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Abstract: Tetanus toxin (TeNT) is produced by C. tetani, a spore-forming bacillus broadly spread in
the environment. Although an inexpensive and safe vaccine is available, tetanus persists because
of a lack of booster shots and variable responses to vaccines due to immunocompromised status or
age-decreased immune surveillance. Tetanus is most prevalent in low- and medium-income countries,
where it remains a health problem. Neutralizing monoclonal antibodies (mAbs) can prevent the
severity of illness and death caused by C.tetani infection. We identified a panel of mAbs that bind
to TeNT, some of which were investigated in a preclinical assay, showing that a trio of mAbs that
bind to different sites of TeNT can neutralize the toxin and prevent symptoms and death in mice. We
also identified two mAbs that can impair the binding of TeNT to the GT1b ganglioside receptor in
neurons. In this work, to generate a series of cell lines, we constructed vectors containing sequences
encoding heavy and light constant regions that can receive the paired variable regions resulting from
PCRs of human B cells. In this way, we generated stable cell lines for five mAbs and compared and
characterized the antibody produced in large quantities, enabling the characterization experiments.
We present the results regarding the cell growth and viability in a fed-batch culture, titer measurement,
and specific productivity estimation. The affinity of purified mAbs was analyzed by kinetics and
under steady-state conditions, as three mAbs could not dissociate from TeNT within 36,000 s. The
binding of mAbs to TeNT was confirmed by ELISA and inhibition of toxin binding to GT1b. The use
of the mAbs mixture confirmed the individual mAb contribution to inhibition. We also analyzed the
binding of mAbs to FcγR by surface plasmon resonance (SPR) and the glycan composition. Molecular
docking analyses showed the binding site of an anti-tetanus mAb.

Keywords: tetanus toxin; neutralization; GT1b; therapeutic antibody; vector construction; affinity;
SPR; Fc gamma receptor; glycosylation

1. Introduction

Tetanus is an infectious, non-contagious, neuromuscular disease caused by the action
of Clostridium tetani (C. tetani) exotoxin. C. tetani is a Gram-positive, spore-forming bacillus
that is widespread in the environment [1,2]. Tetanus neurotoxin (TeNT) is one of the most
potent neurotoxins, associated with a high lethality rate when no treatment is provided.
It is synthesized as a single-chain protein of approximately 150 kDa and then cleaved by
C. tetani proteases into a two-chain polypeptide, a heavy (H-heavy) chain of 100 kDa and a
light (L-Light) chain of 50 kDa, linked by a disulfide bridge [3], which are essential for its
toxicity [4]. The H chain is subdivided into two domains, the C-terminal (HC or fragment
C) and N-terminal (HN), responsible for the functions of binding to the cell surface of
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neurons and translocation in the neural membrane, respectively. The L chain contains a
zinc-binding motif and is responsible for the proteolytic action of the toxin [5–7]. TeNT
affects the nervous system by blocking the release of the inhibitory neurotransmitters
glycine and GABA (gamma-aminobutyric) in the synapses [6,8,9].

Despite the existence of a safe and low-cost vaccine, the lack of vaccination campaigns,
booster doses, and variable response to vaccines due to an immunocompromised state
or age mean that the incidence and mortality rate of tetanus are worrying [10,11]. In
Brazil, the incidence rate decreased from 1.6 to 0.95 per million inhabitants in 2018, but
lethality increased from 30.77 to 40.70%, mainly in the elderly and the northern regions [12].
Although tetanus is considered endemic in low- and middle-income countries, accounting
for a significant mortality and disability rate in pregnant women, newborns, and the
unimmunized or poorly immunized population [13], tetanus is everywhere, with 11,863
reported cases in 2020 (WHO). While in 2020, the African regions had a higher incidence
(7.1), in 2021, the Eastern Mediterranean region had an incidence of 7.9 per 1,000,000
of the total population [14]. Vaccination is generally declining due to anti-vaccination
groups, so health problems related to tetanus may increase. Spores of C. tetani are spread
in the environment and can infect wounds caused by cuts, nails, needles, surgery, tattoo,
piercing, etc.

As the damage caused by TeNT can be life-threatening, prophylactic treatments
are necessary in cases of tetanus risk. As immunoglobulins cannot pass through the
blood–brain barrier, they can only neutralize circulating toxin [15,16]. Based on clinical
signs, a rapid passive immunization with equine anti-tetanus serum (ATS) or hyperimmune
human tetanus immunoglobulin (TIG) is prescribed. Our group obtained a panel of
human anti-tetanus monoclonal antibodies (mAbs) derived from memory B lymphocytes
or plasmablasts isolated by single-cell sorting from the blood of vaccinated individuals [17].
Selected sequences were expressed by transient transfection in mammalian cells, and
the mAbs, purified from the culture supernatant, were tested by ELISA (tetanus toxoid,
tetanus toxin, fragment C), Western blot, and tetanus toxin binding to ganglioside GT1b
inhibition assay. From the results, we chose five mAbs for the in vivo neutralization assay,
individually or associated in pairs and a trio, the components of which showed binding to
different domains of TeNT. Although the trio did not contain any of the two mAbs binding
to fragment C, it showed efficient neutralization of TeNT by pharmacopeic animal testing
(mouse neutralization test), demonstrating the importance of synergism for the complete
neutralizing action. Some combinations of two mAbs could neutralize the toxin, although
only at higher concentrations. The epitopes the mAbs bound to were identified by TeNT
peptide microarrays [17].

To proceed with the development of human mAbs for TeNT neutralization that could
be used later in clinical trials, we focused on obtaining permanent cell lines to produce
each mAb in quantities and conditions appropriate for additional testing. Up to this
development step, we had gathered information on the sequence of the variable region of
the paired heavy and light chains and needed a platform to express complete IgGs. We
ordered the synthesis of transport vectors containing the sequences of the constant regions
of human heavy gamma 1 (IgG1) and light kappa chains (K), aiming to clone the variable
sequences of each mAb into them. The variable sequences to be cloned came from human
antibodies; so, they were naturally codon-optimized for mammalian cell expression.

This work aimed to advance in the stages of development of a mixture of human
anti-tetanus monoclonal antibodies. This study involved the generation of cell lines,
determination of culture conditions, analysis of the neutralizing capacity of the antibodies
produced, and a preliminary evaluation of their pharmacokinetic behavior by analysis of
the binding affinity to Fc gamma receptors (FcγR).
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2. Materials and Methods
2.1. Vectors and Variable Sequences

Transportation vectors containing sequences coding for the constant regions [18] of
the human gamma 1 heavy and kappa light chains were synthesized by GeneArt (Life
Technologies, Carlsbad, CA, USA). The synthesis of sequences encoding the variable regions
of the heavy and light chains of two mAbs, TT-117 and TT-120, was also ordered with
the optimization of codons for expression into CHO-S cells (Gibco, Carlsbad, CA, USA).
The variable sequences of the mAbs were deposited at GeneBank and received accession
numbers from OP373409 to OP373418 related to the heavy chain and light chain of mAbs
TT-117, TT-120, TT-140, TT-143, and TT-243.

