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Abstract: Since the first COVID-19 reports back in December of 2019, this viral infection caused
by SARS-CoV-2 has claimed millions of lives. To control the COVID-19 pandemic, the Food and
Drug Administration (FDA) and/or European Agency of Medicines (EMA) have granted Emergency
Use Authorization (EUA) to nine therapeutic antibodies. Nonetheless, the natural evolution of
SARS-CoV-2 has generated numerous variants of concern (VOCs) that have challenged the efficacy of
the EUA antibodies. Here, we review the most relevant characteristics of these therapeutic antibodies,
including timeline of approval, neutralization profile against the VOCs, selection methods of their
variable regions, somatic mutations, HCDR3 and LCDR3 features, isotype, Fc modifications used in
the therapeutic format, and epitope recognized on the receptor-binding domain (RBD) of SARS-CoV-2.
One of the conclusions of the review is that the EUA therapeutic antibodies that still retain efficacy
against new VOCs bind an epitope formed by conserved residues that seem to be evolutionarily
conserved as thus, critical for the RBD:hACE-2 interaction. The information reviewed here should
help to design new and more efficacious antibodies to prevent and/or treat COVID-19, as well as
other infectious diseases.

Keywords: COVID-19; therapeutic antibodies; variants of concern; Casirivimab; Imdevimab;
Bamlanivimab; Etesevimab; Sotrovimab; Regdanvimab; Cilgavimab; Tixagevimab; Bebtelovimab

1. Introduction

Severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) is the etiological agent
of coronavirus disease 2019 (COVID-19). Since the first COVID-19 reports [1–3] in the
province of Wuhan, China, in December 2019, SARS-CoV-2 infection rapidly spread to
other countries, leading to the declaration of COVID-19 as a pandemic by the World Health
Organization (WHO) on 11 March 2020 [4]. The explosive number of positive cases and the
high number of fatalities during the first months of the pandemic, compounded with the
devastating impact on the global economy, spurred an accelerated search for prophylactic
and/or therapeutic solutions to control COVID-19. The success of antibody-based drugs,
with one hundred antibodies approved by the US Food and Drug Administration (FDA)
and/or European Agency of Medicines (EMA) by July 2021 to treat diverse diseases [5],
including the use of antibodies to cure Ebola [6], propelled the discovery, preclinical
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development, and clinical testing of dozens of anti-SARS-CoV-2 antibodies [7,8]. These
efforts have crystallized into the Emergency Use Authorization (EUA) by the FDA and/or
EMA of nine anti-SARS-CoV-2 prophylactic and/or therapeutic antibody-based drugs
(Table 1).

Table 1. FDA and/or EMA EUA therapeutic antibodies to treat COVID-19.

INN (a) Other Names Commercial
Name

Company
EUA

FDA EMA

Casirivimab REGN 10933 REGEN-COV,
Ronapreve

Regeneron
Pharmaceuticals

21 November
2020 [9,10]

11 November
2021 [11,12]Imdevimab REGN 10987

Bamlanivimab BAM, LY3819253,
LY-CoV555 N/A (b)

Eli Lilly and
Company

9 February 2021
[13]

EMA withdrew the
application on 29
October 2021 [14]

Etesevimab
CB6, ETE,

LY3832479,
LY-CoV016

Sotrovimab S309, VIR-7831
GSK 4182136 Xevudy GlaxoSmithKline

(GSK) 26 May 2021 [15] 16 December
2021 [16]

Regdanvimab CT-P59 Regkirona Celltrion N/A 11 November
2021 [12,17]

Cilgavimab COV2-2130,
AZD1061 Evusheld Astra Zeneca 8 December 2021 [18] 24 March 2022 [19]

Tixagevimab COV2-2196,
AZD8895

Bebtelovimab LY-CoV1404 N/A Eli Lilly and
Company 11 February 2022 [20] N/A

(a)—International proprietary name. (b)—N/A, non-applicable.

In parallel to the EUA of these therapeutic antibodies, hundreds of SARS-CoV-2 genetic
variants have emerged as a consequence of the natural evolution of SARS-CoV-2. These
variants have been routinely monitored through epidemiological research, surveillance of
the genetic sequence of viruses, and laboratory studies [21,22]. Both local and international
organizations have classified SARS-CoV-2 variants as Variants Being Monitored (VBM),
which are those that may pose a future risk and require continued assessment; Variants
of Interest (VOI), which are variants with mutations suspected to have phenotypic im-
plications; and Variants of Concern (VOCs), which are those that have mutations with a
significant increase in transmissibility, severity, and immune escape [23]. The latter have
posed a formidable challenge to the use of therapeutic antibodies, in particular SARS-CoV-2
Delta (B.1.617.2), Omicron (B.1.1.529), and, more recently, Omicron sub-variants: BA.2,
BA.3, BA.4, and BA.5 [24]. These genetic variants have rendered most of the FDA and/or
EMA EUA antibodies ineffective to treat COVID-19 [25], resulting in a continuous race for
developing new and more efficacious antibodies to control further spread of COVID-19
and, hence, prevent additional fatalities.

In this review, we first present and discuss the timeline of the VOCs emergence
together with EUA of the therapeutic antibodies. A summary of the progressive lack
of efficacy of the therapeutic antibodies as the VOCs emerged follows. As context for
discussion of the binding and neutralizing properties of the therapeutic antibodies, we then
provide an overview of the SARS-CoV-2 structure and mechanism of infection. Further, we
review the sources and selection methods of the EUA therapeutic antibodies and describe
the most relevant aspects of their sequences, such as IGHV and IG(L/K)V gene families,
LCDR3 and HCDR3 features, somatic mutations, and epitopes. We also discuss the isotypes
used in the therapeutic format and highlight the implication of Fc engineering for their
mechanism of action (MoA). As SARS-CoV-2 continues to evolve, we hope this review will
help to design and engineer future antibody-based drugs to treat not only COVID-19 but
also other infectious diseases.
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2. VOCs and Anti-SARS-CoV-2 Therapeutic Antibodies

Figure 1 shows the timeline of VOCs emergence and EUA of the therapeutic antibod-
ies. Five SARS-CoV-2 VOCs have been declared by the Centers for Disease Control and
Prevention (CDC), the European Centre for Disease Prevention and Control (ECDC), and
the WHO. The Alpha variant (B.1.1.7 lineage) was reported in September 2020 in the UK
and presented eight mutations in the S protein: H69-V70 deletions, Y144 deletion, N501Y,
A570D, P681H, T716I, S982A, and D1118H [26]. Interestingly, the Beta variant (B.1.35 lin-
eage) was reported earlier than Alpha, in May 2020 in South Africa. It has nine mutations:
L18F, D80A, D215G, R246I, K417N, E484K, N501Y, A701V, and the 242–244 deletion [27].
The third VOC, Gamma variant-P.1 lineage, was first reported in November 2020 in Brazil,
showing ten mutations: L18F, T20N, P26S, A138Y, R190S, K417T, E484K, N501Y, H655Y, and
T1027Y [28]. The Delta variant (B.1.617.2 lineage), reported in October 2020 in India, has
amino acid substitutions at T19R, G142D, L452R, T478K, P681R, and D950N, and deletions
in positions 157 and 158 [29].
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by the FDA and/or EMA of the therapeutic antibodies (underneath the time bar).

