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∥Instituto de Biotecnología, Universidad Nacional Autońoma de Mex́ico, Avenida Universidad, 2001, Apartado Postal 510-3,
Cuernavaca, 62210 Morelos, Mexico

*S Supporting Information

ABSTRACT: Spider venom toxins have raised interest in
prospecting new drugs and pesticides. Nevertheless, few
studies are conducted with tarantula toxins, especially with
species found in Brazil. This study aims to characterize
chemically and biologically the first toxin isolated from
Acanthoscurria paulensis venom. Ap1a consists of 48 amino
acid residues and has a molecular mass of 5457.79 Da. The
cloned gene encodes a putative sequence of 23 amino acid
residues for the signal peptide and 27 for the pro-peptide. The
sequence of the mature peptide is 60−84% identical with those
of toxins of the HWTX-II family. Different from the structural
pattern proposed for these toxins, the disulfide pairing of Ap1a is of the ICK type motif, which is also shared by the U1-TRTX-
Bs1a toxin. Ap1a induced a dose-dependent and reversible paralytic effect in Spodoptera f rugiperda caterpillars, with an ED50 of
13.0 ± 4.2 μg/g 8 h after injections. In the Drosophila melanogaster Giant Fiber circuit, Ap1a (1.14−22.82 μg/g) reduces both the
amplitude and frequency of responses from GF-TTM and GF-DLM pathways, suggesting an action at the neuromuscular
junction, which is mediated by glutamatergic receptors. It is also lethal to mice (1.67 μg/g, intracranial route), inducing effects
similar to those reported with intracerebroventricular administration of NMDA. Ap1a (1 μM) does not alter the response
induced by acetylcholine on the rhabdomyosarcoma cell preparation and shows no significant effects on hNav1.2, hNav1.4,
hNav1.5, and hNav1.6 channels. Because of its unique sequence and cysteine assignment to the HWTX-II family, Ap1a is a
significant contribution to the structure−function study of this family of toxins.

Spiders are an ancient group of arthropods and cover a wide
array of ecosystems, being one of the most diverse groups

of terrestrial animals.1 Among 43678 species described to date,
the Theraphosidae family (suborder Mygalomorphae) accounts
for 946 species.2 Until now, more than 200 disulfide-bridged
peptides have been described from these spiders, including
those predicted by transcriptomic tools,3 this being only a
fraction of the actual biochemical diversity of these animals’
venoms.
Spider venom peptides can be characterized by their cysteine

residue distributions along their sequences and their structural
pairing.4 Functional variability of peptides with identical sorts of
frameworks and different biological activities has attracted great
interest in these folds, which can be used as scaffolds for the
design of compounds with desirable biological properties.
Disulfide-bridged peptides from spider venoms have two

major structural motifs. The first is the inhibitory cystine knot
(ICK) motif, which is characteristic of the overwhelming

majority of known spider peptide toxins, with the consensual
sequence CIX2−7-CIIX3−11-CIIIX0−7-CIVX1−17-CVX1−19-CVI and
CI−CIV, CII−CV, and CIII−CVI disulfide bonds, where X
denotes amino acids with varying lengths.4−6 The spatial
structure of peptides with this motif is characterized by the
presence of a β-hairpin and a peculiar “knot”: the third disulfide
bond (CIII−CVI) pierces the ring formed by the other two
disulfides and the main chain atoms joining these bonds.4 The
second is the disulfide-directed β-hairpin (DDH) motif, whose
consensus sequence proposed by Wang and collaborators7 is
CX5−19CX2(G or P)X2CX6−19C. This motif does not have the
cysteine knot and includes an antiparallel β-hairpin stabilized by
only two mandatory disulfide bonds, the two that make up
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most of the hydrophobic core. Thus, loop 1 is no longer
necessarily connected to the N-terminal cysteine such as in the
ICK motif, and loop 3 usually has five amino acid residues with
a central Gly or Pro to ensure stability prior to the first β-
strand. The DDH motif is found in proteins from diverse
organisms, except Archaea and Eubacteria, suggesting that this
structural motif would have evolved in an ancestral eukaryote
prior to the divergence of plants, animals, and fungi. Depending
on the position of an additional disulfide bridge, the DDH
motif can generate an ICK motif, thus suggesting that the ICK
fold would be a molecular evolution of the DDH fold.7

Recently, the first superfamily of Kunitz-type toxins from
spiders was reported. The Kunitz-type motif usually has a
polypeptide chain of ∼60 amino acid residues and three
disulfide bridges with a CI−CVI, CII−CIV, and CIII−CV bonding
pattern. These peptides are found in various venomous animals,
and besides serine protease inhibition, some of them also block
ion channels, mainly voltage-gated potassium channels.8

Another structural scaffold in tarantula venom toxins was
demonstrated by determining the structure of huwentoxin-II
(HWTX-II or U1-TRTX-Hh1a), isolated from Haplopelma
schmidti venom, with a different disulfide pairing (CI−CIII, CII−
CV, and CIV−CVI).

9 The HWTX-II structure does not present
the cysteine knot and has been defined as a DDH scaffold,10

although it may be considered as an evolution of the basic
DDH motif as defined by Wang and collaborators.7 It has been
suggested that because of the high degree of sequence similarity
between toxins of the HWTX-II family, they would probably
adopt the DDH fold.10−12

Here we present the chemical and biological characterization
of Ap1a, the first peptide isolated from the venom of the
Brazilian spider Acanthoscurria paulensis, with activity in both
insects and mammals possibly affecting glutamate neuro-
transmission and with a different cysteine arrangement for
the HWTX-II family.