2.2. Cloning

All the restriction enzymes were purchased from NEB (New England Biolabs, Ipswich,
MA, USA). In the below description, heavy and light chains are referred to as H and
L, respectively, and the letters C and V represent constant and variable, respectively.
phuHC, TT-117_HV, and TT-120_HV were digested with AgeI-HF and SalI-HF; phuLC, TT-
117_LV, and TT-120_LV were digested with AgeI-HF and BsiWI. The variable regions were
cloned into the respective phuHC and phuLC, giving rise to phuHC_HV and phuLC_LV,
containing variable and constant regions. FreedomTM pCHO 1.0 expression vector (Gibco)
and phuLC_LV were digested with EcoRV and PacI. The complete light chain was cloned
into pCHO 1.0, giving rise to pCHO_LC_LV. pCHO_LC_LV and phuHC_HV were digested
with AvrII and BstZ17I. The released heavy chain fragment was cloned into pCHO_LC_LV.
All digestions were carried out for 4 h at 37 ◦C except for BsiWI, the best temperature of
which was 55 ◦C. All digestion steps were assessed by 0.8% agarose gel electrophoresis.
Before cloning, the digested vectors and inserts were purified using the Wizard® SV Gel and
PCR Clean-UP system kit (Promega, Madison, WI, USA). The ligation steps were performed
with 25 ng inserts, 75 ng purified linearized vectors, and 1U of T4 DNA ligase (Invitrogen,
Carlsbad, CA, USA). The reactions were incubated at 23 ◦C for 1 h, except for the ligation
of heavy chain into the pCHO_LC_LV vector, which was incubated at 14 ◦C for 16 h. One
Shot™ TOP10 Chemically Competent bacteria (Invitrogen) were transformed by heat shock.
For this, 4 µL of the ligation product and 20 µL of the bacterial suspension were used. The
suspension was plated on an LB agar plate with kanamycin and kept at 37 ◦C for 16–18 h.
The presence of the insert was checked by colony PCR. Amplification was confirmed by
2% agarose gel electrophoresis stained with SyBR Safe (Invitrogen Carlsbad, CA, USA).
Colonies with inserts were inoculated in 4 mL of TB medium with 50 µg/mL kanamycin
(Gibco, Carlsbad, CA, USA) and incubated at 37 ◦C, 200 rpm, for 16–18 h. According to the
manufacturer’s instructions, the supernatants were used to obtain the purified vector using
the Wizard® Plus SV Miniprep DNA Purification kit (Promega, Madison, WI, USA). The
obtained vectors were checked by Sanger sequencing.

2.3. Expression and Purification

The complete pCHO vectors inserted with each mAb light and heavy chain were
linearized by digestions with 15 µL of NruI enzyme for 50 µg of DNA. The digestion
proceeded for 6 h at 37 ◦C. CHO-S cells (Gibco, Carlsbad, CA, USA) were transfected
with the vectors for antibody expression. The procedure for stable transfection and the
selection steps were performed with a Freedom TM CHO-STM Kit (Gibco, Carlsbad, CA,
USA), following the manufacturer’s guidelines. At the end of each selection stage, aliquots
of cells were frozen in liquid nitrogen. In four conditions, puromycin (Gibco, Carlsbad, CA,
USA) and methotrexate (MTX) were used as selection agents. The pools were cultivated in a
fed-batch for 14 days in Dynamis medium (Gibco, Carlsbad, CA, USA) to assess the specific
productivity. The productivity of each stable pool was verified by glucose supplementation
on days 3, 5, and 7. The mAbs were purified by affinity chromatography using protein-A
Sepharose [17]. Purified protein was quantified by absorbance at 280 nm.
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2.4. Fed-Batch Cultivation

Each mAb was produced by cultivation of the cells in 30 mL of Dynamis medium in
shaker flasks incubated at 37 ºC, 8% CO2, 150 rpm until day 14 or less if viability dropped
to 50%. Samples were collected on days 0, 3, 5, 7, 10, 12, and 14 to determine the cell density
and viability (Vicell, Beckman Coulter, Indianapolis, IN, USA) and titer (SPR). Each mAb
was purified by standard protein A chromatography (Cytiva, Upsalla, Sweden).

2.5. ELISA

ELISA microplates were coated with 100 µL of TeNT 5 µg/mL in PBS at 4 ◦C overnight.
After blocking with 1% BSA (RT, 2 h), candidate antibodies were added (2-fold dilutions,
from 50 to 0.4 ng/mL, in PBS with 1% BSA) and incubated (37 ◦C, 1 h). The plate was
washed with 0.05% Tween 20 in PBS (PBS-T) before incubation with peroxidase-conjugated
goat anti-human IgG antibody (Southern Biotech, Birmingham, AL, USA). TMB 3,3′,5,5′-
tetramethylbenzidine (Sigma-Aldrich, Darmstad, Germany) at 100 µg/mL and 0.0045%
hydrogen peroxide (Millipore, Burlington, MA, USA) in acetate/citrate buffer, pH 6.0
was used as substrate. The reaction was stopped with 2 M H2SO4, and the absorbance
was recorded at 450 nm. Serum from a vaccinated donor (approval by CEP/ICB/USP by
Plataforma Brasil, number 1.515.313) was used as a control.

2.6. Tetanus Toxin Binding to Ganglioside GT1b Inhibition Assay

This test was performed as previously described [17]. Briefly, each mAb was mixed
with TeNT and transferred to a plate coated with GT1b. An equine anti-tetanus serum
conjugated with peroxidase detected the toxin bound to the plate, which was revealed
with TMB.

2.7. Determination of mAbs Titer by SPR

To quantify mAb production during fed-batch culture, a BIAcore T200® (Cytiva Health-
care) equipped with a CM5 sensor chip with protein A was used. Samples were collected
on days 0, 3, 5, 7, 10, 12, and 14 of culture. A standard curve of a purified human mon-
oclonal antibody was used to determine the mAb concentration following the standard
BIAcore control software quantification routine. In brief, samples were applied for 180 s
(10 µL/min), and after dissociation of 60 s (30 µL/min), the sensor surface was regenerated
with 10 mM Gly solution (pH 1.7, 30 s, 30 µL/min). BiaEvaluation Software V 3.0 (Cytiva,
Marlborough, MA, USA) was used to analyze the results.