The latest variant, called Omicron (B.1.1.529 lineage), also known as BA.1, is by far the
most divergent from the initial SARS-CoV-2 strain, being a major shift in immune evasion.
Omicron was first reported in November 2021 in several cities around the world. It has five
deletions in positions H69, V70, G142, V143, Y144, and N211 plus 28 mutations at positions:
A67V, T95I, Y145D, L212I, G339D, S371L, S373P, S375F, K417N, N440K, G446S, S477N,
T478K, E484A, Q493R, G496S, Q498R, N501Y, Y505H, T547K, D614G, H655Y, N679K, P681H,
N764K, D796Y, N856K, Q954H, N969K, and L981F [30]. Omicron has recently evolved into
several sub-variants, namely: BA.2, BA.3, BA.4, and BA.5 [30]. These sub-variants can
be clustered together, with BA.4/5 being the most distant from the earlier BA.1 and BA.2
sub-lineages [31].

The first antibody-based drug, called REGEN-COV, received EUA in November 2020,
after several VOCs emerged [10]. It was approved in an unprecedented time, e.g., less than
a year after the WHO declared COVID-19 a pandemic and before any vaccine was approved.
This cocktail of therapeutic antibodies is composed of Casirivimab and Imdevimab and was
initially approved for indication in the treatment of adults and 12 years or older patients
weighing at least 40 kg with a positive diagnosis of COVID-19 in the SARS-CoV-2 detection
tests. The patients should have mild to moderate symptoms of infection and have a high
risk of progression to the severe form of COVID-19 [9].

In addition to the FDA EUA of REGEN-COV as a therapeutic drug, in July 2021, the
FDA authorized its use as a COVID-19 post-exposure prophylactic drug [32]. In November
2021, the EMA joined the approval of the FDA by authorizing the use of REGEN-COV as
a therapeutic drug in the European Union, with the commercial name of Ronapreve [12].
This was followed by EUA of another cocktail of therapeutic antibodies. In February
2021, the FDA granted EUA to Bamlanivimab plus Etesevimab developed by Eli Lilly [33].
This company initially applied for Bamlanivimab monotherapy, but its authorization was
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revoked in April 2021 [34]. This therapeutic cocktail was also authorized by the FDA in
September 2021 as a post-exposure prophylactic drug [35].

After the EUA of the first two cocktails of antibodies, two monotherapies reached the
market. In May 2021, the FDA issued the EUA for Sotrovimab, developed by GlaxoSmithK-
line (GSK), for treatment of mild-to-moderate COVID-19 in adults and pediatric patients
aged ≥12 years who weigh ≥40 kg with positive results of SARS-CoV-2 viral testing and
who were at high risk for progression to severe COVID-19, including hospitalization or
death [36]. In December 2021, the EMA recommended granting marketing authorization in
the European Union to Sotrovimab [16].

The second EUA monotherapy was developed by Celltrion under the name of Reg-
danvimab and received EMA approval in November 2011 [12]. It should be noted that
Regdanvimab has not received FDA approval yet. Regdanvimab’s indication included
adult patients who do not require supplemental oxygen therapy and who are at high risk
of progressing to the severe form of COVID-19 [37].

A third cocktail of therapeutic antibodies received EUA in December 2021; it was devel-
oped by AstraZeneca and is composed of Cilgavimab and Tixagevimab. Interestingly, this
cocktail was approved for prophylaxis of COVID-19 in certain adults and pediatric people
older than 12 years and weighing at least 40 kg. This product is only authorized for individuals
not infected with SARS-CoV-2 or those not having been exposed to the virus [38].

More recently, in February 2022, the FDA issued the EUA for Bebtelovimab, also from
Eli Lilly, but this time a monotherapy with indication in the treatment of moderate to mild
COVID-19 in adults and patients 12 years old and older weighing at least 40 kg [39]. It is
pertinent to mention that this therapeutic drug has not yet been approved by the EMA.

3. Efficacy of the Therapeutic Antibodies against the VOCs

The efficacy of the EUA antibodies was challenged soon after the first VOCs emerged,
but the major shift in neutralization potency occurred when SARS-CoV-2 evolved into Omi-
cron (Figure 2). Bamlanivimab plus Etesevimab lost their in vitro neutralization potency
when challenged with Beta and Gamma variants, whereas Casirivimab plus Imdevimab
kept their neutralizing properties and clinical activity until the emergence of Omicron. In
fact, on 16 April 2021, the FDA recommended the revocation of EUA for Bamlanivimab
alone due to the augmented resistance of circulant variants across the US [34]. A few
months later, on 15 December 2021, the FDA no longer authorized the use of Bamlanivimab
plus Etesevimab in states, territories, and jurisdictions of the US in which a combined fre-
quency of a VOC resistance to this cocktail was reported that exceeded 5% [40]. Moreover,
on 24 January 2022, the FDA limited the use of the cocktails Bamlanivimab plus Etesevimab
and Casirivimab plus Imdevimab when the patients had been or were likely infected with
or exposed to a susceptible variant to these treatments. This recommendation was based
on the fact that both cocktails showed markedly reduced activity against Omicron [41].
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Figure 2. Neutralization potency of the EUA-approved anti-COVID-19 antibodies when challenged with
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Sotrovimab, on the other hand, showed a reduction in neutralization potency against
Omicron BA.1 pseudoviruses of only one-fold [46] but lost 1000-fold against Omicron BA.2
sub-variant [47]. Hence, the FDA advised not to use this antibody in regions of the US
where the BA.2 sub-variant predominated [48].

The neutralizing activity of Regdanvimab diminished against Beta, Gamma, and
Delta. Interestingly, this antibody might still be active in humans due to the positive
neutralizing results observed in animal models (ferrets and transgenic mice) [49]. However,
Regdanvimab has not yet been authorized by the FDA due to a substantial reduction in its
in vitro neutralization potency. Additionally, it is very likely that this antibody will have
limited use.

The cocktail Cilgavimab plus Tixagevimab and monotherapy with Bebtelovimab are
still recommended to be used for the treatment of COVID-19, including infection caused
by Omicron sub-variants. Based on non-clinical and clinical data, the last FDA update
(29 June 2022) suggested to healthcare providers the use of repeated dosing of 300 mg
of Tixagevimab and 300 mg Cilgavimab every six months if the patients need protection;
notice that the initial doses of these antibodies were lower (150 mg of each antibody; see
below) [50].

Bebtelovimab has shown neutralization against the currently circulating SARS-CoV-2
VOCs, including Omicron BA.1 and BA.2 sub-variants. The FDA published, on 13 June
2022 [51], based on new pseudotyped virus-like particles and authentic virus data, that
Bebtelovimab retains activity to Omicron subvariants BA.4 and BA.5. Therefore, Bebtelovimab
seems to be the only EUA antibody broadly neutralizing SARS-CoV-2 and still efficacious
against all the VOCs.

4. SARS-CoV-2 and Mechanism of Infection

SARS-CoV-2 is a single-stranded RNA-enveloped virus from coronaviruses (CoVs)
belonging to the order Nidovirales, family Coronaviridae, and genus Coronavirus [52].
The SARS-CoV-2 RNA genome is approximately 30,000 bases long, packed in virions
of 50–200 nanometers in diameter [53]. Mature virions have four structural proteins: N
(nucleocapsid), E (envelope), M (membrane), and S (spike) [54]. The N protein surrounds
the viral genome, protecting it from the host environment, aiding virus replication. E and M
proteins regulate the intracellular trafficking and processing of the S protein [55] (Figure 3),
a highly glycosylated homotrimer that covers the SARS-CoV-2 surface and is responsible
for the specific recognition of human cells by the virus via human angiotensin-converting
enzyme-2 (hACE-2).

