoted with an ‘α’ to indicate nAChR specific activity [24–27]. However,
nAChR specific conotoxins have also been isolated from the B3, D, L, M, O1, S, T, and J superfamilies
as well, and are denoted by an ‘α’, followed by the superfamily e.g., αD-VxXXB [26–33]. α-Conotoxins
from the various superfamilies have distinct cysteine frameworks (Figure 3) and three-dimensional
structures, and they are the largest group of conotoxins characterised [34], highlighting the importance
of nAChRs as targets [3]. nAChRs play important roles in neuronal signaling, especially the α1β1γδ/ε
and α7 nAChR subtypes that are major modulators of neurotransmission across the neuromuscular
junction and in the central nervous system, respectively [35,36]. The α7 subtype is also capable of
inducing downstream signaling mechanisms in non-neuronal cells, and is thought to be an ancestral
form evolved in lower organisms that do not rely on fast excitatory mechanisms [37–41]. Consequently,
it is hardly a surprise that α-conotoxins are so abundantly expressed in cone snail venom, majority of
which target the muscle α1β1γδ/ε nAChR or the neuronal subtypes, including the α7. The unique
structural features of α-conotoxins allows for them to differentiate between the muscle and neuronal
nAChR subtypes—a property that distinguishes them from other classes of natural product inhibitors
of nAChRs that predominantly target the muscle subtype or exhibit poor selectivity between muscle
and neuronal subtypes [2,24,42,43].

Classical α-conotoxins are 12–20 amino acids long with four cysteine residues that are arranged
in a CC−C−C framework, which can result in the globular (C1−C3 and C2−C4) ribbon (C1−C4
and C2−C3) and bead (C1−C2 and C3−C4) disulfide isomers [11,42–44]. The globular isomer is the
naturally occuring bioactive form, while the ribbon and bead are typically either weaker inhibitors or
inactive [18,21]. Based on the number of amino acids between these cysteine residues, α-conotoxins are
further classified as the 3/5, 4/3, 4/4, and 4/6 types [2,11,45]. Of these, the 3/5 α-conotoxin sub-group
specifically block the muscle nAChRs. The 4/3, 4/4, 4/6 4/7, and most recently, 5/5 (AusIA) are
neuronal nAChR antagonists with no obvious correlation between the sub-group and nAChR subtype
specificity [11,45]. α-Conotoxins also undergo post-translational modifications, with the C-terminal
amidation occurring commonly. Loss of the C-terminal amidation has been shown to disrupt the
three-dimensional structure leading to a decrease in bioactivity, a phenomena that are consistently
observed in peptides that were isolated from venomous animals, such as spiders, scorpions, wasps,
and others [18,46]. Structurally, the α-conotoxins are rigid molecules due to the restraining disulfide
bonds, conserved proline residue in loop 1 and a short 310 α-helical backbone (Figure 3) [45].
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against a green background. Contrary to the α-helical motifs seen in other nAChR specific conotoxins, 
αD-GeXXA primarily consists of β-sheets. The unusual structure is also associated with a very 
different receptor modulation mechanism. This figure represents only a fraction of the diversity 
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Figure 3. Structural diversity in conotoxins modulating the nicotinic acetylcholine receptors (nAChRs).
(A) α-Conotoxin MII representing a ‘typical’ globular α-conotoxin structure with a CC−C−C
framework, I–III II–IV connectivity and α-helical backbone (B) αJ-pl14a—a non-classical nAChR
modulator from the J superfamily, with a C−C−C−C framework, I–III II–IV connectivity resulting in
a very different structure and potentially binding mode and nAChR interactions. (C) αD-GeXXA a
representative of the D superfamily, which are natively dimeric modulators of nAChRs. The C-terminal
domain of each monomer is shown against a grey background and the N-terminal is against a green
background. Contrary to the α-helical motifs seen in other nAChR specific conotoxins, αD-GeXXA
primarily consists of β-sheets. The unusual structure is also associated with a very different receptor
modulation mechanism. This figure represents only a fraction of the diversity associated with conotoxin
modulators of nAChRs. Table 1 provides further sequence and functional details for conotoxin
modulators of nAChRs, whose structures have not been determined.

3. α-Conotoxin Contributions to Determining nAChR Ligand Recognition Properties

The nAChRs are ligand gated ion channels falling under into two broad categories (1) the
muscle nAChR subtype (α1β1γδ/ε) that modulates neurotransmission at the neuromuscular junction
and (2) the neuronal nAChR subtypes, which are significantly more diverse than the former,
which modulate neurotransmission in the central and peripheral nervous systems [47,48]. This review
focuses on α-conotoxins specifically inhibiting the neuronal nAChR subtypes. Neuronal nAChRs,
such as the α7, α9α10, α4β2, α3β2, α3β4, and α6 containing subtypes are therapeutic targets for
Alzheimer’s, Parkinson’s, drug addiction, lung, and breast cancers [47–51]. The therapeutic potential
of nAChRs lies in the ability to selectively target the subtype that is associated in the given condition.
However, this is challenged by the high degree of homology between the nAChRs in sequence,
structure, and ligand recognition properties [52–56]. The selectivity window of a ligand for a
given nAChR subtype is greatly influenced by subtle variations in the pair-wise receptor-ligand
interactions [57,58]. Advances in our understanding of the variations in ligand recognition properties
of the different nAChR subtypes, receptor biochemistry and pharmacology has been greatly facilitated
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by α-conotoxins. This is due to a combination of factors, such as (1) a large (>50) combinatorial
library of peptide sequences, (2) the inherent potency and specificity of α-conotoxins, (3) the broad
range of subtypes targeted with varying selectivities, (4) the relative ease of synthesis that form the
foundation for extensive structure-activity studies, and (5) ability to obtain high resolution structures
of the conotoxins alone and in complex with the nAChR homologue—the acetylcholine binding
protein (AChBP) [59]. AChBP is a soluble protein, which modulates neurotransmission in molluscs
and worms, by sequestering acetylcholine released in the synapse [60,61]. AChBP and the nAChR
extracellular, ligand-binding domain have remarkable homology, exhibiting conserved features, such as
the β-sandwich core, the cys-loop, and the vicinal disulfide on the C loop capping the ligand binding
pocket [62]. Most importantly, they both share the conserved aromatic cage residues responsible for
orthosteric ligand recognition in nAChRs and both bind nAChR ligands, including the α-conotoxins
similarly [62]. Recent high-resolution structures of the neuronal nAChR have validated the continued
use of AChBPs as a high-througput, relatively less labor intensive approach of structurally investigating
receptor-ligand interactions [56,63–65].

Co-crystal structures of AChBP with α-ImI (PDB code 2BYP), α-PnIA variant (2BR8),
α-TxIA (2UZ6), α-LsIA (5T90), α-BuIA (4EZI), α-GIC (5CO5), α-PeIA (5JME), and α-LvIA (5XLG) [66]
demonstrate that α-conotoxins bind at the orthosteric binding pocket with the N-terminal oriented to
the membrane side and C-terminal oriented to the top of the channel and the α-helical backbone buried
within the aromatic cage (Figure 4B,C) [67–70]. The α-conotoxins are anchored into the binding pocket
by the conserved α-conotoxin proline in loop 1, wedged deep within the aromatic pocket (Figure 4C).
The 1–3 disulfide bond always stacks onto the vicinal disulfide of the C-loop, and it is perhaps the
reason for the bioactivity of the globular α-conotoxin isomer over the ribbon and bead forms [67–70].
Unlike the small molecule nAChR ligands, which only interact with the conserved nAChR ligand
binding residues, α-conotoxins additionally interact with the variable residues outside this conserved
aromatic core [57,58,67].
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Figure 4. α-Conotoxin binding mode. (A) The acetylcholine binding protein (AChBP) is a soluble
homologue of the nAChR ligand binding extracellular domain. AChBP is used extensively as an
nAChR surrogate in receptor-ligand structure-activity studies; (B) An overlay of AChBP and ImI,
PnIA (A10L, D14K), TxIA, LsIA, BuIA, GIC, PeIA, and LvIA co-crystal structure show a common
binding mode at the interface of the principle (+) and complementary (−) subunits; (C) The conserved
α-conotoxin residues responsible for anchoring the α-conotoxins in the binding pocket are shown.
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Despite α-conotoxins sharing a common binding mode that is underpinned by a few conserved
interactions, the majority of the pair-wise receptor-ligand interactions are highly variable [67,71].
This variability is the driving force underlying the different pharmacological profiles of α-conotoxins.
For example, PnIA, PnIB, ImI, LsIA, and MrIC are all active at the α7 subtype [72–76]. However,
each has a different potency and contrary to the activity of others, MrIC acts as a state-dependent
agonist of the α7 [77,78]. This is despite the high likelihood of MrIC also adopting the typical
α-conotoxin binding mode at the orhtosteric binding pocket, as demonstrated by its typical α-conotoxin
structure and its ability to displace radiolabeled orthosteric ligands [77]. PnIA and PnIB differ by
only two amino acid residues, which is sufficient to alter the selectivity profile. PnIB is more selective
for α7 over the α3β2, whereas PnIA is a relatively more selective α3β2 inhibitor [72–74]. Similarly,
LsIA inhibits the α7 with 10 nM potency, however, the substitution of just two residues alters its
interaction with the (−) face of the receptor binding pocket, such that it loses complete activity at the
α7, and instead selectively and potently inhibits the α3β4 subtype [69,76]. Another example can be
seen in α-conotoxin BuIA, which is a rare 4/4 α-conotoxin and one of the very few α-conotoxins that
is selective for the α6* subtype. Despite its unique features, the co-crystal structure (4EZI) shows BuIA
adopting the typical α-conotoxin binding mode. Thus, reinforcing the significance of the pair-wise
interactions between α-conotoxin and nAChR forming the foundation for its subtype selectivity.