2.8. Steady-State and Kinetic Affinities

All affinity studies were run on a BIAcore T200®. They were carried out at 25 ◦C in
HBS-EP running buffer (0.01 M Hepes pH 7.4, 0.15 M NaCl with 3 mM EDTA and 0.005%
Tween 20). BiaEvaluation Software V 3.0 was used to analyze the sensorgrams. The mAbs
were immobilized on the CM5 sensor chip by amine coupling following the manufacturer’s
instructions at around 700 RU. Then, 4-fold TeNT dilutions ranging from 100 to 0.39 µg/mL
were injected for 600 s at 5 µL/min to determine the steady-state affinity. After 60 s of
dissociation, the sensor chip surface was regenerated with a 10 mM Gly solution (pH
1.7, 30 s, 30 µL/min). Kinetic studies were carried out in a single cycle using 5 TeNT
concentrations from 100 to 1.23 µg/mL (dilution factor 3) for 90 s at 30 µL/min. After
36,000 s of dissociation, the sensor chip surface was regenerated by a 15 µL pulse of 10 mM
Gly pH 1.7. The kinetic constants were calculated using a Langmuir 1:1 interaction model
with the average of two independent experiments.

2.9. Evaluation of Binding of Anti-Tetanus mAbs to Fc Receptors

mAbs binding to Fcγ and FcRn (neonatal Fc receptor) receptors was evaluated by SPR
on a BIAcore T200®. The assays were carried out at 25 ◦C. BiaEvaluation Software V 3.0
was used to analyze the sensorgrams.
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FcγRI: the purified antibodies’ affinities to FcγRI were evaluated by single-cycle
kinetics. NTA Sensor (Cytiva Healthcare) was equilibrated in HBS-N buffer (0.01 M Hepes
pH 7.4 and 0.15 M NaCl) and sensitized with 500 mM NiCl2 for 60 s at 10 µL/min. FcγRI
(SinoBiological) at 0.5 µg/mL was captured for 120 s (10 µL/min). Five different sample
concentrations ranged from 0.247 to 20 µg/mL (3-fold dilution), 240 s of contact, and 900 s
of dissociation (30 µL/min). The sensor chip surface was regenerated with a 30 µL 0.25 M
pH 8.5 EDTA pulse.

FcγRIIa/b and FcγRIIIa/b: Receptors (FcγR extracellular domain proteins, SinoBi-
ological) were immobilized on a CM5 sensor chip (Cytiva) by amine coupling as per
the manufacturer’s instructions. Five different sample concentrations in running buffer
(HBS-EP-0.01 M Hepes pH 7.4, 0.15 M NaCl, 3 mM EDTA, 0.005% Tween 20) were used,
ranging from 0.247 to 20 µg/mL (3-fold dilution), 270 s of contact, and 900 s of dissociation
(30 µL/min). The sensor chip surface was regenerated between cycles, with a pulse of
15 µL 10 mM NaOH.

FcRn: Neonatal receptor, (SinoBiological) was covalently bound to a CM5 sensor
chip surface by amine coupling. Serial dilutions of mAbs from 150 to 4.69 µg/mL (2-fold
dilution) in running buffer (HBS-EP-0.01 M Hepes pH 6.0, 0.15 M NaCl, 3 mM EDTA,
0.005% Tween 20) were injected sequentially (association and dissociation 120 s, 30 µL/min)
in a multicycle approach to assess the steady-state affinity. The sensor chip surface was
regenerated between cycles with two pulses of HBS-EP pH 7.4 (17.5 µL/pulse).

2.10. mAbs Glycan Profile

A LabChip® GX II instrument was used with Glycan Profiling Assay Reagent and
Glycan Release and Labeling kits and the associated High-Resolution Protein LabChip
(PerkinElmer, Waltham, MA, USA) to assess the mAbs glycan profile. The assays were
performed according to the manufacturer’s instructions. Briefly, 10 to 60 µg of protein
was denatured, and N-linked glycans were released enzymatically using PNGase F. After
that, the released glycans were labeled with a fluorescent dye, separated, and detected by
microchip-based capillary electrophoresis. The data were evaluated with the LabChip®

GXII software using standard glycans as controls. The result is expressed as a percentage
of each glycan among those that the equipment can identify, namely, G0, G0F, G1, G1F, G2,
G2F, SA, A2, Af2, and Mn5.

2.11. Molecular Docking

The in silico methodology was based on homology modeling of the antibody’s three-
dimensional structure using the Pigs Pros server [19], followed by two rounds of protein-
protein docking. The first round was performed in the ZDOCK server [20] to obtain the
antigen–antibody complex, and the second round was performed with SnugDock [21].
The initial structure of tetanus toxin was a closed conformation (PDB code 5N0B). The
extended conformation was obtained from the initial structure processed with the Morph
Conformations tool of CHIMERA software [22]. Modeller was used to model the refinement
of nonexistent loops in CHIMERA (v2.2.4) [23], and 3D representations were built using
PyMol 2.5 [24].

3. Results
3.1. Generation of Cell Lines

The cloning of human anti-tetanus mAbs into the expression vector pCHO 1.0 was
accomplished by sequential steps, as depicted in Figure 1. First, the variable light chain
gene was ligated to the kappa gene in the transportation vector phuLC. The complete light
chain was cloned into one pCHO 1.0 expression cassette (pCHO_LC_LV). The heavy chain
followed the same route, later cloned into the second cassette of pCHO_LC_LV for the
expression of complete IgG antibodies. After cloning, the heavy and light chain inserts
were confirmed by horizontal electrophoresis. Sanger sequencing showed no mutations.
Vectors comprising the five sequences were individually transfected into CHO-S cells and
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submitted to an increased concentration of puromycin and methotrexate, generating four
stable pools each, identified as 1A, 1B, 2A, and 2B (28 pools in total: 20 for the 5 original
mAbs and 8 for 2 of the mAbs that were codon-optimized). All the pools were tested in batch
cultures, comparing the cell density, viability, and antibody yield. In the end, antibodies
produced by pool 2B (more stringent selection) were chosen for subsequent analyses.

Each mAb was produced by cultivation of the pools in shaker flasks with Dynamis
medium for 14 days in fed-batch conditions. Samples were collected on days 0, 3, 5,
7, 10, 12, and 14 to assess cell density, viability, and titer and used to calculate IVCC
(integral of viable cell concentration) and Qp (specific productivity). Figure 2 shows the
cultivation results in comparison with the five mAbs (original sequences only), indicating
viable cell density and, viability (Figure 2A), IVCC (Figure 2B), titer (Figure 2C), and Qp
(Figure 2D). It was possible to verify a difference in the expression of antibodies in the
pools of different mAbs, considering that the cell density (Figure 2A) and IVCC (Figure 2B)
were similar. Qp calculation reinforced the differences in mAb expression by different
antibody sequences, with TT-243 and TT-140 being higher and lower producers, respectively
(Figures 2C and 2D). After the 14-day cultivation period, the supernatant of each of the
five mAbs was collected, and the antibodies were purified by affinity chromatography with
Protein A resin. SDS-PAGE was run under non-reducing and reducing conditions, showing
integrity for each mAb.