■ EXPERIMENTAL PROCEDURES
Animals and Permits. Male and female adult specimens of

A. paulensis were collected at various locations of Distrito
Federal, in Brazil, under Instituto Chico Mendes de
Conservaca̧õ da Biodiversidade (ICMBio) license 24227-1.
They were kept alive in the laboratory at the University of
Brasıĺia in individual terrariums and fed fortnightly with
cockroaches and received water ad libitum. Animals were
contained in accordance with the ethical guidelines of the
Brazilian Society for Neuroscience and Behavior, which follows
the guidelines for animal care prepared by the Committee on
the Care and Use of Laboratory Animal Resources of the
National Research Council (Washington, DC). The number of
animals was kept to the minimum necessary to test the concept.
Purification Procedures. A pool of venom from 15 male

and female A. paulensis spiders was obtained monthly and
fractionated as described previously.13 The fraction that eluted
at 41.0% acetonitrile (named Ap1a) was collected, vacuum-
dried, and rechromatographed by high-performance liquid
chromatography (HPLC) through a C18 reversed phase
analytical column (Synergi 4 μm Fusion-RP 80 Å, 250 mm ×
4.60 mm, Phenomenex) with a water gradient (0.12%
trifluoroacetic acid, which is solvent A) and acetonitrile
(0.10% TFA, which is solvent B). The peptide was purified
using two subsequent steps of chromatography with the same
equipment and column with optimized gradients, with the final
gradient shown in the legend of Figure 2B. Samples were dried

under vacuum and stored at −20 °C. The peptide was
quantified by the absorbance at 280 nm.14

Mass Spectrometry Analysis. The molecular mass and
purity of peptide Ap1a were determined on an UltraFlexIII
matrix-assisted laser desorption ionization time-of-flight
(MALDI-TOF/TOF) mass spectrometer (Bruker Daltonics)
in the reflected and linear positive modes, as previously
described.13 In addition to MALDI-TOF/TOF MS, some
fragments generated after digestion with pepsin and trypsin
were also analyzed in a micrOTOF-Q II mass spectrometer
(Bruker Daltonics) equipped with an orthogonal electrospray
ionization source (ESI) operated in the positive mode. Samples
were diluted in variable concentrations of 1% formic acid in a
water/acetonitrile mixture (1:1, v:v) and applied to the mass
spectrometer source by direct infusion.

Amino Acid Sequence Determination. The N-terminal
amino acid sequence of peptide Ap1a was determined by the
automated Edman degradation method on a Beckman (Palo
Alto, CA) LF 3000 protein peptide sequencer. Additionally,
MS/MS sequencing was performed with the chromatographic
fractions obtained after reduction, alkylation, and digestion of
Ap1a using the UltraFlexIII MALDI-TOF/TOF mass spec-
trometer (Bruker Daltonics) in the LIFT mode.15 Briefly, an
aliquot of 50 μg of the native Ap1a was reduced with 25 mM
dithiothreitol (DTT) in 50 mM ammonium carbonate buffer
and incubated at 60 °C for 60 min under constant agitation.
After reduction, the sample was alkylated with 25 mM
iodoacetamide in 50 mM ammonium carbonate buffer and
incubated for 40 min under the conditions described above and
under light protection. The alkylated sample was digested with
Glu-C endopeptidase (Sigma-Aldrich) for 60 min at 37 °C
under constant agitation, with an enzyme:substrate ratio of 1:25
(v:v).
The digests were fractionated in an UFLC system using a

Shim-pack XR-ODS analytical column (Shimadzu, 30 mm ×
2.0 mm, 2.2 μm), with a flow rate of 0.4 mL/min and detection
at 216 and 280 nm. The following binary gradient was used: 5%
solution B for 5 min, 5 to 50% B for 20 min, 60 to 90% B for 2
min, and 90% B for 3 min. Subfractions were manually
collected, vacuum-dried, and stored at −20 °C until they were
used. After chromatography, the subfractions were submitted to
mass spectrometry analysis (the MS/MS spectra were analyzed
manually).
Similarity searches were performed using blastp (http://

www.ncbi.nlm.nih.gov/blast) and Fasta3 (http://www.ebi.ac.
uk/fasta) with an e value cutoff set to <10−5 to identify putative
functions. ClustalW version 2.016 was used for sequence
alignments, comparison of the amino acid substitutions, and
calculation of the identity percentage between paired
sequences.

Construction of the cDNA Library and Gene Cloning.
A cDNA library was constructed from total RNA obtained from
A. paulensis venom glands, which were dissected from one male
spider 4 days after venom extraction by electrical stimulation.
The total RNA was extracted using the ZR-Duet DNA/RNA
Miniprep kit (Zymo Research). The full-length cDNA library
was prepared by means of the In-Fusion SMARTer cDNA
Library Construction kit (Clontech Laboratories, Palo Alto,
CA), according to the long-distance polymerase chain reaction
(PCR) protocol. The cDNA inserts were cloned into linearized
pSMART2IF plasmids. The recombinant plasmids were
transformed into electrocompetent Escherichia coli DH5α
cells. The forward and reverse screening primers (10 μM)
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from the Advantage 2 PCR kit (Clontech Laboratories) were
used for the PCR of the cDNA library. Selected plasmids with
>300 bp cDNAs were isolated using the alkaline lysis method,
and single-pass sequencing of the 5′-termini was conducted
with the M13 forward primer (5′-TGT AAA ACG ACG GCC
AGT-3′) using an automatic sequencer (ABI 3130 XL genetic
analyzer, Applied Biosystems), according to the manufacturer’s
instructions. The bioinformatics analyses were performed as
previously described.17 The protein and nucleotide sequence
data reported in this paper are deposited in UniProt
Knowledgebase as entry B3EWY4.
Assignment of Disulfide Bonds. Immobilized pepsin

(Pierce, Rockford, IL) was added to 100 μg of native peptide,
which was digested for 90 min at 37 °C, under constant
agitation and according to the manufacturer’s instructions.
Then, the sample was centrifuged (5000g for 5 min), and the
supernatant was submitted to HPLC fractionation in a C18
reversed phase analytical column (Synergi 4 μm Fusion-RP 80
Å, 250 mm × 4.60 mm, Phenomenex) at a flow rate of 1.0 mL/
min and monitored at 216 and 280 nm. A linear gradient from
0 to 60% solution B for 60 min was used. The chromatographic
fractions had their molecular masses analyzed by MALDI-
TOF/TOF MS. The two major fractions (P1 and P2) were also
analyzed by micrOTOF-Q II MS.
The P1 fraction was vacuum-dried and digested with

immobilized trypsin (Pierce) according to the manufacturer’s
instructions. The reaction was allowed to run for 9 h at 37 °C,
under constant agitation. The sample was then centrifuged
(5000g for 5 min), and the supernatant was submitted to UFLC
fractionation in a Shim-pack XR-ODS analytical C18 column as
described in Amino Acid Sequence Determination. The
molecular masses and amino acid sequences of the chromato-
graphic fractions were analyzed by MALDI-TOF/TOF MS
(MS and MS/MS modes) and micrOTOF-Q II. The fractions
containing ions corresponding to tryptic fragments with single
disulfide bonds were subsequently reduced with 10 mM
dithiothreitol (DTT) in 10 mM ammonium carbonate buffer
and maintained for 30 min at 60 °C. Then, the reduced
fractions were analyzed by MALDI-TOF/TOF MS (MS and
MS/MS modes).
The enzymes were chosen on the basis of the prediction of

potential cleavage sites of Ap1a by the enzymes pepsin (at pH
>2) and trypsin using PeptideCutter (http://web.expasy.org/
peptide_cutter/), leaving a single Cys residue at each distinct
fragment.
Secondary Structure Prediction. The prediction of Ap1a

secondary structure was performed by the tool available on the
PSIPRED server (http://bioinf.cs.ucl.ac.uk/psipred/).
Paralytic Effect on Insects. The paralyzing activity of