The significance of these pair-wise nAChR-conotoxin interactions are now being understood
through co-crystal structures, homology modelling and docking, site directed mutagenesis, and alanine
scans combined with pharmacological evaluations of these modifications to define the potency and
selectivity determinants of the different nAChR subtypes. For example, Dutertre et al. used a
computational approach to demonstrate the interactions of α-conotoxins MII, PnIA, and GID with a
binding cleft on the β2 subunit of the α3β2 subtype as the basis for their pharmacological profile [79].
Similarly, a co-crystal structure α-TxIA and AChBP was used to identify a distinct binding orientation,
resulting in a key interaction between the amino acid at position 5 and the α3 subunit that is responsible
for TxIA’s selectivity for α3β2. Pharmacological characterisation of native peptide LvIA identified
another putative interaction between position 11 and the α3 subunit (assuming the typical α-conotoxin
binding mode) as the basis for its α3β2 selectivity [80,81]. Taken together, these studies identify the key
residues and interactions modulating α3β2 selectivity. Kompella et al. used systematic mutagenesis
of RegIIA to demonstrate that pair-wise receptor-ligand interactions can also influence selectivity
between species, identifying a single amino acid variation between the rat and human α3β2 subtypes
rendered RegIIA, and its analogue 70-fold less potent at the human subtype (Figure 5B) [82].

Similarly, α-conotoxin TxID was characterized as the most potent inhibitor of the α3β4 subtype
and position 9 on the peptide was reported to be critical for its activity [83,84]. Our structural
investigations revealed that position 9 interacts with charged residues on the β4 subunit. We further
demonstrated that interactions, such as cation-π, between an aromatic group on the peptide and
charged residues on the β4 subunit are favourable for potent inhibition of this subtype [69]. Similarly,
alanine scan mutagenesis of RegIIA identified a relatively conserved –NN– motif to be important for
its activity at the α3β4 [85]. Our work demonstrates that this motif primarily modulates α3β4 activity
through the first asparagine residue of the motif and its interactions with the β4 subunit [69]. Together,
these studies show that engaging residues on the β4 subunit is key to obtaining selective inhibition of
the α3β4 subtype (Figure 5C).

Similar studies using α-conotoxins selective for some of the major nAChR subtypes, such as
the α9α10 [43,86,87], α4β2 [79,88–92], and others have been instrumental in providing a blueprint
of the molecular factors that are required for the potent and selective inhibition of these
subtypes [2,24,42,43,71] (Figure 5A–E). Together, they provide the information on minimum
pharmacophores that are required for the rational development of selective therapeutics and
molecular probes.
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4. The Non-Classical α-Conotoxins

As discussed above, classical α-conotoxins have provided major insight into orthosteric ligand
recognition at the nAChRs and pair-wise interactions defining subtype selectivity. In contrast,
non-classical α-conotoxins with unusual pharmacology, binding site interactions, cysteine connectivity,
and three-dimensional structures can help to gain insight into novel facets of nAChR structure and
function, including its allosteric regulation (Table 1).

4.1. α-Conotoxins from the A Superfamily Exhibiting Unusual Characteristics

AuIB: AuIB is a 4/6 α-conotoxin identified from C. aulicus, with 15 amino acids and the typical
cysteine framework. Interestingly, the native globular AuIB is a non-competitive inhibitor of the
α3β4 subtype [99]. Molecular docking studies identified two potential binding pockets above and
below the orthosteric binding pocket, although these remain to be validated [100]. Contrary to typical
α-conotoxin behavior, the AuIB ribbon isomer is 10-fold more potent in rat parasympathetic ganglia
than the globular isomer, despite possessing a less defined three-dimensional structure when compared
with the globular isomer [99]. Moreover, unlike the non-competitive globular isomer, the ribbon isomer
is a competitive inhibitor of the receptor showing subunit stoichiometry dependence [100].

AusIA: AusIA is a recently discovered α-conotoxin from the venom of C. australis, defining a
new 5/5 subclass [101]. Interestingly, both the globular and the ribbon isomers were found to be
bioactive, with the ribbon isomer inhibiting the α7 subtype ~2-fold more potently than the globular
isomer [101], demonstrating that the disulfide pattern is not as critical to the activity of this peptide as
for the classical α-conotoxins.

ImII: α-Conotoxins ImI and ImII were both identified from the venom of C. imperialis [75].
Both peptide share 75% sequence similarity, differing by only three out of the 11 residues [102].
The three-dimensional structures of the two peptides are also highly similar and both inhibit the
α7 subtype equipotently. Interestingly, while ImI inhibits the receptor via the orthosteric binding
pockets, ImII has been shown to target a different binding pocket [102]. It is noteworthy that the
conserved proline residue in loop 1, which is responsible for anchoring α-conotoxins in the orthosteric
binding pocket, is substituted by an arginine in ImII that perhaps contributes to its allosteric mode of
action [102].

LtIA and Lp1.1: α-Conotoxins have a highly conserved Ser-Xaa-Pro in loop 1. α-Conotoxins
without this motif are inhibitors of the muscle nAChR with the exception of LtIA and Lp1.1 [103,104].
LtIA isolated from C. literratus and Lp1.1 isolated from C. leoperdus have a Ala-Xaa-Ala motif and
inhibit the neuronal α3β2 and α6α3β2β3, and both are characterized by a fast off rate relative to the
Ser-Xaa-Pro containing MII [103]. Molecular modelling and docking studies that were performed
on LtIA suggest that while it is a competitive blocker, the binding site is relatively shallower when
compared to that of a typical α-conotoxin [103]. This conserved motif is also absent from α-RegIA/f
detected in C. regius using transcriptomic approaches, although it remains to be seen whether the
α-RegIA/f pharmacological and structural properties are consistent with those that were seen for LtIA
and Lp1.1 [105].

MrIC: MrIC was identified from C. marmoreus using transcriptomic approaches, and has the
typical α-conotoxin cysteine framework and three-dimensional structure [77]. Interestingly, MrIC was
shown to be an agonist at the α7 nAChR in the presence of type II nAChR positive allosteric modulator,
suggesting that the MrIC had unique receptor state dependence [77,106]. Given that the cysteine
framework, disulfide pattern, three-dimensional structure, and potentially the binding mode conform
to that of typical α-conotoxins, this unusual behavior is likely to be driven by the primary sequence
differences. Indeed, along with sequence variations in loop 1 and 2, MrIC has an extended hydrophobic
N-terminal. However, the precise molecular factors contributing to this unusual pharmacology remain
to be identified.

Eu1.6: Liu et al. recently reported the discovery and characterization of Eu1.6 from C. eburneus,
an α-conotoxin inhibiting Cav 2.2 [107]. Eu1.6 is 16 amino acids long with the characteristic α-conotoxin
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cysteine framework and typical globular isomer three-dimensional structure. Despite the hallmark
α-conotoxin features, Eu1.6 has been reported to only weakly inhibit the α7 and α3β4 nAChRs,
and instead is a potent inhibitor of Cav2.2 exhibiting analgesic activity in rat partial sciatic nerve injury
and chronic constriction injury pain models [107].

4.2. α-Conotoxins from Other Superfamilies Targeting nAChRs

nAChR specific conotoxins classified under the B3, D, L, M, O1, S, T, and J superfamilies show
highly diverse cysteine frameworks, mode of action and three-dimensional structures (Figure 3
and Table 1). These unconventional α-conotoxins inhibiting the neuronal subtypes are discussed
further below.

4.2.1. S Superfamily

Two nAChR inhibitors have been identified from this superfamily, namely αS-RVIIIA from
C. radiatus and αS-GVIIIB from C. geographus [9,30]. RVIIIA was the first nAChR inhibitor to be
isolated from a non-A superfamily. It is a 47 amino acid long peptide with 10 cysteine resides,
although the disulfide connectivity is unknown [9]. While the common C-terminal amidation is
absent, RVIIIA is post-translationally modified showing the presence of two γ-carboxyglutamates.
RVIIIA is a competitive inhibitor with a broad selectivity that irreversibly inhibits the muscle subtype,
but reversibly inhibits neuronal α7, α6/α3β2β3, α3β2 subtypes, and to a lesser extent α3β4 and
α4β2 [9]. In contrast, αS-GVIIIB almost exclusively inhibits the α9α10 subtype [30]. αS-GVIIIB also
contains 10 cysteine residues (disulfide connectivity unknown), although it is shorter relative to RVIIIA
and has an amidated C-terminus [30]. αS-GVIIIB was reported to be a competitive inhibitor, binding at
the orthosteric binding site at the interface of the α10/α9 subunits, although the specific binding mode
and interactions are yet to be determined.

4.2.2. D Superfamily

VxXXA, -B, and -C were the first D superfamily peptides that were identified, and were first
isolated from the venom of C. vexillum [27]. Similar to the S superfamily conotoxins, VxXXA,
-B and -C comprise 47 amino acids with ten cysteine residues and post-translational modifications,
including hydroxyproline and γ-carboxyglutamic acid. Interestingly, αD-conotoxins natively exist as
11 kDa covalently linked homo-dimeric proteins. VxXXA, -B, and -C inhibit the α7, α3β2, and α4β2,
with VxXXB being the post potent, inhibiting the nAChRs with low nanomolar affinity (α7 0.4 nM,
α3β2 8.4 nM, α4β2 228 nM) [27]. Furthermore, radioligand binding studies on AChBP revealed that
these αD-conotoxins were allosteric inhibitors of the nAChRs [27]. cDNA evidence revealed that
αD-conotoxins were encoded in a number of related species, including C. capitaneus, C. mustelinus,
and C. miles [32]. Recently, αD-GeXXA from C. generalis was expressed and characterized. Like the
αDs from C. vexillum, αD-GeXXA was also dimeric with each monomer consisting of ten cysteine
residues [33]. However, αD-GeXXA exclusively inhibited the α9α10 subtype and were not potent
inhibitors of α7 and α3β2, indicating that sequence variation in the large αD-conotoxins again
contributes to unique pharmacological profiles.