Each S monomer is made of around 1300 amino acids and is composed of two subunits:
S1 and S2. S1 (residues 1–680) recognizes the hACE-2, whereas S2 (residues 681–1300)
facilitates the virus fusion to the cell membrane [56]. S1 subunit contains the N-terminal
domain (NTD; residues 13–319) and the receptor-binding domain (RBD; residues 319–541).
The RBD includes the receptor binding motif (RBM; residues 437–508), which is directly
involved in hACE-2-specific binding. S2 consists of the fusion peptide (FP; residues
788–806), two heptapeptide repeat sequences 1 and 2 (HR1 and HR2), a transmembrane
domain (TM; residues 1213–1237), and a cytoplasm domain (CT; residues 1237–1273) [57].

RBD exhibits two conformational states. One state, called “down”, shields hACE2
binding, whereas the other state, or “up”, is accessible to hACE-2. SARS-CoV-2 entry
into the cell begins when the RBD in “up” state binds to hACE-2. Between the S1 and S2
subunits, a furin-cleavage site is targeted by the furin protease in the pre-activation process.
This first cleavage induces structural changes in the S2 towards a prefusion conformation.
A second cleavage site, located in the FP domain, S2’, is targeted by serine proteases or
cathepsins, which drives the fusion of the viral and cellular membranes, allowing the
release of the SARS-CoV-2 RNA genome coated with the N protein into the cytoplasm of
the targeted human cells [58].
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Figure 3. Anatomy of the SARS-CoV-2 spike protein. Above: Schematic representation of the
different domains in the subunit 1 and 2 of the SARS-CoV-2 spike. NTD, N-terminal domain (in
purple); RBD, receptor binding domain (in light blue); RBM, receptor binding motif (in deep blue);
FP, fusion peptide (in forest green); HR1, heptapeptide repeat sequence 1 (in blue); HR2, heptad
repeat sequence 2 (in melon orange); TM, transmembrane domain (in pink); CT, cytoplasmic tail
(in gold). Below: Two views related by 90◦ rotation of the surface of Spike homotrimer protein of
SARS-CoV-2 in down conformation. Each monomer is colored in white, gray and colors.. The figures
were prepared using PyMOL Molecular Graphics System version 2.4.1. Schrödinger, LLC, New York
(https://pymol.org/2, accessed on 16 May 2022) using the coordinates of the PDB ID: 7BNM.

RBD Structure and Interaction with hACE-2

The RBD core (Figure 4) is formed by a twisted five-stranded antiparallel β sheet
(β1, β2, β3, β4, and β7), connected by short loops and α-helices, and stabilized by three
disulfide bonds between C336–C361, C379–C432, and C391–C525 [59]. A concave surface
shaped by two small strands, β5 and β6, connected by extended loops and two α-helices,
forms the RBM. Sixteen residues of the RBM (G446, Y449, Y453, L455, F456, A475, F486,
N487, Y489, Q493, G496, Q498, T500, N501, G502, and Y505) and one residue (K417)
outside of this region interact with the 20 residues of the N-terminal peptidase domain of
hACE-2 [60]. The total buried surface area in the interaction RBD:hACE-2 is 1687 Å2, with
thirteen hydrogen bonds and two salt bridges formed upon binding of these two proteins.
The involvement of tyrosine residues in the RBD:hACE-2 interface is remarkable, with
Y449, Y489, and Y505 forming hydrogen bonds with polar hydrogen groups from several
residues of hACE-2. K417, the residue outside of RBM, is engaged in the formation of one
hydrogen bond and two salt bridges [59].

The affinity of the RBD wild type or Wuhan isolate for hACE-2 has been assessed by
enzyme-linked immunosorbent assay (ELISA) and surface plasmon resonance (SPR) [56].
The latter measurements, which are more accurate than ELISA [59], have been performed
in diverse configurations, including covalent immobilization of the RBD or hACE-2 on the
sensor chip and capture of the RBD in the context of the S1 with anti-tagged reagents. The
RBD covalently immobilized to the sensor chip yielded a dissociation constant (KD) value
of 44.2 nM [56]. When the hACE-2 was covalently immobilized to the sensor chip and RBD
has flown over the chip, the KD values were 20.9 nM [56] and 24.6 nM [61]. In the context
of the S1, capturing the spike protein on the chip via an HIS tag yields an RBD:ACE2 KD of
14.7 nM [62]. Since the KD values measured with the proteins directly immobilized in the
chip tend to be higher due to the lesser exposure of interacting surfaces, it is prudent to
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conclude that the affinity of the RBD WT for the hACE-2 is in the low nanomolar range,
around 15.0 nM.
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Figure 4. Connolly surface of the RBD with RBM motif in light blue. Side views on the top. RBM
seen from the hACE-2 perspective on the bottom. The figure was generated using the coordinates
with PDB ID: 7MZG in PyMOL Molecular Graphics System version 2.4.1. Schrödinger, LLC, New
York (https://pymol.org/2, accessed on 16 May 2022).

5. Sources of the Therapeutic Antibodies

The variable (V) regions of the therapeutic antibodies listed in Table 1 were obtained
from diverse sources using different selection methods. Casirivimab was obtained from
B lymphocytes isolated from convalescent patients of SARS-CoV-2 infection [63]. Its
partner in the Regeneron cocktail, Imdevimab, was obtained from parallel high-throughput
efforts using spleens of Regeneron Velocimmune® mouse immunized with plasmid DNA
expressing SARS-CoV-2 S protein and boosted with a recombinant RBD [63]. The lead
antibodies were selected in such a way that recognized two distinct non-overlapping
epitopes (see below).

The antibodies of the Lilly’s cocktail were obtained from two sources [64–66]. Bam-
lanivimab was obtained via high-throughput microfluidic screening of antigen-specific B
cells from a hospitalized convalescent patient with COVID-19. Etesevimab was obtained by
flow cytometry, gene sequencing, and genetic libraries from B lymphocytes of convalescent
patients of SARS-CoV-2 infection. In the discovery campaign of the latter, 11 antibodies
were generated and tested in RBD:hACE-2 blocking assays by FACS, as well as their ability
to neutralize the SARS-CoV-2 in Vero E6 cells. Out of two antibodies that demonstrated
potent in vitro neutralization activity, one of them, called CB6, prevented SARS-CoV-2
infection in rhesus monkeys as a prophylactic and therapeutic.

Sotrovimab was isolated from memory B lymphocytes immortalized with Epstein–
Barr virus from an individual infected with SARS-CoV in 2003. The precursor of Sotro-
vimab, named S309, neutralized SARS-CoV-2 and SARS-CoV pseudoviruses, as well as
SARS-CoV-2 virions. S309 recognized an epitope conserved within the Sarbecovirus sub-
genus (see epitope below). The scientists who isolated S309 suggested that antibody
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cocktails, including S309, may enhance SARS-CoV-2 neutralization and limit the emergence
of immune escape mutants [67].

Regdanvimab is the only therapeutic antibody isolated from a phage display li-
brary [68]. The library was built with peripheral blood mononuclear cells (PBMCs) of
a convalescent patient. The lead antibody, named CT-P59, was selected using RBD WT.
CT-P59 neutralized SARS-CoV-2 isolates, including the first VOC reported (D614G) [68].
The therapeutic effect of CT-P59 was evaluated in three animal models, demonstrating a
substantial reduction in viral titer along with relief of clinical COVID-19 symptoms [68].