Ap1a toxin was assayed on Spodoptera f rugiperda larvae
(Lepidoptera, Noctuidae) weighing on average 100 mg each.
The peptide was dissolved in deionized water, and the tests
consisted of injecting 2 μL of four different peptide doses (10,
15, 25, and 50 μg/g of animal) into the ventro-posterior region
of the larvae, between the penultimate and last pair of legs (n =
10 per group). Control animals (n = 15) received 2 μL of water
through the same route of administration. The larvae were
individually kept in transparent plastic containers and
monitored at regular time intervals (1, 3, 5, 8, 12, 24, and 48
h after the injection) for signs of paralysis or death. For
determination of the mean effective dose (ED50) that paralyzes
50% of the animals, both partial and total paralysis were
considered (partial paralysis affected locomotion by paralyzing

only the rear half of the larvae) during the 8 h experiment. ED50
values and respective confidence indices were calculated using
the Probit method18 and BioStat 2009.

Drosophila Giant Fiber Circuit. The effects of Ap1a were
observed on the Drosophila melanogaster giant fiber system
(GFS), a well-characterized neuronal circuit (see Figure 5A)
composed of cholinergic synapses, electrical connections (GAP
junctions), and glutamatergic neuromuscular junctions
(NMJs).19,20 For this assay, picomolar amounts of the
compound were injected into the living flies (1.1 ± 0.1 mg
weight) while simultaneously obtaining electrophysiological
recordings, as previously described.19

The frequency and amplitude of responses were calculated as
percentages and compared to the average of train responses
before peptide injection and to control flies injected with 46 nL
of a 0.7% saline solution21 in deionized water (n = 10).
Statistical analyses of the frequency and amplitude values of
both GF-DLM and GF-TTM pathways were performed by
two-way analysis of variance (ANOVA) followed by a
Bonferroni post-test, comparing the values obtained at each
time of each dose with the equivalent time of the control group
(saline).
For Ap1a toxin injection, flies were injected with 46 nL of the

peptide diluted in an insect saline solution at four different
doses: 5, 25, 50, and 100 μM, the equivalent of 1.14, 5.71,
11.41, and 22.82 ng/mg, respectively (or 0.21, 1.05, 2.10, and
4.18 pmol/mg, respectively) (n = 8 ± 2 each). The responses
from GF-TTM and GF-DLM pathways were tested with 10
sweeps of 10 stimulus trains at 10 Hz before and after the
injection, immediately after the 1 Hz stimulation period (1
min) and 5, 10, and 15 min later.

Nicotinic Acetylcholine Receptor Assay (nAChR). The
physiological activity of Ap1a was also performed by patch
clamp using the muscular nAChR assay in the rhabdomyo-
sarcoma TE671 cell line, as previously described.22 Currents
were elicited by applying 10 μM ACh for 4−6 s at least thrice at
intervals of 90 s. Then, Ap1a was applied at a concentration of
1 μM for 1 min, followed by ACh addition. The α-bungarotoxin
(0.1 μM) was used as a positive control. Data were analyzed
off-line by using pClamp9 and Origin7 (Microcal).

Mice Toxicity Assay. The toxicity to mammals of the Ap1a
toxin was tested by intracranial injections (with the aid of a 10
μL Hamilton syringe) in male Swiss albino mice (Mus
musculus) with an 18 g body weight. The experimental group
(n = 3) received a unique dose of 30 μg of Ap1a per animal
(the equivalent of 1.67 μg/g), in a total volume of 2 μL of the
peptide solubilized in deionized water. The control group (n =
3) was injected with 2 μL of deionized water each. The toxic
effects of the peptide were analyzed by descriptive statistics,
comparing the behavioral and physiological changes between
experimental and control group during the first hour of the
experiment. At the end, the surviving animals were euthanized
with an overdose of sodium pentobarbital (∼75 mg/kg).

Sodium Channel Activity. HEK293 cell lines stably
expressing human Nav1.2, Nav1.4, Nav1.5, and Nav1.6 were
used to measure Ap1a activity on sodium channels as previously
reported.23 Ap1a was diluted in the extracellular solution from a
stock solution in water, to a final concentration of 1 μM.
Currents were elicited by pulses (200 ms) from a holding
potential of −120 mV until a value of −10 mV was reached,
preceded by a prepulse of 5 ms at 50 mV, followed by
depolarization (50 ms) at −10 mV. Data were analyzed off-line
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by using Clampfit10 (Molecular Devices) and Origin7
(Microcal).
Figure 1 summarizes the strategy used in this study to

perform the chemical and biological characterization of the
Ap1a toxin.

■ RESULTS
Chromatographic Separation and Mass Spectrome-

try. The chromatographic fraction that eluted at 51.0 min (41%
acetonitrile) during whole venom fractionation (Figure 2A)
went through two additional purification steps by RP-HPLC,
until the pure peptide named Ap1a was obtained (Figure 2B),
the first peptide characterized from A. paulensis venom. It
corresponds to approximately 8% of the total venom
(calculation performed with regard to the area under curve in
whole venom chromatography at 216 nm). Its molecular mass
determined by micrOTOF-Q II MS was [M + 6H]6+ = 910.465
Da, which is equivalent to the monoisotopic molecular mass of
5457.79 Da (Figure 2C).
Amino Acid Sequencing and Similarities. The determi-

nation of the primary structure of Ap1a was performed by
complementary strategies (Figure 2D). From the 48 amino acid
residues that make up the peptide, the first 18 residues were
originally determined by Edman degradation.
After reduction and alkylation, Ap1a was subjected to partial

digestion with Glu-C endopeptidase, from which two ions were
identified by MALDI-TOF/TOF MS: m/z 2104.97 and