The high-resolution crystal structure of αD-GeXXA has provided unique insights into this
dimeric class of conotoxins [33]. Each monomer was found to have an N- and C-terminal domain.
The N-terminal region comprised loops and beta-sheets, and the disulfide bonds responsible for
dimerization. This N-terminal core was flanked by the C-terminal domains, which although lacking
specific secondary structure, was compact and rigid due to three restraining disulfide bonds adopting
the canonical inhibitory cysteine knot [33]. The N- and C-terminii are also held stable relative to each
other via a disulfide bond. Interestingly, when synthesized as a monomers, the N- and C- termini
retained inhibitory activity independent of each other, albeit with reduced potency when compared
to the native dimeric form. Based on receptor mutagenesis and systematically truncated analogues,
the αD-GeXXA binding mechanism is proposed to involve the two C-termini of the dimer spanning
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across the top of the extracellular domain of the receptor to interact with residues on the α10 subunits,
which results in the N-terminii ‘covering’ the pore of the nAChR [106]. This is proposed to stabilize the
inactive/resting state of the receptor, preventing the global conformational changes that are required
for channel activation [106], thereby explaining its allosteric pharmacology. Given the αDs from
different species have different nAChR subtype selectivity, identifying the pharmacophores for other
αDs could provide novel, allosteric strategies of subtype selective nAChR inhibition.

4.2.3. B3 Superfamily

α-VxXXIVA is the founding member of the B3 superfamily with a novel cysteine framework
C−CC−C [26]. Identified using the cDNA library that was prepared from Conus venom ducts,
this peptide is forty amino acids long and was found to inhibit the α9α10 with low micromolar
affinity. The potency of α-VxXXIVA was found to be dependant on the disulfide connectivity,
with 1.2 µM > [1,3] 3.9 µM > [1,4] >30 µM, suggesting that the novel cysteine framework is important
for its mode of action [26]. However, the peptide mostly lacked an ordered three-dimensional structure,
as seen from 1D H1 NMR and CD spectroscopy, except for the VxXXIVA [1,2] isomer, which showed
about ~50% α-helical and β-sheet secondary structure in the presence of 87% TFE [26]. Although the
low affinity and the lack of ordered structure are a challenge to determine a potentially novel mode of
nAChR inhibition by α-VxXXIVA, it is a good example of how disulfide content and framework can
influence the pharmacological profile and present novel opportunities for rational chemical synthesis
of new inhibitors.

4.2.4. O1 Superfamily

Conotoxins belonging to the O superfamily are well known antagonists of the voltage gated
calcium channels. While the precursor signal sequence of GeXIVA is similar to the O1 superfamily, it is
a potent inhibitor of the α9α10 nAChR subtype with no activity at the Cav channels up to 1 µM [29].
Contrary to the 6-Cys pattern that was found in conotoxins from this superfamily, the GeXIVA mature
peptide has only four cysteine residues. The bead isomer is most potent (4.6 nM), followed by the ribbon
isomer, with the generally favoured globular isomer being least potent—a trend that is opposite to that
of classical α-conotoxins. The ribbon and bead isomers also had a more ordered three-dimensional
structure when compared to the globular isomer. GeXIVA is highly charged, with nine arginine
residues among the total 28 residues making up the peptide, and suggested to be an allosteric inhibitor
based on voltage-dependent activity and kinetics of disassociation [29].

4.2.5. T Superfamily

Peptides belonging to the T superfamily have CC−CC cysteine framework and mainly target the
voltage gated ion channels [2]. Wang et al. recently reported the discovery and characterization of a
novel conotoxin TxVC, which has the T superfamily cysteine framework and inhibits the α4β2 and
α3β2 nAChRs, with no activity at the voltage gated ion channels [31]. Since gene or mRNA data were
not identified, TxVC cannot be confirmed to belong to the T superfamily based on cysteine framework
alone [108]. Nevertheless, TxVC presents a novel primary sequence and disulfide connectivity and one
of the very few nAChR specific conotoxins with activity at the α4β2, making it a useful tool to dissect
the property of this nAChR subtype that is expressed in the brain. Based on site-directed mutagenesis,
the pharmacophore of TxVC appears to overlap that of the α4β2 specific α-conotoxins GIC and
GID [31]. However, the variation in primary sequence, disulfide connectivity and three-dimensional
structure from typical α-conotoxins suggest that TxVC likely adopts a different binding pose.
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Table 1. Non-classical α-conotoxins and their pharmacology.

Superfamily Sequence, Cysteine Framework and Connectivity Pharmacology

A superfamily
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and bromo-tyrosine present as post-translational 
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4.2.6. J Superfamily

Unlike the conotoxin discussed so far, which primarily target the nAChRs, pl14a was the first
conotoxin that is characterized to inhibit both the voltage and ligand gated ion channel. Isolated from
C. planorbis, pl14a defined a new superfamily J, with a C−C−C−C framework and 1–3, 2–4 connectivity.
pl14a inhibits Kv1.6 (IC50 = 1.59 µM), as well as the muscle α1β1εδ (IC50 = 0.54 µM) and neuronal
α3β4 (IC50 = 8.7 µM) nAChR [28]. Its three-dimensional structure includes a 310 α-helical backbone
and a flexible extended N-terminus. Structural similarities between the backbone conformation for
residues 11–21 in pl14a and the conformation observed for residues 4–12 of classical α-conotoxin were
observed, suggesting that this region might be relevant for its activity at the nAChRs [28].

4.2.7. M Superfamily

Peptides belonging to the M superfamily have a CC−C−C−CC cysteine framework. Like J
superfamily conotoxins, µCnIIC from C. consors inhibits both voltage-gated (Nav 1.2 and 1.4) and
ligand-gated (α3β2 nAChRs) ion channels [109], albeit with weaker activity at nAChR. Presently, it is
not clear whether µCnIIIC inhibits nAChRs orthosterically or allosterically. A high resolution structure
of this peptide is reqired to help understand what structural features could potentially explain its
ability to target two classes of receptors [109].

In conclusion, as evidenced by the remarkable diversity in the structure, activity, and binding
modes of the non-classical α-conotoxins, it is clear that cone snails have developed multiple strategies
to interfere with the global conformational changes that are involved in activating the nAChRs.
However, the size, complexity, and unknown disulfide connectivity of most non-classical α-conotoxins
makes them challenging for chemical synthesis. Nevertheless, breakthroughs are being made in this
aspect, as evidenced by the work of Yang et al. (2017), increasing the potential of these α-conotoxins to
contribute to the discovery of new ligand recognitions mechanisms at the nAChRs [106].

5. Applications

As discussed above, the leading application of α-conotoxins continues to be for structure-function
studies to identify both orthosteric and allosteric mechanisms of nAChR ligand recognition and
modulation. However, α-conotoxin applications also extend beyond this primary role, including the
selected applications outlined below.

(1) Molecular probes

α-Conotoxins are the largest group of natural product peptide inhibitors of the nAChRs [2,7,34].
While the majority of natural product inhibitors of nAChRs target major α1β1γδ/ε and α7,
α-conotoxins have broader selectivity even targetting some of the most elusive neuronal nAChR
subtypes, such as α6α3β2β3, α3β4, and α9α10 [2,108,110,111]. This makes both the native and
the rationally optimised α-conotoxin analogues excellent tools to elucidate the physiological and
pathological functions of these subtypes. For example, α-conotoxin MII identified α6 containing
nAChR subtypes (α6α3β2β3) as regulators of dopamine release [45,112,113]. Since dopaminergic
mechanisms modulate learning, psychotic and addictive behaviour, motor co-ordination,
and Tourette’s syndrome [45,114], the identification of α6α3β2β3 nAChRs as major modulators of
dopamine release provides new insight into the pathophysiology of these disorders. Similarly, a recent
study utilized α-conotoxin AuIB—one of few antagonists selective for the α3β4 nAChR, to demonstrate
that the selective block of this subtype can be an efficient therapeutic strategy to prevent the progress
of lung cancer [115]. While α-conotoxins are largely synthesised in-house using established methods,
rationally improved, selective analogues of AuIB, ImI, PIA, PeIA, Vc1.1, and BuIA are commercially
available as research tools.
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(2) Identifying species variation in nAChRs

Although nAChR subtypes are notoriously homologous, important sequence variations occur
that can influence ligand potency and selectivity for a particular subtype from different species.
This can have important implications in drug design and development, as well as the development
of agrochemicals, insecticides, and pesticides. α-Conotoxin Vc1.1 entered a human clinical trial for
chronic pain, however, the trail was halted after phase-2A over concerns of lower potency at the human
α9α10 nAChR [98]. Similarly, RgIA was found to exhibit >300-fold lower potency at the human α9α10
versus rat subtype [98]. Subsequently, a single residue substitution of threonine at position 56 (rat) to
an isoleucine (human) was found to be responsible for this species variation at the α9α10 nAChR [98].
Presently, the majority of the α-conotoxin pharmacology has been performed on mouse/rat receptors
and extrapolations to the human receptors need to be done with caution [2]. A broader structural and
pharmacological evaluation of species variation exhibited by α-conotoxins could provide valuable
insights and can have important implication in the development of therapeutics and agrochemicals.

(3) α-Conotoxin re-engineering

The relative ease of α-conotoxin synthesis has enabled the exploration of novel strategies to
improve the pharmacological properties of peptide ligands using the α-conotoxin scaffold as a
template. Such approaches have led to the development of selenocysteine derivatives, cyclised variants,
and lipoamino acid 2-amino-D-L-dodecanoic acid coupled analogues [116–120]. These modified
α-conotoxin variants are more resistant to reduction, disulfide scrambling, enzymatic degradation,
and have improved oral bioavailability, properties that generally put peptides at a disadvantage of
being developed as therapeutics [121,122]. The cyclised α-conotoxin scaffold was used to engineer
glucagon-like peptide-1 peptidomimetics that are targeting the glucagon-like peptide-1 receptor that is
implicated in type-2 diabetes mellitus [123]. The resulting molecule was reported to have increased
hydrophobicity that can improve membrane permeability and bioavailability [123]. Indeed, multimeric
α-conotoxins have been developed to enhance α-conotoxin potency and selectivity at homomeric
nAChRs [124]. Alkyne-polylysine dimers of ImI, an antagonist of α7 and α3β2 nAChRs [102],
had enhanced activity at the homomeric α7 when compared with the heteromeric α3β2 subtype,
providing a novel strategy to improve upon the selectivity and potency properties of α-conotoxins.
Peptide dendrimers are of emerging interest with the potential for slowed renal clearance due to their
molecular size, in addition to enhanced activity due to their multivalency effect [124].