Cilgavimab and Tixagevimab were obtained from B lymphocytes of two convales-
cent patients of SARS-CoV-2 infection from Wuhan. Close to 400 SARS-CoV-2 antibodies
were isolated by flow cytometry, B memory cells enrichment, single-cell sequencing, and
functional assays [69]. A subset of these antibodies bound recombinant RBD and showed
neutralizing properties in a quantitative focus reduction neutralization test (qFRNT). The
number of potential candidates was narrowed further down to 40 antibodies. The lead
molecules, COV2-2130 and COV2-2196, precursors of Cilgavimab and Tixagevimab, respec-
tively, were tested for their ability to block binding of the RBD to hACE-2 [70].

Finally, Bebtelovimab was isolated via high-throughput B cell screening from a COVID-19
convalescent donor. In Bebtelovimab’s discovery campaign, a total of 740,000 cells were
screened by three different screening strategies, and then a machine-learning-based analysis
was employed to select and rank 1,692 single antibody-secreting cells. From there, libraries
of antibody genes were generated and sequenced, followed by a refined search, which
led to 69 recombinant expressed antibodies. This subset of antibodies was tested in high-
throughput SPR experiments to assess S protein epitope coverage, resulting in the selection
of Bebtelovimab [71].

6. Gene Usage and LCDR3/HCDR3 Key Features

Table 2 shows the isotype, IGLV and IGHV usage, Fc modifications of the EUA
antibodies. Six out of the nine therapeutic antibodies are kappa-type, whereas three,
Regdanvimab, Imdevimab, and Bebtelovimab, have lambda light chains. The prevalence of
kappa-type molecules, with 67% (6/9) antibodies, seems to mirror the higher proportion of
functional IGKV germline genes (60%) with respect to functional IGLV germline genes (40%)
in the human genome [72] rather than a bias in the selection method and/or a propensity
of kappa-type antibodies to bind the RBD and/or be a specific immune response to SARS-
CoV-2 infection. Moreover, one of the kappa-type antibodies is encoded by germline
gene IGKV1-33, two antibodies by IGKV1-39, two antibodies by IGKV3-20, and one is
encoded by IGKV4-01. IGKV1-39, 3-20, and 4-01 are highly used genes by the human
immune response against diverse targets [73], and thus, these IGKV genes do not seem to
be specifically selected to interact with the RBD.

Table 2. Isotype, V regions and Fc characteristics of the FDA- and/or EMA-approved antibodies.

Isotype IGHV IGHD IGHJ IGK/LV IGK/LJ HCDR3 Fc

Casirivimab IgG1k 3-11 * 01 1-14 * 02 4 * 02 1-33 * 01 1 * 01 11 None
Imdevimab IgG1λ 3-33 * 03 2-8 * 02 1 * 01 2-14 * 01 3 * 02 11 None

Bamlanivimab IgG1k 1-69 * 09 3-16 * 01
/6 * 0104 6-01 1-39 * 01 2 * 2 16 None

Etesevimab IgG1k 3-66 * 01 2-8 * 02
/4 * 01 4-01 1-39 * 01 2 * 01 11 LALA

Sotrovimab IgG1k 1-18 * 01 3-16 * 01 1 * 01 3-20 * 01 1 * 01 18 LS
Regdanvimab IgG1λ 2-70 * 12 1-14 * 01 6 * 02 1-51 * 01 3 * 02 18 None

Cilgavimab IgG1k 3-15 * 01 3-22 * 01 4 * 02 4-1 * 02 1 * 01 20
YTE and TMTixagevimab IgG1k 1-5 * 03 6-13 * 01 3 * 02 3-20 * 01 1 * 01 14

Bebtelovimab IgG1λ 2-5 * 02 3-3 * 02 1 * 01 2-14 * 01 3 * 02 9 None

The * indicates the allele of the genes related with the V regions of antibodies.
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Likewise, the IGHV usage appears to reflect the proportion of IGHV gene families in
the human genome rather than a selection or functional bias. Antibodies encoded by the
IGHV3 gene family are most prevalent in the SARS-CoV-2 therapeutic antibodies, with four
out of the nine (44%) being encoded by IGHV3 germline genes. The IGHV3 gene family is
the most populated in the human genome, with around 50% of the functional human IGHV
genes [74–77]. Antibodies encoded by the IGHV1 family follow, with three antibodies
encoded by members of this gene family, and this is the second most populated IGHV gene
family in the human antibody repertoire. Interestingly, Regdanvimab and Bebtelovimab,
two of the lambda-type antibodies, are paired with the only two functional IGHV genes of
the IGHV2 family, suggesting a preference of anti-SARS-CoV-2 lambda-type antibodies to
be paired with members of the IGHV2 gene family.

The alignment of VH and VL amino sequences of the nine therapeutic antibodies is
shown in Figure 5. Both V domains are highly diverse in sequence and combinations of
loop lengths. In the VH sequences, the HCDR1 shows a predominant length of ten amino
acids, with six out of nine antibodies having this length. The two remaining antibodies,
Bebtelovimab and Redganvimab, have HCDR1 loops of 12 amino acids. In HCDR2, three
different loop lengths are observed: 17, 18, and 20 residues. HCDR3 length ranges from
nine to twenty residues, with Bebtelovimab having nine residues, and three antibodies,
Casirivimab, Etesevimab, and Imdevimab, having 11 residues. The average HCDR3 length
in the human antibodies is 12 amino acids [78], and, hence, four of the therapeutic antibodies
can be considered as having relatively short HCDR3 loops. In the other extreme, three
antibodies, Bebtelovimab, Redganvimab, and Sotrovimab, have long HCDR3s, with 18 and
20 residues.
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using Ig BLAST (https://www.ncbi.nlm.nih.gov/igblast/ accessed on 16 May 2022). The CDRs are
indicated in gray squares as defined using Kabat’s numbering convention.

A more detailed inspection of the HCDR3 sequences indicates that Tixagevimab has
two cysteines. The X-ray structure (PDB ID: 7L7D) [79] shows that these cysteine residues
make an intra-loop disulfide bond. Curiously, cysteines other than the conserved ones
involved in stabilizing the V domains are considered developability liabilities [80], and the
antibodies having them are deprioritized during the antibody development process [81].

https://www.ncbi.nlm.nih.gov/igblast/
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VL sequences are also highly diverse. Kappa-type antibodies have several loop lengths
in both LCDR1 and LCDR3. Only two out of six antibodies, Casirivimab and Bamlanivimab,
have LCDR3 loop lengths consistent with the predominant LCDR3 length of human kappa-
type antibodies [82]. This suggests that frequent insertions and/or deletions occurred
during the immune response leading to the anti-SARS-CoV-2 antibodies, which contrasts
with the low number of somatic mutations. The three lambda-type antibodies, on the other
hand, have three different loop lengths at LCDR3, consistent again with the high diversity
of the SARS-CoV-2 therapeutic antibodies.

The number of putative somatic mutations is similar in VH and VL, with a range
from 1 to 7 mutations in VH and from 0 to 6 in VL. The average number of mutations is
3.8 and 3.6 for VH and VL, respectively. These mutations are mostly located in the CDRs.
As a reference, the reported frequencies of mutations in the human antibody sequences
are qualitatively similar for VH and VL [83], following an exponential distribution with a
proportion of 3:2:1 mutations at the CDRs, V domains surface and VL:VH interface, and
core of the V domains, respectively. The average number of mutations per V region has
been estimated for human antibodies to be around eight and five mutations for VH and
VL, respectively [83]. Therefore, the number of somatic mutations in the EUA therapeutic
antibodies is below the average in humans, consistent with early observations [84] that
the neutralizing antibodies, which served as substrates for engineering the therapeutic
antibodies, were derived from naïve B cells.