3.2. Binding and Kinetics Characterization

The binding of purified mAbs to TeNT was tested by ELISA (Figure 3), showing no
significant differences between them at the concentrations tested (Kolmogorov–Smirnov
non-parametric test). For KD(M) calculation, immobilization of TeNT in CM5 sensors for
the capture of mAbs was attempted first. The results were inconsistent, probably due to
the toxin size and diversity in the availability of epitopes to which the five mAbs bind.
Instead, each mAb was immobilized in sensor chips through a protein A capture. In this
case, TeNT was the kinetic affinity assay’s ligand. No dissociation was observed with the
standard incubation time (600 s). Extending the time to 36,000 s, the maximum allowed
by the equipment, some mAbs, TT-243, TT-143, and TT-117, could still not dissociate, and
KD(M) could not be calculated (Table 1). As it was impossible to observe the dissociation
of some of the mAbs, as part of their characterization, we performed a steady-state affinity
study with each mAb immobilized in a protein A sensor (Table 1). Figure 4 shows the
kinetics graphs obtained by SPR with increasing concentrations of TeNT in a single cycle.

3.3. GT1b Toxin Binding Inhibition Test

The mAbs, individually (Figure 5A) and in mixtures (Figure 5B), were evaluated for
their ability to inhibit the binding of TeNT to the GT1b ganglioside. Confirming previous
results, even at higher concentrations, only mAbs that bind to fragment C (Figure 5A) could
inhibit the binding to GT1b when used alone. Some mixtures showed binding inhibition of
GT1b at different levels. However, this response seems to be associated with TT-117 and/or
TT-140 in the mixture (Figure 5B). The estimated IC50 was 2.4 × 10−8 M for both individual
TT-117 and TT-140 (5A) and increased to 7.2 × 10−8 M when combined (5B). The mixtures
containing TT-117 presented IC50 between 10−7 and 10−6 M while the mixtures containing
TT-140 presented IC50 at 1 × 10−6 M. The molecular docking of mAb TT-140 (Figure 6A,B)
identified that mAb TT-140 interacts with residues close to the R pocket, such as TYR 1229
and ASN 1230. The details of this interaction are shown in Figure 7.

3.4. Evaluation of the Binding of Anti-Tetanus mAbs to Fc Receptors

SPR was used to evaluate the Fcγ receptor’s binding and affinity to characterize the
produced mAbs:

FcγRI—There is no difference in the affinities obtained for the mAbs tested.
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in D into pCHO 1.0. (F) Digestion with AvrII and BstZ17I of pCHO_LC_LV. (G) Digestion with 
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into linear pCHO_LC_LV and the complete expression vector. 

Figure 1. Construction of the expression vector. (A) Transportation vectors synthesized by GeneArt
contain constant regions and vectors containing variable regions. (B) Digestion by AgeI-HF and
SalI-HF for heavy chain cloning and Age-HF and BsiWI for light chain cloning. (C) Ligation results
in vectors with a complete heavy or light chain. (D) Digestion with EcoRV and PacI for light chain
release and preparation of vector pCHO1.0 for cloning. (E) Ligation of complete light chain released
in D into pCHO 1.0. (F) Digestion with AvrII and BstZ17I of pCHO_LC_LV. (G) Digestion with AvrII
and BstZ17I for complete heavy chain release. (H) Ligation of released complete heavy chain into
linear pCHO_LC_LV and the complete expression vector.
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Figure 2. Graphs of fed-batch cultivation of stable transfection. Pools of mAbs were cultivated in a
fed-batch mode for 14 days, with the evaluation of cell density and viability (A), IVCC (B), titer (C),
and Qp (D). Each of the five mAbs is identified by the same color line. Graphs A and B, related to cell
growth, show the mean and SD of data obtained by the four conditions of the selection agents for
each mAb. Graphs (C,D), related to mAb production, show the quadruplicate of titers measured in
the most stringent selection step.
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The serum of a vaccinated individual was used as a control in dilutions from 1:2 to 1:16. The graph
represents the mean and SD of the absorbance measured in the purified samples of each mAb cultured
under four selection conditions.

FcγRIIa—In this case, there is a slight difference in the affinity between the mAbs. It is
interesting to note that only the clone TT-117 showed some interaction with the receptor on
the sensor, with the affinity calculated in the order of µM. As the interaction of the other
mAbs with the receptor on the sensor was lower, it was impossible to reliably estimate the
values of the affinity constants under these experimental conditions.

FcγRIIb—Behavior similar to that observed with the FcγRIIa receptor. However, in
this case, none of the mAbs showed interaction with the receptor in the sensor to allow the
calculation of the kinetic constants.

FcγRIIIa and FcγRIIIb—Similar behavior was observed. None of the mAbs showed
interaction with the receptor on the sensor to allow the calculation of kinetic constants.
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Table 1. Ka, kd, and KD(M) were calculated from each mAb by kinetic and steady-state affinity assay.

mAb Kinetic Affinity Steady State

ka (M−1.s−1) kd (s−1) KD (M) KD(M)

TT-117 6.33 × 103 ND ND 2.58 × 10−7

TT-120 3.65 × 105 7.70 × 10−5 2.11 × 10−10 2.41 × 10−8

TT-140 8.65 × 104 3.92 × 10−5 4.54 × 10−10 1.10 × 10−7

TT-143 6.61 × 103 ND ND 2.45 × 10−7

TT-243 7.68 × 103 ND ND 6.08 × 10−7

ND = not determined. There was no dissociation in the period of the 36,000 s.
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Figure 4. Binding affinity of anti-tetanus mAbs. Affinity constants were determined by single-cycle
kinetics using Biacore T200 as described in the Materials and Methods. The red line represents the
observed data, and the black line represents the fitted results in a Langmuir 1:1 model. ND = not
determined: there was no dissociation in the period of 36,000 s. An increasing concentration of the
analyte was applied without dissociation time between them. The graphs show the time up to 3000 s
for better visualization.

FcRn—Despite the low interaction with the receptor immobilized on the sensor, no
difference was observed between the steady-state affinities calculated for the different
clones, indicating potentially similar pharmacokinetics behavior.

3.5. mAbs Glycan Profile

The glycan profile was assessed by capillary electrophoresis in a chip by using Caliper
Labchip® (Table 2). Among the glycans that the method identified, those fucosylated
represented 57.66 to almost 75% of the total identified glycans. On the other hand, those of
the high-mannose type represented approximately 3 to 9%, and those galactosylated varied
from 4.57% up to 11.45%.
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Figure 5. ELISA of the inhibition of binding of TeNT to ganglioside GT1b. The mAbs’ capacity to
inhibit TeNT binding was assessed by incubating GT1b with an appropriate level of TeNT alone
and increasing the mAb concentration from 0.4 to 50 ng/mL. (A) Five mAbs evaluated individually.
(B) mAbs evaluated in mixtures; the total antibody concentration was always the same. The purple
lines represent mixtures containing mAb TT-117; when TT-140 was also present, the symbols are
green. The green lines represent mixtures containing only mAb TT-140.
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produced mAbs: 
FcγRI—There is no difference in the affinities obtained for the mAbs tested. 