(4) Targeted drug delivery

A recent study exploited the inherent high potency and specificity of α-conotoxins for nAChRs
in order to obtain targeted drug delivery. Targeting α7 nAChRs over-expressed in breast cancer,
the α7 selective ImI was used in modified micelles to selectively deliver paclitaxel chemotherapy [125].
ImI modified micelles targeted α7 overexpressing tumour cells with higher specificity and efficacy.
The selective targetting also resulted in low systemic toxicity and myelosuppression. This example
paves the way for the application of selective conotoxins and analogues in targeted drug delivery for
other diseases.

(5) Development as drug leads

α-Conotoxins have been considered for development as drug leads, however several challenges
need to be overcome before the successful therapeutic application of these peptides [126]. The inherent
selectivity profiles make α-conotoxins excellent tools for in vitro applications. However, selectivity
windows of 10 to 30-fold may not always be sufficient for in vivo applications when considering
the minimum effective doses required. Together with challenges associated with peptides such
as in vivo bioavailability, stability etc., α-conotoxins perhaps better serve as structural scaffolds
for rational drug design than as drug leads [4,24]. As starting structural scaffolds, α-conotoxins
have resulted in lipophillic analogues with improved bioavailability, selenocysteine analogues with
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improved proteolytic resistance, and analogues with improved selectivity, such as ImI-dendrimers
and TP-2212-59. The latter was developed using a combinatorial library with α-conotoxin BuIA as the
starting template [124,127]. TP-2212-59 is reported to have over 1000-fold selectivity for α3β4 subtype
over the α7, α3β2, and α4β2 subtypes [127]. Another emerging factor to be addressed in order to
consider α-conotoxins as drug leads is, its pharmacological characterisation across a wider range of
targets. Although α-conotoxins have been reliably demonstrated to be selective nAChRs inhibitors,
the pharmacological profiles of some exceptions, such as Eu1.6, pl14a, µCnIIC, and α-Vc1.1 warrant a
comprehensive screening of α-conotoxins against a wider range of targets. Vc1.1 was considered as a
drug lead for its antinociceptive effects in animal models, however, its mechanism of action is highly
debated with two proposed mechanisms of action via (1) the α9α10 v/s (2) GABAB receptors [128–130].

6. Conclusions

α-Conotoxins are the largest group of natural product peptide inhibitors of the nAChRs.
These disulfide-stabilised and highly structured molecules [2,126] have naturally engineered potency at
nAChRs in the nM–pM range and target a broad range of nAChR subtypes, making them excellent tools
to dissect the physiological and pathological functions of the diverse nAChR subtypes [24,42,43,131].
Their abundant expression across cone-snail species has provided a natural combinatorial library
of peptides with variable primary sequences, structures, pharmacology, and mode of action at
nAChRs [2,126,131,132]. This library has underpinned synthetic chemistry approaches that are
focused on rational development of nAChR targeted lead molecules, research tools, and development
of alternative/allosteric strategies for selective nAChR inhibition. Application of α-conotoxins
have also extended towards the development of stable peptidomimetics for other receptor types,
such as the glucagon-like peptide-1 receptor as well as a medium of targeted drug delivery in
breast cancer [123,125]. High-throughput venomics approaches have accelerated identification of
α-conotoxins inhibiting other receptor classes, which promise to provide first-in-class molecules
targeting multiple receptor classes to dissect cross-talk in complex cellular mechanisms underlying
conditions such as chronic pain [13].

Author Contributions: N.A. and R.J.L. wrote and edited the manuscript.

Funding: Richard J. Lewis is supported by a National Health and Medical Research Council Fellowship.

Acknowledgments: R.J.L. is supported by a Research Fellowship and Program Grant from the NHMRC, Australia.

Conflicts of Interest: The authors declare no conflict of interest

References

1. Dutertre, S.; Jin, A.-H.; Kaas, Q.; Jones, A.; Alewood, P.F.; Lewis, R.J. Deep venomics reveals the mechanism
for expanded peptide diversity in cone snail venom. Mol. Cell. Proteom. 2013, 12, 312–329. [CrossRef]
[PubMed]

2. Lewis, R.J.; Dutertre, S.; Vetter, I.; Christie, M.J. Conus venom peptide pharmacology. Pharmacol. Rev. 2012,
64, 259–298. [CrossRef] [PubMed]

3. Dutertre, S.; Jin, A.-H.; Vetter, I.; Hamilton, B.; Sunagar, K.; Lavergne, V.; Dutertre, V.; Fry, B.G.; Antunes, A.;
Venter, D.J.; et al. Evolution of separate predation-and defence-evoked venoms in carnivorous cone snails.
Nat. Commun. 2014, 5. [CrossRef] [PubMed]

4. Lewis, R.J.; Garcia, M.L. Therapeutic potential of venom peptides. Nat. Rev. Drug. Discov. 2003, 2, 790–802.
[CrossRef] [PubMed]

5. Dutertre, S.; Jin, A.-H.; Alewood, P.F.; Lewis, R.J. Intraspecific variations in Conus geographus
defence-evoked venom and estimation of the human lethal dose. Toxicon 2014, 91, 135–144. [CrossRef]
[PubMed]

6. Davis, J.; Jones, A.; Lewis, R.J. Remarkable inter-and intra-species complexity of conotoxins revealed by
LC/MS. Peptides 2009, 30, 1222–1227. [CrossRef] [PubMed]

http://dx.doi.org/10.1074/mcp.M112.021469
http://www.ncbi.nlm.nih.gov/pubmed/23152539
http://dx.doi.org/10.1124/pr.111.005322
http://www.ncbi.nlm.nih.gov/pubmed/22407615
http://dx.doi.org/10.1038/ncomms4521
http://www.ncbi.nlm.nih.gov/pubmed/24662800
http://dx.doi.org/10.1038/nrd1197
http://www.ncbi.nlm.nih.gov/pubmed/14526382
http://dx.doi.org/10.1016/j.toxicon.2014.09.011
http://www.ncbi.nlm.nih.gov/pubmed/25301479
http://dx.doi.org/10.1016/j.peptides.2009.03.019
http://www.ncbi.nlm.nih.gov/pubmed/19540420


Mar. Drugs 2018, 16, 208 17 of 23

7. Vetter, I.; Davis, J.L.; Rash, L.D.; Anangi, R.; Mobli, M.; Alewood, P.F.; Lewis, R.J.; King, G.F. Venomics: A new
paradigm for natural products-based drug discovery. Amino Acids 2011, 40, 15–28. [CrossRef] [PubMed]

8. Kaas, Q.; Craik, D.J. Conotoxins and other conopeptides. Outst. Mar. Mol. 2014. [CrossRef]
9. Teichert, R.W.; Olivera, B.M.; McIntosh, J.M.; Bulaj, G.; Horvath, M.P. The molecular diversity of conoidean

venom peptides and their targets: From basic research to therapeutic applications. Venom Drugs 2015, 2015,
163–203.

10. Norton, R.S.; Olivera, B.M. Conotoxins down under. Toxicon 2006, 48, 780–798. [CrossRef] [PubMed]
11. Azam, L.; McIntosh, J.M. Alpha-conotoxins as pharmacological probes of nicotinic acetylcholine receptors.

Acta Pharmacol. Sin. 2009, 30, 771–783. [CrossRef] [PubMed]
12. Prashanth, J.R.; Lewis, R.J.; Dutertre, S. Towards an integrated venomics approach for accelerated

conopeptide discovery. Toxicon 2012, 60, 470–477. [CrossRef] [PubMed]
13. Prashanth, J.R.; Brust, A.; Jin, A.; Alewood, P.F.; Dutertre, S.; Lewis, R.J. Cone snail venomics: From novel

biology to novel therapeutics. Future Med. Chem. 2014, 6, 1659–1675. [CrossRef] [PubMed]
14. Jin, A.-H.; Dutertre, S.; Kaas, Q.; Lavergne, V.; Kubala, P.; Lewis, R.J.; Alewood, P.F. Transcriptomic messiness

in the venom duct of Conus miles contributes to conotoxin diversity. Mol. Cell. Proteom. 2013, 12, 3824–3833.
[CrossRef] [PubMed]

15. Lavergne, V.; Harliwong, I.; Jones, A.; Miller, D.; Taft, R.J.; Alewood, P.F. Optimized deep-targeted
proteotranscriptomic profiling reveals unexplored Conus toxin diversity and novel cysteine frameworks.
Proc. Natl. Acad. Sci. USA 2015, 112, E3782–E3791. [CrossRef] [PubMed]

16. Halai, R.; Craik, D.J. Conotoxins: Natural product drug leads. Nat. Prod. Rep. 2009, 26, 526–536. [CrossRef]
[PubMed]

17. Brust, A.; Palant, E.; Croker, D.E.; Colless, B.; Drinkwater, R.; Patterson, B.; Schroeder, C.I.; Wilson, D.;
Nielsen, C.K.; Smith, M.T.; et al. χ-Conopeptide pharmacophore development: Toward a novel class of
norepinephrine transporter inhibitor (Xen2174) for pain. J. Med. Chem. 2009, 52, 6991–7002. [CrossRef]
[PubMed]

18. Kang, T.S.; Vivekanandan, S.; Jois, S.D.S.; Kini, R.M. Effect of C-terminal amidation on folding and
disulfide-pairing of α-conotoxin ImI. Angew. Chem. Int. Ed. 2005, 44, 6333–6337. [CrossRef] [PubMed]

19. Lovelace, E.S.; Gunasekera, S.; Alvarmo, C.; Clark, R.J.; Nevin, S.T.; Grishin, A.A.; Adams, D.J.; Craik, D.J.;
Daly, N.L. Stabilization of α-conotoxin AuIB: Influences of disulfide connectivity and backbone cyclization.
Antioxid. Redox Signal. 2011, 14, 87–95. [CrossRef] [PubMed]

20. Lewis, R.J. Discovery and development of the χ-conopeptide class of analgesic peptides. Toxicon 2012, 59,
524–528. [CrossRef] [PubMed]

21. Dutertre, S.; Ulens, C.; Büttner, R.; Fish, A.; van Elk, R.; Kendel, Y.; Hopping, G.; Alewood, P.F.; Schroeder, C.;
Nicke, A.; et al. AChBP-targeted α-conotoxin correlates distinct binding orientations with nAChR subtype
selectivity. EMBO J. 2007, 26, 3858–3867. [CrossRef] [PubMed]

22. Hillyard, D.R.; Monje, V.D.; Mintz, I.M.; Bean, B.P.; Nadasdi, L.; Ramachandran, J.; Miljanich, G.;
Azimi-Zoonooz, A.; McIntosh, J.M.; Cruz, L.J.; et al. A new Conus peptide ligand for mammalian presynaptic
Ca2+ channels. Neuron 1992, 9, 69–77. [CrossRef]

23. Bulaj, G.; Zhang, M.-M.; Green, B.R.; Fiedler, B.; Layer, R.T.; Wei, S.; Nielsen, J.S.; Low, S.J.; Klein, B.D.;
et al. Synthetic µO-conotoxin MrVIB blocks TTX-resistant sodium channel NaV1.8 and has a long-lasting
analgesic activity. Biochemistry 2006, 45, 7404–7414.