7. Interaction of the Therapeutic Antibodies with the RBD

Due to the essential role of the RBD in the mechanism of infection, most of the
natural anti-SARS-CoV-2 neutralizing antibodies are mounted against this region of the
S1 protein [85]. In fact, there are two classifications of neutralizing antibodies based on
the RBD structural recognition and their capacity to block the RBD:hACE-2 interaction.
The first classification identifies four types (I–IV) [86] of neutralizing antibodies, whereas
the second one identifies five types (I–V) [87]. Both classifications are similar, with the
latter adding type V, which entails antibodies that recognize non-RBD SARS-CoV-2 regions,
including other proteins, such as NTD and S2.

Classes I–IV define the form that groups of neutralizing antibodies interact with similar
regions on the RBD surface. Class I antibodies recognize a conserved orientation of the
RBM only in the “up” state conformation [88,89]. These antibodies are mostly derived
from IGHV3 and IGHV1 gene families, including germline genes IGHV3-53, IGHV3-30,
IGHV3-33, IGHV3-66, IGHV1-58, and IGHV1-18 [87]. Most of the therapeutic antibodies
belong to this class, with four out of the nine antibodies (44%): Casirivimab, Etesevimab,
Tixagevimab, and Regdanvimab (Table 3). Notice that Regdanvimab is an exception as it is
encoded by a gene of the IGHV2 family.

Table 3. Class and functional parameters of anti-COVID-19 therapeutic antibodies. All measurements
are reported in nanomolar units.

Class KD
Blocking

Assay (IC50)
Neutralization
Assay (EC50)

Dose
(mg)

Casirivimab [9,63] I 0.046 0.056 0.04 600
Imdevimab [9,63] III/IV 0.047 0.165 0.04 600

Bamlanivimab [13] II 0.071 0.170 0.14 700
Etesevimab [13] I 6.450 0.320 0.97 1400
Sotrovimab [15] IV 0.210 33.600 0.67 500

Regdanvimab [37] I 0.065 - 0.05 2400 (a)
Cilgavimab [18] I 2.150 0.531 0.012 150

Tixagevimab [18] III 2.180 0.318 0.06 150
Bebtelovimab [20] III 0.075 0.380 0.04 175

(a) 40 mg/kg extrapolated to an average individual of 70 kg.
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Class II antibodies bind RBD epitopes in up and down states with no preferred
orientation. These antibodies can block adjacent RBDs in the S homotrimer. The IGHV5-51,
IGHV3-30, IGHV3-13, and IGHV1-69 genes are included in this class, Bamlanivimab being
the only antibody classified in Class II.

Class III antibodies do not overlap with the hACE-2 binding site but sterically block
the RBD:hACE-2 interaction. This interesting characteristic enables a relatively broad neu-
tralizing profile (see below) as the antibodies in this class can recognize conserved regions
around the RBM of different SARS-CoV-2 variants. The germline genes present in this class
are IGHV1-18, IGHV1-2, and IGHV2-14. Imdevimab, Cilgavimab, and Bebtelovimab are
Class III antibodies.

Class IV antibodies are not hACE-2 blockers but have neutralizing capacity and can
bind both RBD “up” and “down” states. The germline genes involved in this class are
IGHV1-18, IGHV1-2, IGHV1-46, IGHV3-3, IGHV3-23, and IGHV3-30. Sotrovimab is the
only EUA therapeutic antibody belonging to this class.

Since Class V antibodies do not bind the RBD, their MoA has been proposed to be
antibody-dependent cellular cytotoxicity (ADCC) and/or antibody-dependent cellular
phagocytosis (ADCP), as well as interference of these antibodies with conformational
changes needed for membrane fusion and/or sterically hindering with hACE-2 binding [90].
It has also been suggested [91] that, since Class V antibodies have a different MoA than
types I–IV, they may be good partners of types I–IV for developing effective therapeutic
cocktails [92–94]. Yet, no one antibody from Class V has been approved by the FDA and/or
EMA as a therapeutic or prophylactic drug.

Table 3 summarizes the functional parameters of the therapeutic antibodies, including
affinity, RBD:hACE-2 blockade, in vitro neutralization, and therapeutic dose. The KD values
range from 46 pM in Casirivimab to 6.45 nM in Etesevimab, with six of the antibodies having
sub-nanomolar affinities and three, Cilgavimab, Tixagevimab, and Etesevimab, being single-
digit nanomolar binders. The RBD:hACE-2 blockade activity, on the other hand, covers
three orders of magnitude from 56 pM in Casirivimab to 33.6 nM in Sotrovimab, with
the latter being an outlier. Moreover, the neutralization potency in all the antibodies is
sub-nanomolar, ranging from 12 pM (Cilgavimab) to 970 pM (Etesevimab). The therapeutic
doses range from 150 mg in Cilgavimab and Tixagevimab to 2400 mg in Regdanvimab.
No correlation between these parameters, i.e., class, KD, blocking activity, neutralization,
nor therapeutic dose, is found. Therefore, the neutralizing activity of these therapeutic
antibodies in vivo seems to be an interplay of all these parameters plus the epitope and Fc
modifications, discussed below.

Figure 6 shows the epitopes recognizes by the therapeutic antibodies. As a reference,
we also show the mutations of the Delta and Omicron variants with respect to the RBD WT
plus the binding surface of hACE-2 on the RBD. As mentioned above, two of the cocktails,
Casirivimab plus Imdevimab and Bamlanivimab plus Etesevimab, lost their efficacy when
challenged with SARS-CoV-2 Omicron. The third cocktail, Cilgavimab plus Tixagevimab,
has diminished neutralization potency when challenged with Omicron sub-variants. Out
of the three monotherapies, Regdanvimab lost neutralization potency with Omicron BA.1,
whereas Sotrovimab and Bebtelovimab preserved their neutralization potency. Sotrovimab
showed a significant loss in neutralization with Omicron BA.2, whereas Bebtelovimab is
the only EUA antibody that has preserved its neutralization potency against all the VOCs,
including the recent Omicron sub-variants BA.4/BA.5.

All nine therapeutic antibodies except Sotrovimab recognize epitopes in the RBM.
Sotrovimab binds residues away from the RBD:hACE-2 interface and does not block
RBD:hACE-2 interaction. This explains why Sotrovimab, despite having the least block-
ing activity, has a KD and neutralizing potency within the range of the other antibodies.
Bebtelovimab, on the other hand, mostly recognizes conserved residues in RBDs WT, Delta,
and Omicron that are in the periphery of the RBD interface with hACE-2. This explains
why Bebtelovimab neutralizes all the VOCs despite the large divergence among these
SARS-CoV-2 variants. Binding conserved residues in the RBD as a mechanism to preserve
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efficacy against diverse VOCs is consistent with the analysis of a panel of 44 neutralizing
antibodies of the SARS-VoC-2 WT [46], in which only six retain potent neutralizing activity
against Omicron and recognize conserved residues between RBD WT and Omicron. Of
note, three of these antibodies bind to the RBM, including S2K146, which triggers fusogenic
conformational changes via molecular and functional mimicry of hACE-2.
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a viable therapeutic format due to limitations in its manufacturing process, IgG1 is the 

Figure 6. Conolly surface of SARS-CoV-2 RBD in the same view of Figure 3 showing the interface
with ACE-2 and the epitopes recognized by the anti-SARS-CoV-2 therapeutic antibodies. Front and
top view of the structural surface of the SARS-CoV-2 RBD shows the location of the Delta variant
mutations (in red), Omicron variant mutations (in blue), and mutations in both variants (in purple).
RBD residues that contact ACE-2 are indicated in orange, whereas the RBD residues protected by
anti–SARS-CoV2 antibodies are indicated with different colors: Casirivimab (cyan); Imdevimab
(purple); Bamlanivimab (yellow); Etesevimab (marine blue); Sotrovimab (green); Regdanvimab (red);
Tixagevimab (forest green); Cilgavimab (raspberry); and Bebtelovimab (deep teal) PDB 7MZG. The
figures were prepared using PyMOL Molecular Graphics System version 2.4.1. Schrödinger, LLC,
New York (https://pymol.org/2, accessed on 16 May 2022).