Figure 6. Molecular docking. (A) Front of the TT-140-TeNT complex showing the interaction of
mAb and epitope predicted by peptide array. (B) TT-140-TeNT complex rotated 180◦ showing the
proximity of TT-140 to the predicted epitope of TT-117. In green, the mAb TT-140 (heavy chain in
dark green and light chain in light green) with antigen binding residues highlighted in red. In cyan,
the TT-140 epitope prediction by the peptide array is shown. The W and R pockets are shown in
brown and pink, respectively. Fragment C of TeNT is marked in yellow, the L domain in light grey,
and H in dark grey. The TT-117 linear epitope 1119-1128 indicated by the peptide array is shown
in blue.
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Figure 7. In silico prediction of TT-140 binding to TeNT. Interaction residues of TT-140 and TeNT
complex. Representation of hydrophobic and hydrogen bonds’ interaction. Residues of TeNT are
marked in yellow and residues of TT-140 are marked in red. TeNT residues of the predicted epitopes
by peptide array for TT-140 and TT-117 are marked in cyan and blue, respectively. Black dashed lines
represent hydrogen bonds.
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Table 2. Glycan profiles of the anti-tetanus mAbs.

Glycan TT-117 TT-120 TT-140 TT-143 TT-243

SA – 4.28 2.91 – 2.76

A2 7.70 9.34 5.69 22.35 8.88

A2F 3.20 7.19 5.92 10.51 5.93

Mn5 3.90 3.51 9.17 3.37 3.17
G0 3.72 4.04 3.80 3.83 4.11

G0F 64.02 52.44 53.58 44.00 56.93
G1/G1’ – – – 1.41 0.46

G1F/G1F’ 7.04 5.97 4.49 3.16 4.45
G2 2.04 2.35 3.69 – 1.01

G2F 0.54 0.68 3.37 – –
Fucosylated 74.80 66.27 67.36 57.66 67.30

Galactosylated 9.62 9.00 11.55 4.57 5.91

Sialyted 10.90 20.81 14.52 32.85 17.57

High
mannose 3.90 3.51 9.17 3.37 3.17

The glycan proportion was analyzed for each mAb.

4. Discussion

The search for therapeutic anti-tetanus antibodies to replace human immunoglobulin
and equine serum has been the subject of recent publications, demonstrating an increased
interest in this therapeutic approach [25–28]. In common among them is the use of B cells
from immunized individuals.

The methodology for obtaining human monoclonal anti-tetanus antibodies that was
proposed previously [17] resulted in a panel of clonally related antibodies. These antibodies
were screened and characterized in vitro to predict which ones should be tested in vivo
and determine the best candidates for future therapeutic use. To neutralize TeNT, multiple
epitopes must be blocked [29]. The mixture of mAbs has a combined or synergistic effect
that could be explained by the fact that blocking multiple epitopes increases the chance
of interference on various residues critical for toxicity and could favor the formation
of larger immune complexes eliminated by phagocytosis. Two groups independently
discovered new anti-tetanus mAbs capable of neutralizing TeNT when used alone [27,28]
while other reports support the composition of mAbs to achieve full protection. The
mixtures of three mAbs improved the survival rates among animals, and a mixture of
35 mAbs completely neutralized TeNT, showing that a combination of mAbs directed
to different TeNT regions increased protective activity [26]. Anti-TeNT nanobodies also
worked better as multimers [25].

The neutralizing composition of the three mAbs that we propose is interesting because
each one binds to a different domain of TeNT without competition among them [17],
showing that other mechanisms in addition to blocking the binding of TeNT to GT1b are
necessary for neutralization. An mAb binding an epitope of HC-C was recently reported to
neutralize TeNT by inhibiting the conformational change of TeNT at a low pH, blocking
the membrane translocation step of the TeNT mode of action [27]. Another group obtained
three individually neutralizing mAbs binding to distinct domains of TeNT, with partial
competition between two of them [28]. The best neutralizer of this group, TT0069, needs
2.22 µg of mAb to prevent death. In comparison, our composition only needs 0.63 µg of
total mAbs (1:1:1). In our work, the mixture of three mAbs guaranteed the survival of all
ten mice in three consecutive dilution doses, and combinations of two mAbs increased
protection at higher doses [17]. A direct comparison between the neutralizing capacity of
the reported anti-tetanus mAbs is difficult due to differences in the in vivo assays, notably
the number of mice in each study and the reagents used. We followed the neutralization
test described by Pharmacopeia animal testing, which requires a fixed volume of TeNT,
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using the Limes paralyticum/10 (Lp/10) dose. Published neutralizing human anti-tetanus
mAbs used TeNT measured by the lethal dose (LD50) [28] or ng/kg [27]. Although the
assays did demonstrate consistency between them, a direct comparison would require the
mAbs to be tested with the same reagents and conditions.

As for affinity kinetics, three of our mAbs (TT-117, TT-143, and TT-243) showed
irreversible binding as they did not dissociate even at 36,000 s. TT-120 and TT-140 presented
KD at 10−10 M, comparable to other published mAbs (10−8 M for TT0067, 10−10 M for
TT069 [28], and 10−9 M for TT-110 [27]). Only one (TT-104) presented KD in the range of
10−12 M [27]. We measured the kinetics by capturing the mAbs on the CM5 chip, as did
others. We decided to run the kinetic affinity assay on a single cycle, increasing the ligand
concentration, which is recommended with longer dissociation times or when the ligand
is sensitive to the regeneration conditions. Considering that TeNT can bind to receptors
and be internalized by neurons and that, after internalization, TeNT is not reachable, anti-
tetanus antibodies must bind to circulating TeNT and remain bound to them to neutralize
the action of the toxin. A low dissociation rate implies a high avidity, leading to a stable
interaction and irreversible binding, pharmacokinetics favorable for clinical use.