24. Dutertre, S.; Nicke, A.; Tsetlin, V.I. Nicotinic acetylcholine receptor inhibitors derived from snake and snail
venoms. Neuropharmacology 2017, 127, 196–223. [CrossRef] [PubMed]

25. McIntosh, J.M.; Santos, A.D.; Olivera, B.M. Conus peptides targeted to specific nicotinic acetylcholine
receptor subtypes. Annu. Rev. Biochem. 1999, 68, 59–88. [CrossRef] [PubMed]

26. Luo, S.; Christensen, S.; Zhangsun, D.; Wu, Y.; Hu, Y.; Zhu, X.; Chhabra, S.; Norton, R.S.; McIntosh, J.M.
A novel inhibitor of α9α10 nicotinic acetylcholine receptors from Conus vexillum delineates a new conotoxin
superfamily. PLoS ONE 2013, 8. [CrossRef] [PubMed]

27. Loughnan, M.; Nicke, A.; Jones, A.; Schroeder, C.I.; Nevin, S.T.; Adams, D.J.; Alewood, P.F.; Lewis, R.J.
Identification of a novel class of nicotinic receptor antagonists dimeric conotoxins VxXIIA, VxXIIB,
and VxXIIC from conus vexillum. J. Biol. Chem. 2006, 281, 24745–24755. [CrossRef] [PubMed]

http://dx.doi.org/10.1007/s00726-010-0516-4
http://www.ncbi.nlm.nih.gov/pubmed/20177945
http://dx.doi.org/10.1002/9783527681501.ch14
http://dx.doi.org/10.1016/j.toxicon.2006.07.022
http://www.ncbi.nlm.nih.gov/pubmed/16952384
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.2012.04.340
http://www.ncbi.nlm.nih.gov/pubmed/22564717
http://dx.doi.org/10.4155/fmc.14.99
http://www.ncbi.nlm.nih.gov/pubmed/25406006
http://dx.doi.org/10.1074/mcp.M113.030353
http://www.ncbi.nlm.nih.gov/pubmed/24043424
http://dx.doi.org/10.1073/pnas.1501334112
http://www.ncbi.nlm.nih.gov/pubmed/26150494
http://dx.doi.org/10.1039/b819311h
http://www.ncbi.nlm.nih.gov/pubmed/19642420
http://dx.doi.org/10.1021/jm9003413
http://www.ncbi.nlm.nih.gov/pubmed/19860431
http://dx.doi.org/10.1002/anie.200502300
http://www.ncbi.nlm.nih.gov/pubmed/16161170
http://dx.doi.org/10.1089/ars.2009.3068
http://www.ncbi.nlm.nih.gov/pubmed/20486767
http://dx.doi.org/10.1016/j.toxicon.2011.07.012
http://www.ncbi.nlm.nih.gov/pubmed/21839105
http://dx.doi.org/10.1038/sj.emboj.7601785
http://www.ncbi.nlm.nih.gov/pubmed/17660751
http://dx.doi.org/10.1016/0896-6273(92)90221-X
http://dx.doi.org/10.1016/j.neuropharm.2017.06.011
http://www.ncbi.nlm.nih.gov/pubmed/28623170
http://dx.doi.org/10.1146/annurev.biochem.68.1.59
http://www.ncbi.nlm.nih.gov/pubmed/10872444
http://dx.doi.org/10.1371/journal.pone.0054648
http://www.ncbi.nlm.nih.gov/pubmed/23382933
http://dx.doi.org/10.1074/jbc.M603703200
http://www.ncbi.nlm.nih.gov/pubmed/16790424


Mar. Drugs 2018, 16, 208 18 of 23

28. Imperial, J.S.; Bansal, P.S.; Alewood, P.F.; Daly, N.L.; Craik, D.J.; Sporning, A.; Terlau, H.; López-Vera, E.;
Bandyopadhyay, P.K.; Olivera, B.M. A novel conotoxin inhibitor of Kv1. 6 channel and nAChR subtypes
defines a new superfamily of conotoxins. Biochemistry 2006, 45, 8331–8340. [CrossRef] [PubMed]

29. Luo, S.; Zhangsun, D.; Harvey, P.J.; Kaas, Q.; Wu, Y.; Zhu, X.; Hu, Y.; Li, X.; Tsetlin, V.I.; Christensen, S.; et al.
Cloning, synthesis, and characterization of αO-conotoxin GeXIVA, a potent α9α10 nicotinic acetylcholine
receptor antagonist. Proc. Natl. Acad. Sci. USA 2015, 112, E4026–E4035. [CrossRef] [PubMed]

30. Christensen, S.B.; Bandyopadhyay, P.K.; Olivera, B.M.; McIntosh, J.M. αS-conotoxin GVIIIB potently and
selectively blocks α9α10 nicotinic acetylcholine receptors. Biochem. Pharmacol. 2015, 96, 349–356. [CrossRef]
[PubMed]

31. Wang, S.; Du, T.; Liu, Z.; Wang, S.; Wu, Y.; Ding, J.; Jiang, L.; Dai, Q. Characterization of a T-superfamily
conotoxin TxVC from conus textile that selectively targets neuronal nAChR subtypes. Biochem. Biophys.
Res. Commun. 2014, 454, 151–156. [CrossRef] [PubMed]

32. Loughnan, M.L.; Nicke, A.; Lawrence, N.; Lewis, R.J. Novel αD-conopeptides and their precursors identified
by cDNA cloning define the D-conotoxin superfamily. Biochemistry 2009, 48, 3717–3729. [CrossRef] [PubMed]

33. Xu, S.; Zhang, T.; Kompella, S.N.; Yan, M.; Lu, A.; Wang, Y.; Shao, X.; Chi, C.; Adams, D.J.; Ding, J.; et al.
Conotoxin αD-GeXXA utilizes a novel strategy to antagonize nicotinic acetylcholine receptors. Sci. Rep.
2015, 5. [CrossRef] [PubMed]

34. Kaas, Q.; Yu, R.; Jin, A.; Dutertre, S.; Craik, D.J. ConoServer: Updated content, knowledge, and discovery
tools in the conopeptide database. Nucl. Acids Res. 2011, 40, D325–D330. [CrossRef] [PubMed]

35. Hurst, R.; Rollema, H.; Bertrand, D. Nicotinic acetylcholine receptors: From basic science to therapeutics.
Pharmacol. Ther. 2013, 137, 22–54. [CrossRef] [PubMed]

36. Changeux, J.-P. The nicotinic acetylcholine receptor: The founding father of the pentameric ligand-gated ion
channel superfamily. J. Biol. Chem. 2012, 287, 40207–40215. [CrossRef] [PubMed]

37. Sharma, G.; Vijayaraghavan, S. Nicotinic receptor signaling in nonexcitable cells. J. Neurobiol. 2002, 53,
524–534. [CrossRef] [PubMed]

38. Wang, H.; Yu, M.; Ochani, M.; Amella, C.A.; Tanovic, M.; Susarla, S.; Li, J.H.; Wang, H.; Yang, H.; Ulloa, L.;
et al. Nicotinic acetylcholine receptor alpha7 subunit is an essential regulator of inflammation. Nature 2003,
6921, 384–388.

39. Stokes, C.; Treinin, M.; Papke, R.L. Looking below the surface of nicotinic acetylcholine receptors.
Trends Pharmacol. Sci. 2015, 36, 514–523. [CrossRef] [PubMed]

40. Dani, J.A. Overview of nicotinic receptors and their roles in the central nervous system. Biol. Psychiatr. 2001,
49, 166–174. [CrossRef]

41. Papke, R.L. Merging old and new perspectives on nicotinic acetylcholine receptors. Biochem. Pharm. 2014, 89,
1–11. [CrossRef] [PubMed]

42. Lebbe, E.K.; Peigneur, S.; Wijesekara, I.; Tytga, J. Conotoxins targeting nicotinic acetylcholine receptors:
An overview. Mar. Drugs 2014, 12, 2970–3004. [CrossRef] [PubMed]

43. Giribaldi, J.; Dutertre, S. α-Conotoxins to explore the molecular, physiological and pathophysiological
functions of neuronal nicotinic acetylcholine receptors. Neurosci. Lett. 2017. [CrossRef] [PubMed]

44. Dutton, J.L.; Craik, D.J. Alpha conotoxins nicotinic acetylcholine receptor antagonists as pharmacological
tools and potential drug leads. Curr. Med. Chem. 2001, 8, 327–344. [CrossRef] [PubMed]

45. Nicke, A.; Wonnacott, S.; Lewis, R.J. α-Conotoxins as tools for the elucidation of structure and function
of neuronal nicotinic acetylcholine receptor subtypes. Eur. J. Biochem. 2004, 271, 2305–2319. [CrossRef]
[PubMed]

46. Corzo, G.; Escoubas, P.; Stankiewicz, M.; Pelhate, M.; Kristensen, C.P.; Nakajima, T. Isolation, synthesis and
pharmacological characterization of δ-palutoxins IT, novel insecticidal toxins from the spider Paracoelotes
luctuosus (Amaurobiidae). Eur. J. Biochem. 2000, 267, 5783–5795. [CrossRef] [PubMed]