3548.48. These two ions were submitted to MS/MS analysis,
allowing the identification of the sequence from residue Ile1 to
Trp38.
The interpretation of the spectrum generated by fragmenta-

tion of the ion at m/z 2104.97 coincided with the first 18
residues of the N-terminal region previously obtained by
Edman degradation (data not shown). The theoretical
monoisotopic molecular mass ([M + H]+) of this peptide
fragment (Ile1−Glu18), considering the reduced and non-
alkylated cysteine residues, is equal to 2104.99 Da, which is very
close to the molecular mass obtained experimentally, indicating
that there was no alkylation on these two cysteine residues (CI
and CII). With the exception of this fragment, all other de novo
sequences and differentiation of isobaric residues was carried
out a posteriori, based on the Ap1a precursor sequence.
The fragmentation spectrum of the second ion generated by

digestion with Glu-C (m/z 3548.48) was also analyzed, and the
GKPCKPKGDKNKDKKCSGGW partial sequence was ob-
tained, with two alkylated cysteines (CIII and CIV) (data not
shown). The data obtained were not sufficient to interpret the
whole spectrum, with 1273.12 Da missing from both y-ion
series (excluding 19 Da corresponding to the sum of the water
molecule and the ionization proton) and b-ion series for
completion of the sequence. However, after obtaining the
complete peptide sequence by the precursor nucleotide
sequence, we observed that the value for the sum of amino
acid residues that make up the remaining C-terminal fragment
(RCKIKMCLKI) is equal to 1216.71 Da. The obtained value of
1273.71 Da for the noninterpreted spectrum sector indicated
that only one cysteine residue located in this fragment was
alkylated.
The complete peptide sequence was subsequently deduced

by transcriptomic analysis (Figure 2D), performed after
construction of the cDNA library from A. paulensis venom
glands, which allowed the cloning of the Ap1a precursor. This
precursor presented 297 nucleotides that encode a 98-amino
acid residue peptide (see Figure S1A of the Supporting
Information), including a signal peptide of 23 amino acid
residues, a pro-peptide with 27 residues, and a mature segment
with 48 residues, whose theoretical molecular mass ([M + H]+

= 5457.77 Da) was equal to the Ap1a experimental molecular
mass ([M + H]+ = 5457.79 Da).
At least seven putative sequences available in public

databases were 55−74% identical with the Ap1a precursor
sequence (Figure S1A of the Supporting Information). U1-
TRTX-Lsp1b (LTx2), U1-TRTX-Lsp1a (LTx1), and U1-
TRTX- Lsp1c (LTx3), from the tarantula Lasiodora sp., showed
the highest levels of identity, 74, 72, and 68%, respectively. U3-
TRTX-Cj1b (JZTX-47), from the spider Chilobrachys jingzhao,
had the lowest value (55%), while the other Huwentoxin
putative sequences were 60% identical with the Ap1a precursor.
Considering only the signal peptide and the pro-peptide
sequences, the similarity of Ap1a was higher with sequences of
Lasiodora sp., with 73−91% identity with regard to signal
peptides and 74−78% with regard to pro-peptides. The other
putative sequences used in this alignment were 50−56%
identical in the region of the signal peptide and 28−46%
identical in the pro-peptide segment.
The Ap1a mature peptide is similar with toxins belonging to

the HWTX-II family (Figure S1B of the Supporting
Information), which were all isolated from the venom of
Theraphosidae spiders. Toxins U1-TRTX-Lp1a and U1-TRTX-
Lp1b, from Lasiodora sp., showed the lowest percentage of

Figure 1. Experimental strategy used to perform the chemical and
biological characterization of the Ap1a toxin. The scheme presents a
comparison of the doses used in the biological assays, showing the
smallest assayed doses that presented significant effects (underlined).
In the assays marked with asterisks, only one toxin concentration was
tested.
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identity (60%) with Ap1a. The HWTX-II, the prototype
member of this peptide family, also showed a moderate identity

percentage (67%). The highest identity percentages were with
toxins U1-TRTX-Bs1a (84%), U1-TRTX-Asp1b (84%), U1-

Figure 2. (A) RP-HPLC fractionation of 5.0 mg of A. paulensis soluble venom. Fractionation in a C18 semipreparative column (Phenomenex) using
a gradient of acetonitrile (ACN) that is represented by the dashed line, with a flow rate of 1 mL/min and absorbance at 216 nm. The component
labeled with the arrow corresponds to an elution time of 51.0 min (41% ACN) and was used for further purification. (B) Rechromatography of the
component that eluted at 51.0 min using a C18 reversed phase analytical column, eluted with a gradient from 20 to 25% B from 0 to 5 min and from
25 to 32% B from 5 to 45 min, at a rate of 1 mL/min, as indicated by the dashed line. The two traces at the peak base indicate the beginning and end
of fraction collection. (C) Mass spectrometry analysis of Ap1a by micrOTOF-Q II, presenting the monoisotopic distribution of the +6 charged ion.
(D) Primary sequence of Ap1a. The first 18 amino acid residues in the N-terminal region were obtained by automated Edman degradation. The
amino acid residues of positions 1−18 and 19−38 were obtained by MS/MS sequencing after reduction, alkylation, and digestion with Glu-C
endopeptidase. Only a partial sequence (residues 19−38) was obtained from the second digest fragment (residues 19−48). The complete amino acid
sequence was determined by transcriptomic analysis.

Figure 3. Assignment of disulfide bonds of Ap1a. (A) Amino acid sequences and molecular masses (MM) of ions generated after digestion with
pepsin and trypsin, and after reduction. The ions obtained after reduction are indicated by the number of the Cys (CI−CVI) present in their
sequences. One asterisk denotes MALDI-TOF/TOF MS. Two asterisks denote micrOTOF-Q II. A dash denotes undetected MM. (B) Global view
of Ap1a disulfide bonds and predicted secondary structure. The Cys residues are designated by Roman numerals. In bold black letters are shown the
fragments obtained after pepsin digestion of the native peptide. In bold gray letters are shown the fragments obtained after trypsin digestion. The
amino acid residues predicted to form the two strands of the β-sheet structure are shown inside the arrows.
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TRTX-Asp1a (82%), U1-TRTX-Ba1a (82%), and U1-TRTX-
Ba1b (82%).
Assignment of Disulfide Bonds. Ap1a cysteine pairing

was assessed by peptide digestion with pepsin and trypsin,
followed by mass spectrometry analysis (MS and MS/MS).
After digestion with pepsin and RP-HPLC fractionation, two