The entry of TeNT into neurons is preceded by the binding of fragment C of the
toxin to gangliosides present in the membrane of these cells. As expected, those that bind
fragment C of TeNT were able to inhibit 100% of the binding of TeNT to ganglioside GT1b.
The high-affinity binding of the toxin to the gangliosides depends on the occupation of
two sites (R and W) of the ganglioside [30]. Although mAbs TT-117 and TT-140 do not
bind to these sites, inhibition may occur due to the conformational change in the toxin or
to steric impairment caused by binding to the mAbs [30]. The non-occupation of these
sites may explain why there was no in vivo protection when used as single antibodies [17].
However, when the in vivo testing was carried out, stable cell lines were unavailable, and
TeNT-GT1b inhibition did not reach 100%, as we showed in the current work. Considering
the inhibition assays, both TT-117 and TT-140 mAbs showed similar IC50, calculated as
2.41 × 10−8 M and 2.48 × 10−8 M, respectively. Interestingly, when the two mAbs were
combined, the IC50 increased to 7.2 × 10−8 M, suggesting that a steric hindrance may
impact the outcome. Of note is that when TT-117 is a component of different mAb mixtures,
less mAb is needed to achieve IC50 than when TT-140 is present, in the range of 10−6 M.
Concerning the two mAbs (TT-117 and TT-140) that inhibit the binding of TeNT to GT1b,
competition between them was not fully elucidated, and other assays are needed. The
binding of one seems to impair the binding of the other. We assumed this to be the steric
hindrance hypothesis, as they bind to different epitopes (through the peptide array). We do
not know whether one of these mAbs can dislodge the other, only that TT-117 is a stronger
binder due to its kinetic affinity behavior. The linear peptide array indicated the epitope
1119–1128 is a ligand for TT-117, away from the R and W pockets. The in silico modeling
showed that TT-140 partially overlaps the TT-117 binding region predicted by the array.
LigPlot+ analysis showed a hydrogen bond between E1127 and S100A (CDR3-HC), which
may inhibit the binding of TT-117 to that site. Further assays, in vitro and in vivo, are
required to explore the competitive interaction between TT-117 and TT-140. They belong to
different VDJ families and have completely different CDRs; TT-140 has a long CDR3H with
18 amino acids.

Only TT-140, from the five mAbs described here, presented a strong binding to an
epitope using the peptide array technique [17]; the other four showed weak interactions,
which could mean that they bind to conformational epitopes, as reported for other anti-
tetanus mAbs. Perhaps this is the reason why a single mAb neutralized the toxin by binding
to different regions of TeNT. Although the neutralization capacity of the trio of mAbs did
not impact the binding of TeNT to GT1b, they may impair the binding of TeNT to a protein
receptor on neuronal cells [31], an aspect that will be explored in further assays.

From the panel that we obtained, we selected five mAbs tested in vivo: two mAbs
binding to the recombinant fragment C and three other mAbs binding to different TeNT
regions (light chain, HC, and HN). To advance in the development stages of mAbs suitable
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for additional testing and future clinical trials, the present work focused on generating
stable cell lines while constructing vectors that provide autonomy to generate permanent
cell lines for a higher number of sequences. We used the sequences identified directly from
B cells. As the host cell—CHO—is of hamster origin, we also ordered the synthesis of codon-
optimized sequences for two mAbs: TT-117 and TT-120. When comparing mAbs produced
by sequences assembled from the original amplification with those from the optimized
synthesis, we were able to notice a slight difference in the production rate, which was higher
when the sequences were optimized. This difference in titer does not seem to be related
to the integral concentration of viable cells but the specific productivity. However, the
differences implied no significance, evaluated by Kolmogorov–Smirnov statistical testing,
and were not shown. This lack of significance is not unexpected, since mAb sequences
of human origin are prone to expression in mammalian cells. The functional assays did
not show differences between the original and codon-optimized sequences. Some mAbs
express better, and TT-243 surpasses the others in production, likely due to its sequence.
Cellular growth along the time was similar to all mAbs, as verified by the IVCC calculations.

In addition to binding to the target antigen, Fc-mediated functions are essential features
of therapeutic mAbs that can affect the efficacy and safety. Fcγ receptors (FcγRs) play a
critical role in Fc-mediated mAb functions, and the best known are antibody-dependent
cellular cytotoxicity (ADCC), antibody-dependent cellular phagocytosis (ADCP), and
complement-dependent cytotoxicity (CDC) [32]. Interactions with FcRn will interfere with
mAb pharmacokinetics, improving or reducing their clearance and, therefore, their half-life
in vivo [33]. In this study, within the experimental conditions used, there was no significant
difference in the affinity constants between the mAbs and the FcRn receptor, indicating
a similar pharmacokinetic behavior. On the other hand, the interaction with the other
receptors was slightly different. The mAbs tested showed high affinity, in the order of nM
for FcγRI. However, the interaction was weak with the other receptors, except for TT-117
for FcγRIIa and TT-120 and TT-140 for FcγRIIIa.

The glycan composition is a determining factor in the interaction of antibodies with
receptors and their effector functions [34]. Under our experimental conditions, it was
possible to observe a higher percentage of fucosylated glycans, as expected, and a lower
amount of antibodies with high mannose moieties [35,36]. On the other hand, although the
method adopted has limitations, it was possible to identify differences between the mAbs,
which may eventually be due to cultivation conditions [36]. Since the glycan composition
strongly influences the binding of the antibody to the Fc receptor, further cell culture
optimization and more refined analysis of the glycan composition of these antibodies need
to be performed after the cloning of the pools.

Compared to other mAbs or nanobodies described recently, there is no similarity in
terms of the CDR3 sequence between our mAbs and others, confirming the singularity of
the mAbs found in our panel. This also shows that a diversity of antibodies may result in
protection against the tetanus toxin. We plan to explore the anti-tetanus mAbs described
herein in the direction of a therapeutical proposal.

Author Contributions: Conceptualization, A.M.M., D.Y.T., J.V.B.-C. and T.M.M.; methodology, D.Y.T.,
J.V.B.-C. and T.M.M.; software, T.M.M.; formal analysis, A.M.M., T.M.M. and W.Q.; investigation,
C.M.L.d.S., D.Y.T., R.C.T. and W.Q.; resources, A.M.M.; data curation, A.M.M., T.M.M. and W.Q.;
visualization, A.M.M. and W.Q.; writing—original draft preparation, A.M.M., D.Y.T. and W.Q.;
writing—review and editing, A.M.M., T.M.M. and W.Q.; supervision, A.M.M.; project administration,
A.M.M.; funding acquisition, A.M.M. All authors have read and agreed to the published version of
the manuscript.

Funding: We acknowledge the financial support of FAPESP (2015/15611-0 and 2020/07040-1) and the
Butantan Foundation. Fellowships were granted to D.Y.T. (FAPESP 2016-08782-6), J.V.B-C. (FAPESP
2019/10724-2), A.M.M. (CNPq 2020/07040-1).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.



Pharmaceutics 2022, 14, 1985 15 of 16

Data Availability Statement: Not applicable.

Acknowledgments: We counted on the technical assistance of Angélica Garbuio and Juan de Jesus
Marinho.

Conflicts of Interest: A.M.M. has patent applications on anti-tetanus mAbs. The other authors
declare no conflict of interest.