47. Dajas-Bailador, F.; Wonnacott, S. Nicotinic acetylcholine receptors and the regulation of neuronal signalling.
Trends Pharmacol. Sci. 2004, 25, 317–324. [CrossRef] [PubMed]

48. Dani, J.A.; Bertrand, D. Nicotinic acetylcholine receptors and nicotinic cholinergic mechanisms of the central
nervous system. Annu. Rev. Pharmacol. Toxicol. 2007, 47, 699–729. [CrossRef] [PubMed]

49. Jensen, A.A.; Frølund, B.; Liljefors, T.; Krogsgaard-Larsen, P. Neuronal nicotinic acetylcholine receptors:
Structural revelations, target identifications, and therapeutic inspirations. J. Med. Chem. 2005, 48, 4705–4745.
[CrossRef] [PubMed]

http://dx.doi.org/10.1021/bi060263r
http://www.ncbi.nlm.nih.gov/pubmed/16819832
http://dx.doi.org/10.1073/pnas.1503617112
http://www.ncbi.nlm.nih.gov/pubmed/26170295
http://dx.doi.org/10.1016/j.bcp.2015.06.007
http://www.ncbi.nlm.nih.gov/pubmed/26074268
http://dx.doi.org/10.1016/j.bbrc.2014.10.055
http://www.ncbi.nlm.nih.gov/pubmed/25450372
http://dx.doi.org/10.1021/bi9000326
http://www.ncbi.nlm.nih.gov/pubmed/19275168
http://dx.doi.org/10.1038/srep14261
http://www.ncbi.nlm.nih.gov/pubmed/26395518
http://dx.doi.org/10.1093/nar/gkr886
http://www.ncbi.nlm.nih.gov/pubmed/22058133
http://dx.doi.org/10.1016/j.pharmthera.2012.08.012
http://www.ncbi.nlm.nih.gov/pubmed/22925690
http://dx.doi.org/10.1074/jbc.R112.407668
http://www.ncbi.nlm.nih.gov/pubmed/23038257
http://dx.doi.org/10.1002/neu.10114
http://www.ncbi.nlm.nih.gov/pubmed/12436417
http://dx.doi.org/10.1016/j.tips.2015.05.002
http://www.ncbi.nlm.nih.gov/pubmed/26067101
http://dx.doi.org/10.1016/S0006-3223(00)01011-8
http://dx.doi.org/10.1016/j.bcp.2014.01.029
http://www.ncbi.nlm.nih.gov/pubmed/24486571
http://dx.doi.org/10.3390/md12052970
http://www.ncbi.nlm.nih.gov/pubmed/24857959
http://dx.doi.org/10.1016/j.neulet.2017.11.063
http://www.ncbi.nlm.nih.gov/pubmed/29199094
http://dx.doi.org/10.2174/0929867013373453
http://www.ncbi.nlm.nih.gov/pubmed/11172693
http://dx.doi.org/10.1111/j.1432-1033.2004.04145.x
http://www.ncbi.nlm.nih.gov/pubmed/15182346
http://dx.doi.org/10.1046/j.1432-1327.2000.01653.x
http://www.ncbi.nlm.nih.gov/pubmed/10971590
http://dx.doi.org/10.1016/j.tips.2004.04.006
http://www.ncbi.nlm.nih.gov/pubmed/15165747
http://dx.doi.org/10.1146/annurev.pharmtox.47.120505.105214
http://www.ncbi.nlm.nih.gov/pubmed/17009926
http://dx.doi.org/10.1021/jm040219e
http://www.ncbi.nlm.nih.gov/pubmed/16033252


Mar. Drugs 2018, 16, 208 19 of 23

50. Kalamida, D.; Poulas, K.; Avramopoulou, V.; Fostieri, E.; Lagoumintzis, G.; Lazaridis, K.; Sideri, A.;
Zouridakis, M.; Tzartos, S.J. Muscle and neuronal nicotinic acetylcholine receptors. FEBS J. 2007, 274,
3799–3845. [CrossRef] [PubMed]

51. Lagoumintzis, G.; Poulas, K.; Avramopoulou, V.; Fostieri, E.; Lagoumintzis, G.; Lazaridis, K.; Sideri, A.;
Zouridakis, M.; Tzartos, S.J. Muscle and neuronal nicotinic acetylcholine receptors Structure, function and
pathogenicity. FEBS J. 2007, 274, 3799–3845.

52. Lindstrom, J. Neuronal nicotinic acetylcholine receptors. In Ion Channels; Springer: New York, NY, USA,
1996.

53. Lloyd, G.K.; Williams, M. Neuronal nicotinic acetylcholine receptors as novel drug targets. J. Pharmacol.
Exp. Ther. 2000, 292, 461–467. [PubMed]

54. Millar, N.S.; Gotti, C. Diversity of vertebrate nicotinic acetylcholine receptors. Neuropharmacology 2009, 56,
237–246. [CrossRef] [PubMed]

55. Taly, A.; Charon, S. α7 nicotinic acetylcholine receptors: A therapeutic target in the structure era.
Curr. Drug Targets 2012, 13, 695–706. [CrossRef] [PubMed]

56. Unwin, N. Refined structure of the nicotinic acetylcholine receptor at 4 Å resolution. J. Mol. Biol. 2005, 346,
967–989. [CrossRef] [PubMed]

57. Rucktooa, P.; Smit, A.B.; Sixma, T.K. Insight in nAChR subtype selectivity from AChBP crystal structures.
Biochem. Pharmacol. 2009, 78, 777–787. [CrossRef] [PubMed]

58. Taylor, P.; Talley, T.T.; Hansen, S.B.; Hibbs, R.E.; Shi, J. Structure-guided drug design: Conferring selectivity
among neuronal nicotinic receptor and acetylcholine-binding protein subtypes. Biochem. Pharmacol. 2007, 74,
1164–1171. [CrossRef] [PubMed]

59. Shahsavar, A.; Gajhede, M.; Kastrup, J.S.; Balle, T. Structural studies of nicotinic acetylcholine receptors:
Using acetylcholine-binding protein as a structural surrogate. Basic Clin. Pharmacol. Toxicol. 2016. [CrossRef]
[PubMed]

60. Sixma, T.K.; Smit, A.B. Acetylcholine binding protein (AChBP): A secreted glial protein that provides a
high-resolution model for the extracellular domain of pentameric ligand-gated ion channels. Annu. Rev.
Biophys. Biomol. Struct. 2003, 32, 311–334. [CrossRef] [PubMed]

61. Smit, A.B.; Celie, P.H.N.; Kasheverov, I.E.; Mordvintsev, D.Y.; van Nierop, P.; Bertrand, D.; Tsetlin, V.;
Sixma, T.K. Acetylcholine-binding proteins. J. Mol. Neurosci. 2006, 30, 9–10. [CrossRef]

62. Brejc, K.; van Dijk, W.J.; Klaassen, R.V.; Schuurmans, M.; van der Oost, J.; Smit, A.B.; Sixma, T.K. Crystal
structure of an ACh-binding protein reveals the ligand-binding domain of nicotinic receptors. Nature 2001,
411, 269–276.

63. Zouridakis, M.; Giastas, P.; Zarkadas, E.; Chroni-Tzartou, D.; Bregestovski, P.; Tzartos, S.J. Crystal structures
of free and antagonist-bound states of human α9 nicotinic receptor extracellular domain. Nat. Struct.
Mol. Biol. 2014, 21, 976–980. [CrossRef] [PubMed]

64. Kouvatsos, N.; Giastas, P.; Chroni-Tzartou, D.; Poulopoulou, C.; Tzartos, S.J. Crystal structure of a human
neuronal nAChR extracellular domain in pentameric assembly: Ligand-bound α2 homopentamer. Proc. Natl.
Acad. Sci. USA 2016, 113, 9635–9640. [CrossRef] [PubMed]

65. Morales-Perez, C.L.; Noviello, C.M.; Hibbs, R.E. X-ray structure of the human α4β2 nicotinic receptor. Nature
2016, 538, 411–415. [CrossRef] [PubMed]

66. Xu, M.; Zhu, X.; Yu, J.; Yu, J.; Luo, S.; Wang, X. The crystal structure of Ac-AChBP in complex with
α-conotoxin LvIA reveals the mechanism of its selectivity towards different nAChR subtypes. Protein Cell
2017, 8, 675–685. [CrossRef] [PubMed]

67. Hansen, S.B.; Sulzenbacher, G.; Huxford, T.; Marchot, P.; Taylor, P.; Bourne, Y. Structures of aplysia AChBP
complexes with nicotinic agonists and antagonists reveal distinctive binding interfaces and conformations.
EMBO J. 2005, 24, 3635–3646. [CrossRef] [PubMed]

68. Celie, P.H.; Kasheverov, I.E.; Mordvintsev, D.Y.; Hogg, R.C.; van Nierop, P.; van Elk, R.;
van Rossum-Fikkert, S.E.; Zhmak, M.N.; Bertrand, D.; Tsetlin, V.; et al. Crystal structure of nicotinic
acetylcholine receptor homolog AChBP in complex with an α-conotoxin PnIA variant. Nat. Struct. Mol. Biol.
2005, 12, 582–588. [CrossRef] [PubMed]