These results are somewhat expected if one considers that the evolution of SARS-CoV-2
VOCs is a compromise between generating spontaneous mutations that eventually would
escape the neutralizing immune response so the virus can survive and further propa-
gate, on the one hand, and not accumulating mutations that weaken the affinity of the
RBD for hACE-2 so that the virus would not be infective anymore. In fact, a study of
31,403 SARS-CoV-2 genomes randomly chosen across the world [95] identified 444 non-
synonymous mutations in RBD that yielded 49 amino acid substitutions in contact and
non-contact residues with hACE-2. Comparing the location of these mutations on the
structure of the RBDs of SARS-CoV-2 WT, bat-CoV, SARS-CoV, and pangolin-CoV, all of
them binding human or mouse ACE-2 indicated that interactions with residues N487, Y449,
G496, T500, and G502 are conserved in all the RBD mutants. Further, the authors showed
that these interactions are evolutionarily conserved in Sarbecoviruses, which use ACE-2 as a
target protein for entry into the host cells. Not surprisingly, RBD:hACE2 binding affinities
and stability were maintained in all the studied mutants, consistent with the relatively
conserved affinity of 5–30 nM described above for the interaction of the RBD with hACE-2,
regardless of the SARS-CoV-2 variant, whether it comes from Wuhan or Omicron.

https://pymol.org/2
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8. Isotypes and Fc Engineering

All EUA therapeutic antibodies are human IgG1 (hIgG1) or modifications of this
isotype to enhance or attenuate the effector functions and/or half-life of the molecules
(Table 2). Five out of the nine therapeutic antibodies except Etesevimab, Sotrovimab,
Cilgavimab, and Tixagevimab are hIgG1 without Fc modifications. We [96] and other
authors [97] have shown that IgG1 predominates the anti-SARS-CoV-2 immune response,
followed by the IgG3 isotype. IgG2 and IgG4 are almost inexistent. This is a common
feature of other viral infections, such as influenza, where IgG1 and IgG3 titers against the H1
are predominant in the immune response [98]. IgG1 is also the most the prevalent isotope
for hepatitis C (HCV) antigens, followed by IgG3, with IgG2 and IgG4 rarely occurring
or not detected [99]. Moreover, in hepatitis B infection (HBV) [100], anti-HBs neutralizing
antibodies are highly biased toward IgG1 and IgG3, with only a marginal contribution
by IgG2 and IgG4 isotypes. Furthermore, the long-lasting effect of IgG1 and/or IgG3 has
been observed in serum samples collected 4–10 years after IFN-α therapy in patients with
chronic hepatitis B [101].

The predominant role of IgG1 and IgG3 in viral infections is due to the capacity of these
isotypes to elicit ADCC, ADCP, and complement-dependent cytotoxicity (CDC) [102,103].
Such immune effector functions are performed via selective Fc receptor interactions with
distinct immune cell populations, such as natural killer (NK) cells, neutrophils, and
macrophages, as well as the ability to bind C1q, a triggering protein of the complement
pathway that leads to a cascade of events resulting in the formation of the membrane attack
complex (MAC) and induction of infected cell killing. Therefore, while IgG3 is not a viable
therapeutic format due to limitations in its manufacturing process, IgG1 is the isotype of
choice for therapeutic antibodies when ADCC and CDC are wanted, as in the therapeutic
anti-SARS-CoV-2 antibodies.

Regarding Fc modifications, Etesevimab has two mutations in the CH2 domain: L234A
and L235A [13]. This double mutant, known as the LALA [7], reduces the effector function
of the hIgG1 isotype. Conversely, Sotrovimab has double mutations M428L and N434S [15].
These alterations in the FcRn binding site, known as LS mutations [104], improve the
mucosal bioavailability and increase the half-life in serum of the antibodies. Cilgavimab and
Tixagevimab have mutations known as YTE and TM, which extend the half-life and reduce
the FcRn interactions, respectively [105]. Importantly, neutralizing antibodies, when used
as prophylactic drugs, do not require Fc effector functions. However, as mentioned above,
the Fc effector functions are necessary for therapeutic applications, including reduction in
the viral burden and inflammation [106,107].

9. Conclusions and Future Directions

Nine therapeutic antibodies have received EUA by the FDA and/or EMA to pre-
vent and/or cure COVID-19. The initial approvals, specifically the first two cocktails of
Casirivimab plus Imdevimab and Bamlanivimab plus Etesevimab, were very useful during
the early stages of the pandemic when no vaccine was available to prevent SARS-CoV-2
infection. Nonetheless, the natural evolution of SARS-CoV-2 has imposed a formidable
barrier to the use of EUA antibodies as VOCs have rendered most of them ineffective. Only
the cocktail of Cilgavimab plus Tixagevimab has retained some of its neutralization potency
when challenged with the most recently evolved VOCs, whereas Bebtelovimab is still
efficacious against Omicron and Omicron sub-variants, but it is unpredictable when and
where new VOCs will emerge and how Cilgavimab plus Tixagevimab and Bebtelovimab
would perform against the new VOCs.

The compilation and discussion of the information presented in this review highlight
some trends that might be valuable to develop a new generation of therapeutic antibodies,
not only to treat COVID-19 but also for designing and optimizing therapeutic antibodies
to treat other infectious diseases. First, although certain IGHV and IG(L/K)V genes seem
to be overrepresented in some classes of SARS-CoV-2 neutralizing antibodies, overall,
the V gene usage of the EUA therapeutic antibodies mirrors the proportion of germline
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genes in the human genome rather than being a product of the selection method, with a
propensity to bind the RBD and/or an immune mechanism that selects certain IGV genes
over others. Second, there is not a preferred HCDR3 and/or LCDR3 length as described,
for instance, for anti-HIV antibodies [108], where long HCDR3 loops are a hallmark of
neutralization. Third, the number of mutations is low when compared to the average in
human antibodies, suggesting that the antibodies that served as a substrate to engineer the
therapeutic antibodies emerged early in the immune neutralizing response. In contrast,
high diversity is generated via recombination events at HCDR3 and LCDR3, leading to
a significant loop lengths variation. Fourth, all the antibodies except Cilgavimab and
Tixagevimab have sub-nanomolar KD values, whereas the RBD:hACE-2 affinity is in the
low nanomolar range (5–30 nM) for all the RBD variants, and thus, the preferred MoA
is by outcompeting the RBD:hACE-2 interaction. Fifth, consistent with this MoA, the
RBD:hACE-2 blocking activity and neutralization potency are also sub-nanomolar, but a
clear correlation between KD, blocking activity, neutralization potency, and therapeutic
dose is not apparent. Therefore, the MoA seems to be an interplay of affinity, epitope,
and isotype. Sixth, while the neutralizing activity does not require Fc effector functions
when the antibody is given as a prophylaxis, it does require Fc effector functions for
therapeutic applications, pinpointing IgG1 as the preferred isotype. Seventh, antibodies
that recognize residues away from the RBM, such as Sotrovimab, also lost efficacy due to the
evolution of SARS-CoV-2. Eighth, antibodies that still retain efficacy, such as Bebtelovimab,
bind an epitope formed by conserved residues that seem to be evolutionarily conserved
and, thus, critical for the RBD:hACE-2 interaction. It is, therefore, desirable that new
antibody therapeutic developments consider these residues as targets for generating future
generations of therapeutic antibodies.