main fractions were obtained. The first fraction (P1), which
referred to the digested peptide form, had [M + H]+ = 5475.80
Da ([M + 7H]7+ = 783.115 Da), and the second fraction (P2),
which was the peptide in its native form, had [M + H] =
5457.75 Da ([M + 7H]7+ = 780.536 Da) (data not shown).
The 18.0 Da difference between these two forms was due to the
addition of a water molecule after a single peptide bond
cleavage, with no amino acid residue or peptide fragment loss,
suggesting that a cysteine bond linked the two fragments.
According to the putative pepsin cleavage sites, it was expected
that cleavage had occurred at the peptide’s N-terminal region,
forming the IIEC, IIECF, or IIECFF fragment.
The digested peptide fraction was further treated with trypsin

and fractionated in an UFLC system (data not shown). The
tryptic digests had their molecular masses analyzed via
micrOTOF-Q II and MALDI-TOF/TOF MS. The latter
equipment was also used to perform MS/MS sequencing
(Figure 3A).
The interpretation of the fragmentation spectrum of the ion

at m/z 1286.57 (m/z 1286.57 via micrOTOF Q-II or m/z
1286.52 via MALDI-TOF/TOF MS) yielded the sequences
IIECF and CSGGWR (Figure S2A of the Supporting
Information), corresponding to the CI−CIV linkage. The
fragment containing the ion with the linked cysteines was
also found (CCSGGW). After DTT reduction of this fragment,
the two ions responsible for the CI−CIV disulfide pair (m/z
624.29 and 665.27) (Figure 3A) were detected. Fragmentation
of both precursor ions confirmed the IIECF (CI) and
CSGGWR (CIV) sequences (Figure S2B,C of the Supporting
Information).
A second ion, at m/z 1102.49, was also identified in one of

the chromatographic fractions after trypsin digestion. Its
experimental molecular mass was equal to the theoretical
molecular mass of the fragment containing the CII−CV linkage
(Figure 3A), which was confirmed by MS/MS sequencing
(Figure S3A of the Supporting Information). The sequence
FSCEIEK, containing residue CII, was observed in the y-ion
series. The sequencing of the CII−CV binding fragment yielded
a FSCCK ion, which together with the EIEK ion completes the
sequence of the [M + H]+ = 1102.49 Da fragment (FSCEIEK/
CK). The 247.04 Da difference is due to a mass difference of
the CK fragment plus 18 Da of the water molecule, minus 1 Da
from the H+ gain of the cysteine present in the sequenced
fragment (KEIECSF) (102.15 Da + 128.17 Da + 18 Da − 1 Da
= 247.32 Da). After reduction of the [M + H]+ = 1102.49 Da
fragment, the ion at m/z 885.37 was detected. It contains
residue CII (Figure 3A) and the sequence FSCEIEK (Figure
S3B of the Supporting Information).
The third ion obtained after digestion of the Ap1a toxin with

pepsin and trypsin was that at m/z 1377.70, which was shown
to contain the CIII−CVI linkage (Figure 3A) and the sequence
EGKPCKPK/MCLK (Figure S4A of the Supporting Informa-
tion). The main series of fragments of this precursor ion are
shown in Figure S4B of the Supporting Information. In the top
part of the spectrum, the b-ion series containing CIII is shown
(EGKPCKPK), and below it, the y-ion series of the sequence
with the cysteine binding is shown (KLCCPKGE) (Figure S4B-

b of the Supporting Information). The 502.15 Da difference
corresponds to the sum of the molecular masses of the amino
acid residues not contained in this product ion (M/KPK) plus
18 Da of the water molecule due to peptide bond cleavage.
The ions corresponding to the KLCC/M fragment were also

detected in the y-ion series (Figure S4B-c of the Supporting
Information), containing the cystine bond (in Figure S4A of
the Supporting Information, it is shown as the Met residue
immediately below the KLCC series, on the left). The ions
corresponding to residues EGKP complementary to this
fragmentation were sequenced in the y-ion series (Figure S4A
of the Supporting Information, top right). Other ions produced
by the fragmentation formed the KLCCP/M series (Figure
S4B-d of the Supporting Information), with the methionine
chemically linked to cysteine CVI (in Figure S4A of the
Supporting Information, this Met residue is on the bottom right
of the y-ion series KLCCP). Another fragmentation spectrum
has led to the KLCCPKGE/M ion series (Figure S4B-e of the
Supporting Information). In Figure S4A of the Supporting
Information, this Met residue is on the bottom right of the y-
ion series KLCCPKGE. The remaining amino acid residues to
complete the sequence of the precursor ion of all these series
(KPK, M/KPK, and LK) were also detected and are shown in
Figure S4A of the Supporting Information.
Figure 3B summarizes the results of the determination of the

three disulfide bonds of Ap1a, which exhibits the following
cysteine pairing pattern: CI−CIV, CII−CV, and CIII−CVI.

Secondary Structure Prediction. The Ile2−Glu11 and
Arg39−Lys47 amino acid segments of Ap1a were predicted to
form a double-stranded β-sheet structure (Figure 3B). The two
predicted strands are connected by the CII−CV disulfide bond.

Paralytic Effect on Insects. The Ap1a peptide induced
paralysis in S. f rugiperda larvae at all tested doses, in a dose-
dependent manner. The median effective dose (ED50) was
found to be 13.01 ± 4.21 μg/g (5.35−18.64) (Figure 4),

equivalent to 2.38 ± 0.77 nmol/g. At all assayed doses, the
greatest percentages of paralysis were observed 8 h after the
peptide had been administered, which was the chosen time for
the ED50 determination. After this time, the effect was
reversible in most larvae. However, 20−30% of cases in each
dose remained paralyzed until the end of the experiment (48
h), with partial paralysis at the two smallest doses (10 and 15
μg/g) and total paralysis at the two largest ones (25 and 50 μg/
g). The paralytic effect began 15 min after injection at the
largest dose, and at the two smallest doses, this time was
extended to 5−8 h. At the largest dose, the paralytic effect was
more noticeable than at others; however, the maximal effect
percentage of this dose was equal to the dose of 25 μg/g, both