69. Abraham, N.; Healy, M.; Ragnarsson, L.; Brust, A.; Alewood, P.F.; Lewis, R.J. Structural mechanisms for
α-conotoxin activity at the human α3β4 nicotinic acetylcholine receptor. Sci. Rep. 2017, 7. [CrossRef]
[PubMed]

http://dx.doi.org/10.1111/j.1742-4658.2007.05935.x
http://www.ncbi.nlm.nih.gov/pubmed/17651090
http://www.ncbi.nlm.nih.gov/pubmed/10640281
http://dx.doi.org/10.1016/j.neuropharm.2008.07.041
http://www.ncbi.nlm.nih.gov/pubmed/18723036
http://dx.doi.org/10.2174/138945012800398919
http://www.ncbi.nlm.nih.gov/pubmed/22300037
http://dx.doi.org/10.1016/j.jmb.2004.12.031
http://www.ncbi.nlm.nih.gov/pubmed/15701510
http://dx.doi.org/10.1016/j.bcp.2009.06.098
http://www.ncbi.nlm.nih.gov/pubmed/19576182
http://dx.doi.org/10.1016/j.bcp.2007.07.038
http://www.ncbi.nlm.nih.gov/pubmed/17826748
http://dx.doi.org/10.1111/bcpt.12528
http://www.ncbi.nlm.nih.gov/pubmed/26572235
http://dx.doi.org/10.1146/annurev.biophys.32.110601.142536
http://www.ncbi.nlm.nih.gov/pubmed/12695308
http://dx.doi.org/10.1385/JMN:30:1:9
http://dx.doi.org/10.1038/nsmb.2900
http://www.ncbi.nlm.nih.gov/pubmed/25282151
http://dx.doi.org/10.1073/pnas.1602619113
http://www.ncbi.nlm.nih.gov/pubmed/27493220
http://dx.doi.org/10.1038/nature19785
http://www.ncbi.nlm.nih.gov/pubmed/27698419
http://dx.doi.org/10.1007/s13238-017-0426-2
http://www.ncbi.nlm.nih.gov/pubmed/28585176
http://dx.doi.org/10.1038/sj.emboj.7600828
http://www.ncbi.nlm.nih.gov/pubmed/16193063
http://dx.doi.org/10.1038/nsmb951
http://www.ncbi.nlm.nih.gov/pubmed/15951818
http://dx.doi.org/10.1038/srep45466
http://www.ncbi.nlm.nih.gov/pubmed/28361878


Mar. Drugs 2018, 16, 208 20 of 23

70. Lin, B.; Xu, M.; Zhu, X.; Wu, Y.; Liu, X.; Zhangsun, D.; Hu, Y.; Xiang, S.; Kasheverov, I.E.; Tsetlin, V.I.; et al.
From crystal structure of α-conotoxin GIC in complex with Ac-AChBP to molecular determinants of its high
selectivity for α3β2 nAChR. Sci. Rep. 2016, 6. [CrossRef] [PubMed]

71. Dutertre, S.; Lewis, R.J. Toxin insights into nicotinic acetylcholine receptors. Biochem. Pharmcol. 2006, 72,
661–670. [CrossRef] [PubMed]

72. Fainzilber, M.; Hasson, A.; Oren, R.; Burlingame, A.L.; Gordon, D.; Spira, M.E.; Zlotkin, E. New
mollusk-specific. alpha.-conotoxins block Aplysia neuronal acetylcholine receptors. Biochemistry 1994,
33, 9523–9529. [CrossRef] [PubMed]

73. Hogg, R.C.; Miranda, L.P.; Craik, D.J.; Lewis, R.J.; Alewood, P.F.; Adams, D.J. Single amino acid substitutions
in α-conotoxin PnIA shift selectivity for subtypes of the mammalian neuronal nicotinic acetylcholine receptor.
J. Biol. Chem. 1999, 274, 36559–36564. [CrossRef] [PubMed]

74. Luo, S.; Nguyen, T.A.; Cartier, G.E.; Olivera, B.M.; Yoshikami, D.; McIntosh, J.M. Single-residue alteration in
α-conotoxin PnIA switches its nAChR subtype selectivity. Biochemistry 1999, 38, 14542–14548. [CrossRef]
[PubMed]

75. McIntosh, J.M.; Yoshikami, D.; Mahe, E.; Nielsen, D.B.; Rivier, J.E.; Gray, W.R.; Olivera, B.M. A nicotinic
acetylcholine receptor ligand of unique specificity, alpha-conotoxin ImI. J. Biol. Chem. 1994, 269, 16733–16739.
[PubMed]

76. Inserra, M.C.; Kompella, S.N.; Vetter, I.; Brust, A.; Daly, N.L.; Cuny, H.; Craik, D.J.; Alewood, P.F.; Adams, D.J.;
Lewis, R.J. Isolation and characterization of α-conotoxin LsIA with potent activity at nicotinic acetylcholine
receptors. Biochem. Pharmacol. 2013, 86, 791–799. [CrossRef] [PubMed]

77. Jin, A.-H.; Vetter, I.; Dutertre, S.; Abraham, N.; Emidio, N.B.; Inserra, M.; Murali, S.S.; Christie, M.J.;
Alewood, P.F.; Lewis, R.J. MrIC, a novel α-conotoxin agonist in the presence of PNU at endogenous α7
nicotinic acetylcholine receptors. Biochemistry 2014. [CrossRef] [PubMed]

78. Mueller, A.; Starobova, H.; Inserra, M.C.; Jin, A.H.; Deuis, J.R.; Dutertre, S.; Lewis, R.J.; Alewood, P.F.;
Daly, N.L.; Vetter, I. α-conotoxin MrIC is a biased agonist at α 7 nicotinic acetylcholine receptors.
Biochem. Pharmacol. 2015, 94, 155–163. [CrossRef] [PubMed]

79. Dutertre, S.; Nicke, A.; Lewis, R.J. β2 subunit contribution to 4/7 α-conotoxin binding to the nicotinic
acetylcholine receptor. J. Biol. Chem. 2005, 280, 30460–30468. [CrossRef] [PubMed]

80. Luo, S.; Zhangsun, D.; Schroeder, C.I.; Zhu, X.; Hu, Y.; Wu, Y.; Weltzin, M.M.; Eberhard, S.; Kaas, Q.;
Craik, D.J.; et al. A novel α4/7-conotoxin LvIA from Conus lividus that selectively blocks α3β2 vs.
α6/α3β2β3 nicotinic acetylcholine receptors. FASEB J. 2014, 28, 1842–1853. [PubMed]

81. Zhangsun, D.; Zhu, X.; Wu, Y.; Hu, Y.; Kaas, Q.; Craik, D.J.; McIntosh, J.M.; Luo, S. Key residues in the
nicotinic acetylcholine receptor β2 subunit contribute to α-conotoxin LvIA binding. J. Biol. Chem. 2015, 290,
9855–9862. [CrossRef] [PubMed]

82. Kompella, S.N.; Cuny, H.; Hung, A.; Adams, D.J. Molecular basis for differential sensitivity of α-conotoxin
RegIIA at rat and human neuronal nicotinic acetylcholine receptors. Mol. Pharmacol. 2015, 88, 993–1001.
[CrossRef] [PubMed]

83. Luo, S.; Zhangsun, D.; Zhu, X.; Wu, Y.; Hu, Y.; Christensen, S.; Harvey, P.J.; Akcan, M.; Craik, D.J.;
McIntosh, J.M. Characterization of a novel α-conotoxin TxID from Conus textile that potently blocks
rat α3β4 nicotinic acetylcholine receptors. J. Med. Chem. 2013, 56, 9655–9663. [CrossRef] [PubMed]

84. Wu, Y.; Zhangsun, D.; Zhu, X.; Kaas, Q.; Zhangsun, M.; Harvey, P.J.; Craik, D.J.; McIntosh, J.M.; Luo, S.
α-Conotoxin [S9A] TxID potently discriminates betweenα3β4 and α6/α3β4 nicotinic acetylcholine receptors.
J. Med. Chem. 2017, 60, 5826–5833. [CrossRef] [PubMed]

85. Kompella, S.N.; Hung, A.; Clark, R.J.; Marí, F.; Adams, D.J. Alanine scan of α-conotoxin RegIIA reveals a
selective α3β4 nicotinic acetylcholine receptor antagonist. J. Biol. Chem. 2015, 290, 1039–1048. [CrossRef]
[PubMed]

86. Ellison, M.; Haberlandt, C.; Gomez-Casati, M.E.; Watkins, M.; Elgoyhen, A.B.; McIntosh, J.M.; Olivera, B.M.
α-RgIA: A novel conotoxin that specifically and potently blocks the α9α10 nAChR. Biochemistry 2006, 45,
1511–1517. [CrossRef] [PubMed]

87. Ellison, M.; Feng, Z.; Park, A.J.; Zhang, X.; Olivera, B.M.; McIntosh, J.M.; Norton, R.S. α-RgIA, a novel
conotoxin that blocks the α9α10 nAChR: Structure and identification of key receptor-binding residues.
J. Mol. Biol. 2008, 377, 1216–1227. [CrossRef] [PubMed]

http://dx.doi.org/10.1038/srep22349
http://www.ncbi.nlm.nih.gov/pubmed/26925840
http://dx.doi.org/10.1016/j.bcp.2006.03.027
http://www.ncbi.nlm.nih.gov/pubmed/16716265
http://dx.doi.org/10.1021/bi00198a018
http://www.ncbi.nlm.nih.gov/pubmed/8068627
http://dx.doi.org/10.1074/jbc.274.51.36559
http://www.ncbi.nlm.nih.gov/pubmed/10593955
http://dx.doi.org/10.1021/bi991252j
http://www.ncbi.nlm.nih.gov/pubmed/10545176
http://www.ncbi.nlm.nih.gov/pubmed/8206995
http://dx.doi.org/10.1016/j.bcp.2013.07.016
http://www.ncbi.nlm.nih.gov/pubmed/23924607
http://dx.doi.org/10.1021/bi400882s
http://www.ncbi.nlm.nih.gov/pubmed/24351107
http://dx.doi.org/10.1016/j.bcp.2015.01.011
http://www.ncbi.nlm.nih.gov/pubmed/25646788
http://dx.doi.org/10.1074/jbc.M504229200
http://www.ncbi.nlm.nih.gov/pubmed/15929983
http://www.ncbi.nlm.nih.gov/pubmed/24398291
http://dx.doi.org/10.1074/jbc.M114.632646
http://www.ncbi.nlm.nih.gov/pubmed/25713061
http://dx.doi.org/10.1124/mol.115.100503
http://www.ncbi.nlm.nih.gov/pubmed/26438212
http://dx.doi.org/10.1021/jm401254c
http://www.ncbi.nlm.nih.gov/pubmed/24200193
http://dx.doi.org/10.1021/acs.jmedchem.7b00546
http://www.ncbi.nlm.nih.gov/pubmed/28603989
http://dx.doi.org/10.1074/jbc.M114.605592
http://www.ncbi.nlm.nih.gov/pubmed/25411242
http://dx.doi.org/10.1021/bi0520129
http://www.ncbi.nlm.nih.gov/pubmed/16445293
http://dx.doi.org/10.1016/j.jmb.2008.01.082
http://www.ncbi.nlm.nih.gov/pubmed/18295795