Author Contributions: Conceptualization, review, and editing, J.C.A. and S.M.P.-T.; generation of
figures, M.P.-E.; compilation and organization of most of the information in the Tables, G.M.-S.;
investigation, writing—original draft preparation, G.M.-S. and M.P.-E. All authors have read and
agreed to the published version of the manuscript.

Funding: This research received no external funding.

Acknowledgments: This work was not supported by any specific grant from funding agencies in the
public, commercial, or not-for-profit sectors.

Conflicts of Interest: J.C.A. is founder and CEO of GlobalBio, Inc. The other authors declare that
they do not have a conflict of interest.

References
1. The-nCoV Outbreak Joint Field Epidemiology Investigation Team; Li, Q. An Outbreak of NCIP (2019-nCoV) Infection in China

—Wuhan, Hubei Province, 2019–2020. China CDC Wkly. 2020, 2, 79–80. [CrossRef]
2. Tan, W.; Zhao, X.; Ma, X.; Wang, W.; Niu, P.; Xu, W.; Gao, G.F.; Wu, G. A Novel Coronavirus Genome Identified in a Cluster of

Pneumonia Cases—Wuhan, China 2019–2020. China CDC Wkly. 2020, 2, 61–62. [CrossRef]
3. Zhu, N.; Zhang, D.; Wang, W.; Li, X.; Yang, B.; Song, J.; Zhao, X.; Huang, B.; Shi, W.; Lu, R.; et al. A Novel Coronavirus from

Patients with Pneumonia in China, 2019. N. Engl. J. Med. 2020, 382, 727–733. [CrossRef] [PubMed]
4. World Health Organization. Virtual Press Conference on COVID-19–11 March 2020; WHO: Geneva, Switzerland, 2020.
5. Mullard, A. FDA approves 100th monoclonal antibody product. Nat. Rev. Drug Discov. 2021, 20, 491–495. [CrossRef] [PubMed]
6. Moekotte, A.L.; Huson, M.A.; van der Ende, A.J.; Agnandji, S.T.; Huizenga, E.; Goorhuis, A.; Grobusch, M.P. Monoclonal

antibodies for the treatment of Ebola virus disease. Expert Opin. Investig. Drugs 2016, 25, 1325–1335. [CrossRef] [PubMed]
7. Renn, A.; Fu, Y.; Hu, X.; Hall, M.D.; Simeonov, A. Fruitful Neutralizing Antibody Pipeline Brings Hope To Defeat SARS-Cov-2.

Trends Pharmacol. Sci. 2020, 41, 815–829. [CrossRef]
8. Corti, D.; Purcell, L.A.; Snell, G.; Veesler, D. Tackling COVID-19 with neutralizing monoclonal antibodies. Cell 2021, 184,

3086–3108. [CrossRef]
9. U.S. Food and Drug Administration. Emergency Use Authorization (EUA) for Casirivimab and Imdevimab; Center for Drug Evaluation

and Research (CDER) Review; FDA: Silver Spring, MD, USA, 2020.
10. Food and Drug Administration. Coronavirus (COVID-19) Update: FDA Authorizes Monoclonal Antibodies for Treatment of COVID-19;

U.S. Food and Drug Administration: Silver Spring, MD, USA, 2020.
11. European Medicines Agency. Ronapreve; Assessment Report; European Medicines Agency: Amsterdam, The Netherlands, 2021.

http://doi.org/10.46234/ccdcw2020.022
http://doi.org/10.46234/ccdcw2020.017
http://doi.org/10.1056/NEJMoa2001017
http://www.ncbi.nlm.nih.gov/pubmed/31978945
http://doi.org/10.1038/d41573-021-00079-7
http://www.ncbi.nlm.nih.gov/pubmed/33953368
http://doi.org/10.1080/13543784.2016.1240785
http://www.ncbi.nlm.nih.gov/pubmed/27676206
http://doi.org/10.1016/j.tips.2020.07.004
http://doi.org/10.1016/j.cell.2021.05.005


Int. J. Mol. Sci. 2022, 23, 9763 15 of 18

12. European Medicines Agency. COVID-19: EMA Recommends Authorisation of Two Monoclonal Antibody Medicines; European
Medicines Agency: Amsterdam, The Netherlands, 2021.

13. U.S. Food and Drug Administration. Emergency Use Authorization (EUA) for Bamlanivimab 700 mg and Etesevimab 1400 mg IV
Administered Together; Center for Drug Evaluation and Research (CDER) Review; FDA: Silver Spring, MD, USA, 2020.

14. European Medicines Agency. Bamlanivimab and Etesevimab for COVID-19: Withdrawal from the Rolling Review Process.
Available online: https://www.ema.europa.eu/en/medicines/human/withdrawn-applications/bamlanivimab-etesevimab-
covid-19 (accessed on 5 July 2022).

15. U.S. Food and Drug Administration. Emergency Use Authorization (EUA) for Sotrovimab 1500 mg; Center for Drug Evaluation and
Research (CDER) Review; FDA: Silver Spring, MD, USA, 2020.

16. European Medicines Agency. COVID-19: EMA recommends authorisation of antibody medicine Xevudy; European Medicines Agency:
Amsterdam, The Netherlands, 2021.

17. European Medicines Agency. Assessment Report Procedure under Article 5(3) of Regulation (EC) No 726/2004, Celltrion Use of
Regdanvimab for the Treatment of COVID-19; Center for Drug Evaluation and Research (CDER) Review; EMA: Amsterdam,
The Netherlands, 2020.

18. U.S. Food and Drug Administration. Emergency Use Authorization (EUA) for EVUSHELD (Tixagevimab 150 mg and Cilgavimab 150
mg Injection Co-Packaged for Intramuscular Use); Center for Drug Evaluation and Research (CDER) Review; FDA: Silver Spring,
MD, USA, 2021.

19. European Medicines Agency. EMA Recommends Authorisation of COVID-19 Medicine Evusheld; European Medicines Agency:
Amsterdam, The Netherlands, 24 March 2022.

20. U.S. Food and Drug Administration. Emergency Use Authorization (EUA) for Bebtelovimab (LY-CoV1404); Center for Drug Evaluation
and Research (CDER) Review; FDA: Silver Spring, MD, USA, 2022.

21. GISAID. Available online: https://www.gisaid.org/ (accessed on 14 July 2022).
22. World Health Organization. Guidance for Surveillance of SARS-CoV-2 Variants: Interim Guidance; WHO: Geneva, Switzerland, 2021.
23. World Health Organization. Tracking SARS-CoV-2 Variants. Available online: https://www.who.int/en/activities/tracking-

SARS-CoV-2-variants/ (accessed on 8 June 2022).
24. Mohapatra, R.K.; Kandi, V.; Sarangi, A.K.; Verma, S.; Tuli, H.S.; Chakraborty, S.; Chakraborty, C.; Dhama, K. The recently

emerged BA.4 and BA.5 lineages of Omicron and their global health concerns amid the ongoing wave of COVID-19 pandemic—
Correspondence. Int. J. Surg. 2022, 103, 106698. [CrossRef]

25. VanBlargan, L.A.; Errico, J.M.; Halfmann, P.J.; Zost, S.J.; Crowe, J.E.; Purcell, L.A.; Kawaoka, Y.; Corti, D.; Fremont, D.H.; Diamond,
M.S. An infectious SARS-CoV-2 B.1.1.529 Omicron virus escapes neutralization by therapeutic monoclonal antibodies. Nat. Med.
2022, 28, 490–495. [CrossRef]