Figure 4. Dose−response curve obtained from intraperitoneal
injection of A. paulensis venom into S. f rugiperda larvae. R2 = 0.9878.
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causing paralysis in 90% of tested larvae. Larger doses were not
used because of the limited amount of isolated peptide.
However, because Ap1a showed a dose-dependent effect and
considering that paralysis had a long duration for the largest
dose, it is expected that larger doses are lethal to the larvae.
Drosophila Giant Fiber Circuit. To test the effect of Ap1a

in the D. melanogaster giant fiber (GF) circuit (Figure 5A), four
different peptide doses were injected into the flies (n = 8 ± 2).
The effects on DLM and TTM responses were recorded and
compared with those from flies injected with saline (n = 10).
The response latency (defined as the time between brain

stimulation and muscle depolarization) was consistent with the
expected responses for a wild-type fly (between 1.3 and 1.7 ms
for the GF-DLM pathway and between 0.7 and 1.2 ms for GF-
TTM pathway), indicating a healthy preparation and
appropriate recording techniques.24 The “frequency of
following” after 10 sweeps of 10 stimulus trains at 100 Hz

before the saline or peptide injection was also observed, with a
1:1 proportion for both pathways. Only flies with a response
frequency equal to 100 ± 2% were selected to continue the
experiment.
During peptide injection, at the monitoring period with 100

pulses at 1 Hz, a reduction in the amplitude of both pathways’
response in comparison to the control group was observed
(Figure 5B).
This reduction in amplitude was also observed for both

pathways during the period of 10 sweeps of 10 stimulus trains
at 100 Hz (with 1 s between each sweep), immediately after
peptide injection (1 min), and then 5, 10, and 15 min after that
(Figure 6A,B). Statistical analysis performed by two-way
ANOVA followed by a Bonferroni post-test indicated
significant differences between doses, times, and time−dose
interactions with p < 0.001 in the results relative to the
amplitude of responses of GF-DLM [dose, F(4, 42) = 61.88;

Figure 5. Drosophila giant fiber (GF) system and records of Ap1a injection. (A) Schematic indicating the neurons and known synaptic connections
of the GFS, with only one-half of the bilateral circuit shown. In this circuit, each bilateral GF extends from the brain to the thoracic ganglion, where it
forms an electrochemical synapse to the tergotrochanteral motor neuron (TTMn), which innervates the tergotrochanteral muscle (TTM). It also
makes an electrochemical synapse to the peripherally synapsing interneuron (PSI), which makes cholinergic chemical synapses to the dorsal
longitudinal motor neurons (DLMns) that, in turn, innervate the dorsal longitudinal muscles (DLMs). PSI and TTMn are also coupled via electrical
synapses. Adapted from ref 40. (B) Response traces of GF-DLM (top) and GF-TTM (bottom) to single pulses given at 1 Hz just before, during, and
continuing after injections for a total of 100 sweeps, for monitoring any immediate effects after compound injection on the function of the GF
system. Records were obtained with injections of saline (n = 10, control group, left) and Ap1a (n = 8 ± 2, right).
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time, F(4, 21) = 160.5; interaction, F(16, 205) = 5.493] and GF-
TTM [dose, F(4, 42) = 52.48; time, F(4, 21) = 94.37; interaction,
F(16, 205) = 4.939]. Although there was also a reduction in
amplitude in the control group responses over this time, the
Ap1a-induced amplitude decrease was statistically significant at
all peptide doses in GF-DLM and GF-TTM pathways in
relation to the equivalent time in the control group. Only the
smallest dose (0.21 pmol/mg) did not show a significant
response in the GF-TTM pathway between the periods before
and immediately after injection (1 min). Nevertheless, the
subsequent intervals had significant responses, with p < 0.001
(Figure 6B).
Statistical analysis of the frequency of responses of both GF-

DLM and GF-TTM pathways (Figure 6C,D) subjected to
increasing doses of peptide also indicated significant differences
between doses, times, and dose−time interactions with p <

0.001 for GF-DLM [dose, F(4, 42) = 32.39; time, F(4, 21) = 57.66;
interaction, F(16, 204) = 6.858] and GF-TTM [dose, F(4, 42) =
33.44; time, F(4, 21) = 68.05; interaction, F(16, 205) = 5.292].
While in the control group the frequency of responses
remained constant throughout the experiment (98.6 ± 2.7%
for DLM and 98.7 ± 1.2% for TTM), significant reductions
were observed in the GF-DLM pathway responses 10 and 15
min after injection of all peptide doses (Figure 6C), with p <
0.001, and also 5 min after injection of the largest doses, 2.10
and 4.18 pmol/mg, with p < 0.01 and p < 0.001, respectively. In
the GF-TTM pathway (Figure 6D), there was a significant
reduction in the frequency of responses at all assayed doses 5,
10, and 15 min after peptide injection.
At the largest peptide dose, there was no further response to

stimuli in either pathway 5 min after peptide administration.
On the other hand, the smallest dose induced a weaker effect,

Figure 6. Effects of administration of Ap1a on the amplitude (top) and frequency (bottom) of responses from GF-DLM (A and C) and GF-TTM
(B and D) pathways with increasing peptide doses (0.21, 1.05, 2.10, and 4.18 pmol/mg; n = 8 ± 2 each). Both pathways were tested with 10 sweeps
of 10 stimulus trains at 100 Hz before injection of saline or doses, and 1, 5, 10, and 15 min later. Data are presented as means ± the standard error of
the mean using two-way ANOVA followed by a Bonferroni post-test. *p < 0.05, **p < 0.01, and ***p < 0.001 compared to control values.
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which can be observed by the significance of both frequency
and amplitude reduction responses. Thoracic stimuli, generated
by electrode stimulation into the anterior end of the fly thorax,
which directly stimulated the motor neurons, did not induce
any effect at doses 0.21 and 4.18 pmol/mg at the end of the 15
min experimental protocol.
Therefore, Ap1a affects in a dose-dependent manner both

the frequency and amplitude of GF-DLM and GF-TTM
pathways’ responses to brain stimulation in the D. melanogaster
GF circuit.
Toxicity Assay in Mice. Ap1a (30 μg/animal) induced

increased levels of urination, myoclonus, hypermotility with
circular movements and jumps (starting 10 min after peptide
injection), and generalized seizures (starting at 12 min) in mice.
The tonic seizures were continuously repeated until the end of
the experiment, characterizing the status epilepticus. Addition-
ally, there was also tail hyperextension. The animals died
between 25 and 35 min by respiratory failure because of
generalized tonic seizures.
In Vitro Assays. The Ap1a peptide at 1 μM did not block

or modulate the kinetics of nicotine receptors in the
rhabdomyosarcoma cell preparation (Figure S5 of the
Supporting Information). The response induced by addition
of ACh was normal. As expected, α-bungarotoxin (0.1 μM)
inhibited currents mediated by nicotinic receptors.
In electrophysiological experiments performed on hNav1.2,

hNav1.4, hNav1.5, and hNav1.6 channels expressed in HEK cells
(Figure S6 of the Supporting Information), Ap1a had no
significant effect on the sodium peak current at a concentration
of 1 μM.