Mar. Drugs 2018, 16, 208 21 of 23

88. Millard, E.L.; Nevin, S.T.; Loughnan, M.L.; Nicke, A.; Clark, R.J.; Alewood, P.F.; Lewis, R.J.; Adams, D.J.;
Craik, D.J.; Daly, N.L. Inhibition of neuronal nicotinic acetylcholine receptor subtypes by α-Conotoxin GID
and analogues. J. Biol. Chem. 2009, 284, 4944–4951. [CrossRef] [PubMed]

89. Nicke, A.; Loughnan, M.L.; Millard, E.L.; Alewood, P.F.; Adams, D.J.; Daly, N.L.; Craik, D.J.; Lewis, R.J.
Isolation, structure, and activity of GID, a novel α4/7-conotoxin with an extended N-terminal sequence.
J. Biol. Chem. 2003, 278, 3137–3144. [CrossRef] [PubMed]

90. Suresh, A.; Hung, A. Molecular simulation study of the unbinding of α-conotoxin [Υ4E] GID at the α7
and α4β2 neuronal nicotinic acetylcholine receptors. J. Mol. Graph. Model. 2016, 70, 109–121. [CrossRef]
[PubMed]

91. Banerjee, J.; Yongye, A.B.; Chang, Y.; Gyanda, R.; Medina-Franco, J.L.; Armishaw, C.J. Design and synthesis
of α-conotoxin GID analogues as selective α4β2 nicotinic acetylcholine receptor antagonists. Pept. Sci. 2014,
102, 78–87. [CrossRef] [PubMed]

92. Beissner, M.; Dutertre, S.; Schemm, R.; Danker, T.; Sporning, A.; Grubmüller, H.; Nicke, A. Efficient binding
of 4/7 α-conotoxins to nicotinic α4β2 receptors is prevented by Arg185 and Pro195 in the α4 subunit.
Mol. Pharmacol. 2012, 82, 711–718. [CrossRef] [PubMed]

93. Dutertre, S.; Nicke, A.; Tyndall, J.D.A.; Lewis, R.J. Determination of α-conotoxin binding modes on neuronal
nicotinic acetylcholine receptors. J. Mol. Recognit. 2004, 17, 339–347. [CrossRef] [PubMed]

94. Ellison, M.; Gao, F.; Wang, H.; Sine, S.M.; McIntosh, J.M.; Olivera, B.M. α-Conotoxins ImI and ImII target
distinct regions of the human α7 nicotinic acetylcholine receptor and distinguish human nicotinic receptor
subtypes. Biochemistry 2004, 43, 16019–16026. [CrossRef] [PubMed]

95. Quiram, P.A.; Jones, J.J.; Sine, S.M. Pairwise Interactions between Neuronal α7Acetylcholine Receptors and
α-Conotoxin ImI. J. Biol. Chem. 1999, 274, 19517–19524. [CrossRef] [PubMed]

96. Yu, R.; Craik, D.J.; Kaas, Q. Blockade of neuronal α7-nAChR by α-conotoxin ImI explained by computational
scanning and energy calculations. PLoS Comput. Biol. 2011, 7. [CrossRef] [PubMed]

97. Everhart, D.; Cartier, G.E.; Malhotra, A.; Gomes, A.V.; McIntosh, J.M.; Luetje, C.W. Determinants of potency
on α-conotoxin MII, a peptide antagonist of neuronal nicotinic receptors. Biochemistry 2004, 43, 2732–2737.
[CrossRef] [PubMed]

98. Azam, L.; McIntosh, J.M. Molecular basis for the differential sensitivity of rat and human α9α10 nAChRs to
α-conotoxin RgIA. J. Neurochem. 2012, 122, 1137–1144. [CrossRef] [PubMed]

99. Dutton, J.L.; Bansal, P.S.; Hogg, R.C.; Adams, D.J.; Alewood, P.F.; Craik, D.J. A new level of conotoxin
diversity, a non-native disulfide bond connectivity in α-conotoxin AuIB reduces structural definition but
increases biological activity. J. Biol. Chem. 2002, 277, 48849–48857. [CrossRef] [PubMed]

100. Grishin, A.A.; Wang, C.A.; Muttenthaler, M.; Alewood, P.F.; Lewis, R.J.; Adams, D.J. α-Conotoxin AuIB
isomers exhibit distinct inhibitory mechanisms and differential sensitivity to stoichiometry of α3β4 nicotinic
acetylcholine receptors. J. Biol. Chem. 2010, 285, 22254–22263. [CrossRef] [PubMed]

101. Lebbe, E.K.; 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] [PubMed]

102. Ellison, M.; McIntosh, J.M.; Olivera, B.M. α-Conotoxins ImI and ImII similar α7 nicotinic receptor antagonists
act at different sites. J. Biol. Chem. 2003, 278, 757–764. [CrossRef] [PubMed]

103. Luo, S.; Akondi, K.B.; Zhangsun, D.; Wu, Y.; Zhu, X.; Hu, Y.; Christensen, S.; Dowell, C.; Daly, N.L.; Craik, D.J.;
et al. Atypical α-conotoxin LtIA from Conus litteratus targets a novel microsite of the α3β2 nicotinic receptor.
J. Biol. Chem. 2010, 285, 12355–12366. [CrossRef] [PubMed]

104. Peng, C.; Han, Y.; Sanders, T.; Chew, G.; Liu, J.; Hawrot, E.; Chi, C.; Wang, C. α4/7-conotoxin Lp1. 1 is a
novel antagonist of neuronal nicotinic acetylcholine receptors. Peptides 2008, 29, 1700–1707. [PubMed]

105. Franco, A.; Pisarewicz, K.; Moller, C.; Mora, D.; Fields, G.B.; Marí, F. Hyperhydroxylation: A new strategy
for neuronal targeting by venomous marine molluscs. In Molluscs; Springer: Boca Raton, FL, USA, 2006.

106. Yang, L.; Tae, H.; Fan, Z.; Shao, X.; Xu, S.; Zhao, S.; Adams, D.J.; Wang, C. A novel lid-covering peptide
inhibitor of nicotinic acetylcholine receptors derived from αd-conotoxin GeXXA. Mar. Drugs 2017, 15, 164.
[CrossRef] [PubMed]

107. Liu, Z.; Bartels, P.; Sadeghi, M.; Du, T.; Dai, Q.; Zhu, C.; Yu, S.; Wang, S.; Dong, M.; Sun, T.; et al. A novel
α-conopeptide Eu1. 6 inhibits N-type (Ca V 2.2) calcium channels and exhibits potent analgesic activity.
Sci. Rep. 2018, 8. [CrossRef]

http://dx.doi.org/10.1074/jbc.M804950200
http://www.ncbi.nlm.nih.gov/pubmed/19098004
http://dx.doi.org/10.1074/jbc.M210280200
http://www.ncbi.nlm.nih.gov/pubmed/12419800
http://dx.doi.org/10.1016/j.jmgm.2016.09.006
http://www.ncbi.nlm.nih.gov/pubmed/27721068
http://dx.doi.org/10.1002/bip.22413
http://www.ncbi.nlm.nih.gov/pubmed/24122487
http://dx.doi.org/10.1124/mol.112.078683
http://www.ncbi.nlm.nih.gov/pubmed/22802270
http://dx.doi.org/10.1002/jmr.683
http://www.ncbi.nlm.nih.gov/pubmed/15227641
http://dx.doi.org/10.1021/bi048918g
http://www.ncbi.nlm.nih.gov/pubmed/15609996
http://dx.doi.org/10.1074/jbc.274.28.19517
http://www.ncbi.nlm.nih.gov/pubmed/10391883
http://dx.doi.org/10.1371/journal.pcbi.1002011
http://www.ncbi.nlm.nih.gov/pubmed/21390272
http://dx.doi.org/10.1021/bi036180h
http://www.ncbi.nlm.nih.gov/pubmed/15005608
http://dx.doi.org/10.1111/j.1471-4159.2012.07867.x
http://www.ncbi.nlm.nih.gov/pubmed/22774872
http://dx.doi.org/10.1074/jbc.M208842200
http://www.ncbi.nlm.nih.gov/pubmed/12376538
http://dx.doi.org/10.1074/jbc.M110.111880
http://www.ncbi.nlm.nih.gov/pubmed/20466726
http://dx.doi.org/10.1016/j.toxicon.2014.08.074
http://www.ncbi.nlm.nih.gov/pubmed/25194747
http://dx.doi.org/10.1074/jbc.M204565200
http://www.ncbi.nlm.nih.gov/pubmed/12384509
http://dx.doi.org/10.1074/jbc.M109.079012
http://www.ncbi.nlm.nih.gov/pubmed/20145249
http://www.ncbi.nlm.nih.gov/pubmed/18588930
http://dx.doi.org/10.3390/md15060164
http://www.ncbi.nlm.nih.gov/pubmed/28587231
http://dx.doi.org/10.1038/s41598-017-18479-4


Mar. Drugs 2018, 16, 208 22 of 23

108. Kudryavtsev, D.; Shelukhina, I.; Vulfius, C.; Makarieva, T.; Stonik, V.; Zhmak, M.; Ivanov, I.;
Kasheverov, I.; Utkin, Y.; Tsetlin, V. Natural compounds interacting with nicotinic acetylcholine receptors:
From low-molecular weight ones to peptides and proteins. Toxins 2015, 7, 1683–1701. [CrossRef] [PubMed]

109. Favreau, P.; Benoit, E.; Hocking, H.G.; Carlier, L.; D’hoedt, D.; Leipold, E.; Markgraf, R.; Schlumberger, S.;
Córdova, M.A.; Gaertner, H.; et al. A novel µ-conopeptide, CnIIIC, exerts potent and preferential inhibition
of NaV1. 2/1.4 channels and blocks neuronal nicotinic acetylcholine receptors. Br. J. Pharmacol. 2012, 166,
1654–1668. [CrossRef] [PubMed]

110. Sakai, R.; Swanson, G.T. Recent progress in neuroactive marine natural products. Nat. Prod. Rep. 2014, 31,
273–309. [CrossRef] [PubMed]
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