References
1. Farrar, J.J.; Yen, L.M.; Cook, T.; Fairweather, N.; Binh, N.; Parry, J.; Parry, C.M. Tetanus. J. Neurol. Neurosurg. Psychiatry 2000,

69, 292–301. [CrossRef] [PubMed]
2. Mallick, I.H.; Winslet, M.C. A review of the epidemiology, pathogenesis and management of tetanus. Int. J. Surg. 2004, 2, 109–112.

[CrossRef]
3. Eisel, U.; Jarausch, W.; Goretzki, K.; Henschen, A.; Engels, J.; Weller, U.; Hudel, M.; Habermann, E.; Niemann, H. Tetanus toxin:

Primary structure, expression in E. coli, and homology with botulinum toxins. EMBO J. 1986, 5, 2495–2502. [CrossRef] [PubMed]
4. Schiavo, G.; Papini, E.; Genna, G.; Montecucco, C. An intact interchain disulfide bond is required for the neurotoxicity of tetanus

toxin. Infect. Immun. 1990, 58, 4136–4141. [CrossRef]
5. Schiavo, G.; Benfenati, F.; Poulain, B.; Rossetto, O.; Polverino de Laureto, P.; DasGupta, B.R.; Montecucco, C. Tetanus and

botulinum-B neurotoxins block neurotransmitter release by proteolytic cleavage of synaptobrevin. Nature 1992, 359, 832–835.
[CrossRef]

6. Schiavo, G.; Poulain, B.; Rossetto, O.; Benfenati, F.; Tauc, L.; Montecucco, C. Tetanus toxin is a zinc protein and its inhibition of
neurotransmitter release and protease activity depend on zinc. EMBO J. 1992, 11, 3577–3583. [CrossRef]

7. Turton, K.; Chaddock, J.A.; Acharya, K.R. Botulinum and tetanus neurotoxins: Structure, function and therapeutic utility.
Trends Biochem. Sci. 2002, 27, 552–558. [CrossRef]

8. Cook, T.M.; Protheroe, R.T.; Handel, J.M. Tetanus: A review of the literature. Br. J. Anaesth. 2001, 87, 477–487. [CrossRef]
9. Matsuda, M.; Yoneda, M. Dissociation of tetanus neurotoxin into two polypeptide fragments. Biochem. Biophys. Res. Commun.

1974, 57, 1257–1262. [CrossRef]
10. Beeching, N.J.; Crowcroft, N.S. Tetanus in injecting drug users. BMJ 2005, 330, 208–209. [CrossRef]
11. Galazka, A.; Gasse, F. The present status of tetanus and tetanus vaccination. Curr. Top. Microbiol. Immunol. 1995, 195, 31–53.

[CrossRef]
12. Carvalho, L.C.; Marques, C.P.C.; Rodrigues, V.P. Temporal trends in tetanus incidence and lethality in Brazil: Analysis of the

national database from 2009 to 2018. Rev. Assoc. Med. Bras. 2021, 67, 1804–1809. [CrossRef] [PubMed]
13. Thwaites, C.L.; Beeching, N.J.; Newton, C.R. Maternal and neonatal tetanus. Lancet 2015, 385, 362–370. [CrossRef]
14. World Health Organization. Available online: https://immunizationdata.who.int/pages/incidence/ttetanus.html?GROUP=

WHO_REGIONS&DISEASE=TTETANUS&YEAR= (accessed on 8 May 2022).
15. Ataro, P.; Mushatt, D.; Ahsan, S. Tetanus: A review. South. Med. J. 2011, 104, 613–617. [CrossRef]
16. Rodrigo, C.; Fernando, D.; Rajapakse, S. Pharmacological management of tetanus: An evidence-based review. Crit. Care 2014,

18, 217. [CrossRef] [PubMed]
17. Aliprandini, E.; Takata, D.Y.; Lepique, A.; Kalil, J.; Boscardin, S.B.; Moro, A.M. An oligoclonal combination of human monoclonal

antibodies able to neutralize tetanus toxin in vivo. Toxicon X 2019, 2, 100006. [CrossRef] [PubMed]
18. Tiller, T.; Meffre, E.; Yurasov, S.; Tsuiji, M.; Nussenzweig, M.C.; Wardemann, H. Efficient generation of monoclonal antibodies

from single human B cells by single cell RT-PCR and expression vector cloning. J. Immunol. Methods 2008, 329, 112–124. [CrossRef]
[PubMed]

19. Lepore, R.; Olimpieri, P.P.; Messih, M.A.; Tramontano, A. PIGSPro: Prediction of immunoGlobulin structures v2. Nucleic Acids Res.
2017, 45, W17–W23. [CrossRef] [PubMed]

20. Pierce, B.G.; Hourai, Y.; Weng, Z. Accelerating protein docking in ZDOCK using an advanced 3D convolution library. PLoS ONE
2011, 6, e24657. [CrossRef]

21. Sircar, A.; Gray, J.J. SnugDock: Paratope structural optimization during antibody-antigen docking compensates for errors in
antibody homology models. PLoS Comput. Biol. 2010, 6, e1000644. [CrossRef]

22. Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF Chimera–a visualization
system for exploratory research and analysis. J. Comput. Chem. 2004, 25, 1605–1612. [CrossRef] [PubMed]

23. Laskowski, R.A.; Swindells, M.B. LigPlot+: Multiple ligand-protein interaction diagrams for drug discovery. J. Chem. Inf. Model.
2011, 51, 2778–2786. [CrossRef] [PubMed]

24. Schrodinger, LLC. The PyMOL Molecular Graphics System, Version 1.8; Schrodinger, LLC: New York, NY, USA, 2015.
25. de Smit, H.; Ackerschott, B.; Tierney, R.; Stickings, P.; Harmsen, M.M. A novel single-domain antibody multimer that potently

neutralizes tetanus neurotoxin. Vaccine X 2021, 8, 100099. [CrossRef]
26. Minamitani, T.; Kiyose, K.; Otsubo, R.; Ito, T.; Akiba, H.; Furuta, R.A.; Inoue, T.; Tsumoto, K.; Satake, M.; Yasui, T. Novel

neutralizing human monoclonal antibodies against tetanus neurotoxin. Sci. Rep. 2021, 11, 12134. [CrossRef] [PubMed]