■ DISCUSSION
This communication reports the chemical and biological
characterization of Ap1a, the most abundant peptide in the
venom of A. paulensis, noting that the major chromatographic
fractions eluting before 45 min (35% acetonitrile) are low-
molecular mass compounds, mainly acylpolyamines, as
previously described.13 Similar to those of many peptides
from spider venoms that modulate ion channels,12 the primary
structure of Ap1a has a high content (29%) of basic amino acid
residues, mainly Lys, and has a basic character (theoretical
isoelectric point of 9.3).
There is a high degree of homology between the signal

peptide and pro-peptide segments of Ap1a and the precursor
sequences from Lasiodora sp., which also belongs to the
Theraphosinae subfamily and, similar to A. paulensis, is found in
Brazil, indicating an evolutionary proximity between these
species.25 Other precursor sequences that are homologous with
Ap1a were found in the spiders C. jingzhao and H. schmidti,
both found in China and from distinct subfamilies,
Selenocosmiinae and Ornithoctoninae, respectively.26,27

The mature Ap1a sequence was 60−84% identical with those
of spider toxins belonging to the HWTX-II family. U1-TRTX-
Bs1a (TxP1), from Brachypelma smithi spider venom,28 has 39
amino acid residues and is identical to U1-TRTX-Asp1b
(ESTx2), from Aphonopelma californicum venom.29 Together
with U1-TRTX-Asp1a (ESTx1),29 these three peptides have
not had their biological activity described. U1-TRTX-Ba1a
(Ba1) and U1-TRTX-Ba1b (Ba2), from the venom of the
spider Brachypelma ruhnaui (B. albiceps), also have 39 amino
acid residues and are toxic only to insects.30 Like Ap1a, these
five peptides have three disulfide bonds. The LpTxs (U1-
TRTX-Lp1a and U1-TRTX-Lp1b), from Lasiodora parahybana

venom, are longer peptides, such as Ap1a; however, unlike the
others, they have four disulfide bonds. Both LpTxs were toxic
to mice, but not to insects.31

HWTX-II, with 37 amino acid residues and three disulfide
bonds,32 has a paralytic dose-dependent activity on cockroaches
(ED50 = 127 ± 54 μg/g) and blocks neuromuscular
transmission in an isolated mouse phrenic nerve diaphragm
preparation.32 This last activity is also shared by both HWTX-
VII and HWTX-VIII, which are also lethal to mice and induce
paralysis in locusts.27 Similarly, Ap1a is toxic to both insects and
mice, although it has a higher potency in the latter. Ap1a has a
considerably smaller paralytic dose on insects (ED50 = 13.01 ±
4.21 μg/g) than HWTX-II, even though different biological
models were used. By way of contrast, toxins U1-TRTX-Ba1a
and U1-TRTX-Ba1b were lethal to crickets (Acheta domesticus)
with LD50 values of 10.8 ± 1.4 and 9.2 ± 0.9 μg/g, respectively,
within 15 min of observation after injection.30

Unlike most spider toxins described to date, HWTX-II
presents a different scaffold.9 Its three-dimensional structure
consists of two β-turns (Cys4−Ser7 and Lys24−Trp27) and a
double-stranded antiparallel β-sheet (Trp27−Cys29 and
Cys34−Lys36), lacking the characteristic cysteine knot of the
ICK motif.10 As for HWTX-II, structural analysis of U1-TRTX-
Ba1b revealed that its cysteine connectivities are also consistent
with the DDH motif. However, their three-dimensional
structures cannot be superimposed.30

Here we show that Ap1a presents cystine linkages similar to
those of toxin U1-TRTX-Bs1a (CI−CIV, CII−CV, and CIII−
CVI),

28 and to many other spider toxins.4,6,33 However, unlike
the consensus sequence of the ICK motif, Ap1a has a CIX3-
CIIX13-CIIIX11-CIVX5-CVX4-CVI sequence, with larger segments
between CII and CIII and between CIII and CIV. Moreover, in
toxins that adopt the ICK motif, CIII and CIV are usually
vicinal,4,6,12 which is not the case for Ap1a and U1-TRTX-Bs1a.
Therefore, although these toxins have the same cysteine pairing
as the ICK motif, this does not necessarily mean that they
adopt the same tertiary structure. Other toxins whose primary
structures resemble the ICK motif may lack the cysteine knot.4

Given its disulfide bond pairing and predicted secondary
structure, Ap1a probably contains a double-stranded β-sheet
that seems to connect the N-terminal portion to the C-terminal
portion of the peptide. Nevertheless, further structural analyses
by either X-ray crystallography or nuclear magnetic resonance
will be needed to assess the structure of Ap1a.
Despite the high levels of sequence identity among peptides

from the HWTX-II family, Ap1a possesses two additional
segments, one formed by residues Asp13−Lys17, in the long
loop between CII and CIII, and the other formed by residues
Asp27−Lys30, between CIII and CIV. Although not identical,
this second segment is similar to that of LpTxs (21-
CKCXDKDNKD-32). It was suggested that the LpTxs could
adopt the DDH motif, modified by this extra segment that
contains an additional disulfide bond.11,12 However, because of
the different biological activity of the LpTxs compared to those
of other toxins of this family31 and because of the lack of
information about the connectivity of their cysteines or tertiary
structures, it is still early to generate conclusions about their
structural motifs.12

To attempt to identify the molecular target responsible for
the insecticidal activity of Ap1a, we evaluated its effect in the D.
melanogaster giant fiber (GF) circuit (Figure 5A). The GAP
junctions present in the electrical synapses GF-TTMn and GF-
PSI are dependent on the Drosophila shaking-B gene,34 which
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encodes transmembrane proteins that are analogous to
connexins, the structural components of vertebrate gap
junctions.35−37 No arthropod toxins with activity on these
synapses have been described.
The PSI-DLMn synapses are cholinergic,38 mediated by

nicotinic cholinergic receptor (nAChR) Dα7.39 In mutant flies
for Dα7, failures occurred in the DLM record after GF
stimulation at 1, 10, and 100 Hz, and there was no response in
the mutant allele with a more pronounced phenotype. This
effect was explained by defects in the PSI-DLMn synapses
identified by two observations. (i) The TTMs were able to
properly follow giant fiber stimulation at 100 Hz at all mutant
alleles, and (ii) possible defects in the DLM neuromuscular
junctions were discarded, because direct stimulation of the
DLMn through electrodes located in the thoracic cavity led to
DLM records without failures at 100 Hz.39

Besides the electrical component, it has been shown that the
GF-PSI and GF-TTMn synapses also have a chemical
component. Nevertheless, different from the GF-TTMn
pathway, it seems that the chemical component of the GF-
PSI synapse is unable to function on its own.40−42 Both NMJs
of TTM and DLM are chemical synapses, with glutamate as the
main neurotransmitter.43 The neuromuscular glutamatergic
synapses of Drosophila express postsynaptic receptors that are
homologous to the non-NMDA receptors of vertebrates.44−47

Thus, if the PSI-DLMn synapse were the target of the Ap1a
toxin, the response would be restricted to this pathway, because
with its blockade, the TTM retained their responses to GF
stimulation.39 However, in the presence of Ap1a, there was a
decrease in the amplitude and frequency in both pathways (GF-
TTM and GF-DLM). Furthermore, Ap1a-treated flies were
unresponsive to thoracic stimuli. This could indicate that Ap1a
action is restricted to the NMJs of the GF circuit (TTMn-TTM
and DLMn-DLM). The lack of an effect on cholinergic
receptors can be further corroborated by two other results. (i)
In the rhabdomyosarcoma cell preparation, Ap1a (1.0 μM) did
not alter the response induced by ACh. (ii) In the frog isolated
ventricle strip assay previously performed with A. paulensis
venom fractions,13 the protein fraction (35−74% acetonitrile),
which contains Ap1a as the most abundant compound,
presented effects different from those obtained through vagal
stimulation.
The unusual shape of the TTM recording, with two adjacent

peaks (Figure 5B), is possibly caused by the microelectrode not
recording from a single muscle cell, which is more common in
TTM recordings because of the many small fibers of this
muscle, which makes it more difficult to maintain the position
of the electrode after several muscle contractions. However,
data are not affected, because the response latencies and
frequency of following are preserved during the experiment.48

To verify if Ap1a was toxic to mammalians, 30 μg of peptide
was injected into mice. Among the effects, the animals
presented status epilepticus (SE), which is defined as continuous
and persistent seizures (>5 min), or a series of two or more
sequential seizures without full recovery of consciousness
between them.49,50 The SE is thought to result from a failure of
the mechanisms that normally terminate an isolated seizure.
This failure could be due to an abnormal persistence of
excessive excitation or ineffective recruitment of inhibition. The
proposed mechanisms of SE are constant activation of the
hippocampus, loss of GABA-mediated inhibitory synaptic
transmission in the hippocampus, and glutamatergic excitatory
synaptic transmission, which is important for sustaining SE.49

To obtain an experimental model of SE, animals are often
subjected to chemical agents or to electrical stimuli in the
hippocampus or amygdala until status epilepticus has been
reached.51,52 Similar to Ap1a-treated mice, mice treated with
intracerebroventricular injections of NMDA develop seizures
through a sequence that includes bouts of itching, hypermotility
and circular movements, jumps, involuntary muscle contrac-
tions of the forepaws, hypertonic tail, tonic-clonic seizures,
status epilepticus, and eventually death.53−55 It was observed that
at doses of ∼10 mM NMDA, the generalized seizures occur 5−
6 min after injection, with 75% mortality after severe tonic
seizures.54 This time is closer to the initial time of generalized
seizures induced by Ap1a (12 min), if compared to that of
kainic acid (KA)-induced seizures, which might take up to 2 h
to display a full status epilepticus, despite different symp-
toms.56−58 This suggests an action on glutamatergic neuro-
transmission, possibly by direct interaction of Ap1a with these
receptors. However, glutamate receptors in the NMJs of the
Drosophila GF circuit are not related to vertebrate NMDA
receptors.44−47 It is possible that this effect in mice was due to
the large tested dose. This dose was chosen on the basis of
previous assays with toxins δ-CNTX-Pn1b, γ-CNTX-Pn1a, and
δ-CNTX-Pn1a from the spider Phoneutria nigriventer, which
were toxic to insects by possibly affecting glutamatergic
neurotransmission, but showed no toxic effects in mice at a
dose of 30 μg/animal.59−61 In addition to this action caused by
the large dose of Ap1a, there are reports of signs of involvement
of AMPA receptors in the production of seizures induced by
NMDA administration, which is evidence of the interaction of
different glutamatergic receptors during seizure syndromes.62

In the electrophysiological experiments performed with
hNav1.2, hNav1.4, hNav1.5, and hNav1.6 channels expressed
in HEK cells, Ap1a (1 μM) presented no significant effect,
indicating that these are not its main molecular targets. In a
similar way, the insecticidal toxins U1-TRTX-Ba1a and U1-
TRTX-Ba1b (1 μM) showed no effect on mammalian Nav1.2
and Nav1.5 channels expressed in Xenopus laevis oocytes and
did not affect para/TipE insect sodium currents.30

Because the protein fraction from A. paulensis venom (which
contains Ap1a) showed no effect on the frog isolated ventricle
strip assay, as previously reported,13 it is possible that none of
its compounds act on vertebrate Cav channels or that Ap1a
might act on other Ca2+ channel subtypes different from those
present in frog myocytes. Thus, testing Ap1a in different
subtypes of Cav channels could ascertain whether this toxin
could affect Ca2+ channels present in the presynaptic NMJs of
the D. melanogaster GF circuit, which in turn could affect
glutamatergic neurotransmission.
Despite recent advances in understanding status epilepticus,

much remains to be explored. Given its medical importance,
the use of new agents for experimental models may be
advantageous in the study of SE.49 Therefore, we suggest
further investigation of the SE-inducing activity of Ap1a, as it
could be used as a pharmacological tool for experimental
models of status epilepticus.
Because of the peculiarities of Ap1a toxin, having signal

peptide, pro-peptide, and a size similar to that of LpTxs, in
addition to two extra segments in its sequence, but with only
three disulfide bonds, which are assigned in a sequential
manner (CI−CIV, CII−CV, and CIII−CVI), just as in the ICK
motif, this toxin is a novel structural model for the study of the
HWXT-II family of peptides. The current characterization of
another toxin with an “unusual” cystine framework for a spider
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toxin (in addition to U1-TRTX-Bs1a) can lead to further
analyses to help understand which mechanisms lead to different
cysteine linkages, and if there is an evolutionary explanation for
this, since the ICK fold can be considered as a minor
elaboration of a simpler ancestral fold, termed the DDH
fold.7,63
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