http://doi.org/10.1136/jnnp.69.3.292
http://www.ncbi.nlm.nih.gov/pubmed/10945801
http://doi.org/10.1016/S1743-9191(06)60056-3
http://doi.org/10.1002/j.1460-2075.1986.tb04527.x
http://www.ncbi.nlm.nih.gov/pubmed/3536478
http://doi.org/10.1128/iai.58.12.4136-4141.1990
http://doi.org/10.1038/359832a0
http://doi.org/10.1002/j.1460-2075.1992.tb05441.x
http://doi.org/10.1016/S0968-0004(02)02177-1
http://doi.org/10.1093/bja/87.3.477
http://doi.org/10.1016/0006-291X(74)90831-6
http://doi.org/10.1136/bmj.330.7485.208
http://doi.org/10.1007/978-3-642-85173-5_2
http://doi.org/10.1590/1806-9282.20210736
http://www.ncbi.nlm.nih.gov/pubmed/34909953
http://doi.org/10.1016/S0140-6736(14)60236-1
https://immunizationdata.who.int/pages/incidence/ttetanus.html?GROUP=WHO_REGIONS&DISEASE=TTETANUS&YEAR=
https://immunizationdata.who.int/pages/incidence/ttetanus.html?GROUP=WHO_REGIONS&DISEASE=TTETANUS&YEAR=
http://doi.org/10.1097/SMJ.0b013e318224006d
http://doi.org/10.1186/cc13797
http://www.ncbi.nlm.nih.gov/pubmed/25029486
http://doi.org/10.1016/j.toxcx.2019.100006
http://www.ncbi.nlm.nih.gov/pubmed/32550563
http://doi.org/10.1016/j.jim.2007.09.017
http://www.ncbi.nlm.nih.gov/pubmed/17996249
http://doi.org/10.1093/nar/gkx334
http://www.ncbi.nlm.nih.gov/pubmed/28472367
http://doi.org/10.1371/journal.pone.0024657
http://doi.org/10.1371/journal.pcbi.1000644
http://doi.org/10.1002/jcc.20084
http://www.ncbi.nlm.nih.gov/pubmed/15264254
http://doi.org/10.1021/ci200227u
http://www.ncbi.nlm.nih.gov/pubmed/21919503
http://doi.org/10.1016/j.jvacx.2021.100099
http://doi.org/10.1038/s41598-021-91597-2
http://www.ncbi.nlm.nih.gov/pubmed/34108521


Pharmaceutics 2022, 14, 1985 16 of 16

27. Pirazzini, M.; Grinzato, A.; Corti, D.; Barbieri, S.; Leka, O.; Vallese, F.; Tonellato, M.; Silacci-Fregni, C.; Piccoli, L.; Kandiah, E.; et al.
Exceptionally potent human monoclonal antibodies are effective for prophylaxis and treatment of tetanus in mice. J. Clin. Investig.
2021, 131, e151676. [CrossRef] [PubMed]

28. Wang, Y.; Wu, C.; Yu, J.; Lin, S.; Liu, T.; Zan, L.; Li, N.; Hong, P.; Wang, X.; Jia, Z.; et al. Structural basis of tetanus toxin
neutralization by native human monoclonal antibodies. Cell Rep. 2021, 35, 109070. [CrossRef]

29. Wang, H.; Yu, R.; Fang, T.; Yu, T.; Chi, X.; Zhang, X.; Liu, S.; Fu, L.; Yu, C.; Chen, W. Tetanus Neurotoxin Neutralizing Antibodies
Screened from a Human Immune scFv Antibody Phage Display Library. Toxins 2016, 8, 266. [CrossRef]

30. Luo, P.; Qin, L.; Mao, X.; Chen, L.; Yu, S.; Li, Q.; Liu, W.; Zhang, W.; Gu, J.; Zou, Q. Identification of a novel linear epitope in
tetanus toxin recognized by a protective monoclonal antibody: Implications for vaccine design. Vaccine 2012, 30, 6449–6455.
[CrossRef]

31. Bercsenyi, K.; Schmieg, N.; Bryson, J.B.; Wallace, M.; Caccin, P.; Golding, M.; Zanotti, G.; Greensmith, L.; Nischt, R.; Schiavo, G.
Tetanus toxin entry. Nidogens are therapeutic targets for the prevention of tetanus. Science 2014, 346, 1118–1123. [CrossRef]

32. van Erp, E.A.; Luytjes, W.; Ferwerda, G.; van Kasteren, P.B. Fc-Mediated Antibody Effector Functions During Respiratory
Syncytial Virus Infection and Disease. Front. Immunol. 2019, 10, 548. [CrossRef]

33. Roopenian, D.C.; Akilesh, S. FcRn: The neonatal Fc receptor comes of age. Nat. Rev. Immunol. 2007, 7, 715–725. [CrossRef]
[PubMed]

34. Zhang, Q.; Joubert, M.K.; Polozova, A.; De Guzman, R.; Lakamsani, K.; Kinderman, F.; Xiang, D.; Shami, A.; Miscalichi, N.;
Flynn, G.C.; et al. Glycan engineering reveals interrelated effects of terminal galactose and core fucose on antibody-dependent
cell-mediated cytotoxicity. Biotechnol. Prog. 2020, 36, e3045. [CrossRef] [PubMed]

35. Peng, X.; Zhao, G.; Lin, J.; Li, C. Interaction of mannose binding lectin and other pattern recognition receptors in human corneal
epithelial cells during Aspergillus fumigatus infection. Int. Immunopharmacol. 2018, 63, 161–169. [CrossRef] [PubMed]

36. Singh, S.K.; Lee, K.H. Characterization of Monoclonal Antibody Glycan Heterogeneity Using Hydrophilic Interaction Liquid
Chromatography-Mass Spectrometry. Front. Bioeng. Biotechnol. 2021, 9, 805788. [CrossRef] [PubMed]

http://doi.org/10.1172/JCI151676
http://www.ncbi.nlm.nih.gov/pubmed/34618682
http://doi.org/10.1016/j.celrep.2021.109070
http://doi.org/10.3390/toxins8090266
http://doi.org/10.1016/j.vaccine.2012.08.002
http://doi.org/10.1126/science.1258138
http://doi.org/10.3389/fimmu.2019.00548
http://doi.org/10.1038/nri2155
http://www.ncbi.nlm.nih.gov/pubmed/17703228
http://doi.org/10.1002/btpr.3045
http://www.ncbi.nlm.nih.gov/pubmed/32627435
http://doi.org/10.1016/j.intimp.2018.08.003
http://www.ncbi.nlm.nih.gov/pubmed/30096599
http://doi.org/10.3389/fbioe.2021.805788
http://www.ncbi.nlm.nih.gov/pubmed/35087805

	Introduction 
	Materials and Methods 
	Vectors and Variable Sequences 
	Cloning 
	Expression and Purification 
	Fed-Batch Cultivation 
	ELISA 
	Tetanus Toxin Binding to Ganglioside GT1b Inhibition Assay 
	Determination of mAbs Titer by SPR 
	Steady-State and Kinetic Affinities 
	Evaluation of Binding of Anti-Tetanus mAbs to Fc Receptors 
	mAbs Glycan Profile 
	Molecular Docking 

	Results 
	Generation of Cell Lines 
	Binding and Kinetics Characterization 
	GT1b Toxin Binding Inhibition Test 
	Evaluation of the Binding of Anti-Tetanus mAbs to Fc Receptors 
	mAbs Glycan Profile 

	Discussion 
	References