26. Yang, T.J.; Yu, P.Y.; Chang, Y.C.; Liang, K.H.; Tso, H.C.; Ho, M.R.; Chen, W.Y.; Lin, H.T.; Wu, H.C.; Hsu, S.D. Effect of SARS-CoV-2
B.1.1.7 mutations on spike protein structure and function. Nat. Struct. Mol. Biol. 2021, 28, 731–739. [CrossRef]

27. Radvak, P.; Kwon, H.J.; Kosikova, M.; Ortega-Rodriguez, U.; Xiang, R.; Phue, J.N.; Shen, R.F.; Rozzelle, J.; Kapoor, N.; Rabara,
T.; et al. SARS-CoV-2 B.1.1.7 (alpha) and B.1.351 (beta) variants induce pathogenic patterns in K18-hACE2 transgenic mice distinct
from early strains. Nat. Commun. 2021, 12, 6559. [CrossRef] [PubMed]

28. Gräf, T.; Bello, G.; Venas, T.M.M.; Pereira, E.C.; Paixão, A.C.D.; Appolinario, L.R.; Lopes, R.S.; Mendonça, A.C.D.F.; da Rocha,
A.S.B.; Motta, F.C.; et al. Identification of a novel SARS-CoV-2 P.1 sub-lineage in Brazil provides new insights about the
mechanisms of emergence of variants of concern. Virus Evol. 2021, 7, veab091. [CrossRef] [PubMed]

29. Shiehzadegan, S.; Alaghemand, N.; Fox, M.; Venketaraman, V. Analysis of the Delta Variant B.1.617.2 COVID-19. Clin. Pract. 2021,
11, 93. [CrossRef] [PubMed]

30. Covariants. Available online: https://covariants.org/variants/21K.Omicron (accessed on 8 June 2022).
31. Tuekprakhon, A.; Nutalai, R.; Dijokaite-Guraliuc, A.; Zhou, D.; Ginn, H.M.; Selvaraj, M.; Liu, C.; Mentzer, A.J.; Supasa, P.;

Duyvesteyn, H.M.E.; et al. Antibody escape of SARS-CoV-2 Omicron BA.4 and BA.5 from vaccine and BA.1 serum. Cell 2022, 185,
2422–2433.e2413. [CrossRef]

32. Food and Drug Administration. Coronavirus (COVID-19) Update: July 30, 2021; FDA: Silver Spring, MD, USA, 2021.
33. Food and Drug Administration. Coronavirus (COVID-19) Update: FDA Authorizes Monoclonal Antibodies for Treatment of COVID-19;

FDA: Silver Spring, MD, USA, 2021.
34. Food and Drug Administration. Coronavirus (COVID-19) Update: FDA Revokes Emergency Use Authorization for Monoclonal Antibody

Bamlanivimab; FDA: Silver Spring, MD, USA, 2021.
35. Food and Drug Administration. FDA Authorizes Bamlanivimab and Etesevimab Monoclonal Antibody Therapy for Post-Exposure

Prophylaxis (Prevention) for COVID-19; FDA: Silver Spring, MD, USA, 2021.
36. Food and Drug Administration. Coronavirus (COVID-19) Update: FDA Authorizes Additional Monoclonal Antibody for Treatment of

COVID-19; FDA: Silver Spring, MD, USA, 2021.
37. European Medicines Agency. Regkirona; Assessment Report; European Medicines Agency: Amsterdam, The Netherlands, 2021.
38. Food and Drug Administration. Coronavirus (COVID-19) Update: FDA Authorizes New Long-Acting Monoclonal Antibodies for

Pre-exposure Prevention of COVID-19 in Certain Individuals; FDA: Silver Spring, MD, USA, 2021.
39. Food and Drug Administration. Coronavirus (COVID-19) Update: FDA Authorizes New Monoclonal Antibody for Treatment of

COVID-19 That Retains Activity against Omicron Variant; FDA: Silver Spring, MD, USA, 2022.

https://www.ema.europa.eu/en/medicines/human/withdrawn-applications/bamlanivimab-etesevimab-covid-19
https://www.ema.europa.eu/en/medicines/human/withdrawn-applications/bamlanivimab-etesevimab-covid-19
https://www.gisaid.org/
https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/
https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/
http://doi.org/10.1016/j.ijsu.2022.106698
http://doi.org/10.1038/s41591-021-01678-y
http://doi.org/10.1038/s41594-021-00652-z
http://doi.org/10.1038/s41467-021-26803-w
http://www.ncbi.nlm.nih.gov/pubmed/34772941
http://doi.org/10.1093/ve/veab091
http://www.ncbi.nlm.nih.gov/pubmed/35039782
http://doi.org/10.3390/clinpract11040093
http://www.ncbi.nlm.nih.gov/pubmed/34698149
https://covariants.org/variants/21K.Omicron
http://doi.org/10.1016/j.cell.2022.06.005


Int. J. Mol. Sci. 2022, 23, 9763 16 of 18

40. Food and Drug Administration. Bamlanivimab and Etesevimab Authorized States, Territories, and U.S. Jurisdictions. 2021.
Available online: https://www.fda.gov/media/151719/download (accessed on 8 June 2022).

41. Food and Drug Administration. Coronavirus (COVID-19) Update: FDA Limits Use of Certain Monoclonal Antibodies to Treat COVID-19
Due to the Omicron Variant; FDA: Silver Spring, MD, USA, 2022.

42. Centers for Disease Control and Prevention. SARS-CoV-2 Variant Classifications and Definitions. Available online: https:
//www.cdc.gov/coronavirus/2019-ncov/variants/variant-classifications.html (accessed on 14 July 2022).

43. Wang, L.; Zhou, T.; Zhang, Y.; Yang, E.S.; Schramm, C.A.; Shi, W.; Pegu, A.; Oloniniyi, O.K.; Henry, A.R.; Darko, S.; et al.
Ultrapotent antibodies against diverse and highly transmissible SARS-CoV-2 variants. Science 2021, 373. [CrossRef] [PubMed]

44. National Institutes of Health. Available online: https://www.covid19treatmentguidelines.nih.gov/tables/variants-and-
susceptibility-to-mabs/ (accessed on 5 July 2022).

45. Chen, R.E.; Winkler, E.S.; Case, J.B.; Aziati, I.D.; Bricker, T.L.; Joshi, A.; Darling, T.L.; Ying, B.; Errico, J.M.; Shrihari, S.; et al.
In vivo monoclonal antibody efficacy against SARS-CoV-2 variant strains. Nature 2021, 596, 103–108. [CrossRef]

46. Cameroni, E.; Bowen, J.E.; Rosen, L.E.; Saliba, C.; Zepeda, S.K.; Culap, K.; Pinto, D.; VanBlargan, L.A.; De Marco, A.; di Iulio,
J.; et al. Broadly neutralizing antibodies overcome SARS-CoV-2 Omicron antigenic shift. Nature 2022, 602, 664–670. [CrossRef]

47. Takashita, E.; Kinoshita, N.; Yamayoshi, S.; Sakai-Tagawa, Y.; Fujisaki, S.; Ito, M.; Iwatsuki-Horimoto, K.; Halfmann, P.; Watanabe,
S.; Maeda, K.; et al. Efficacy of Antiviral Agents against the SARS-CoV-2 Omicron Subvariant BA.2. N. Engl. J. Med. 2022, 386,
1475–1477. [CrossRef]

48. Food and Drug Administration. Fact Sheet for Healthcare Providers Emergency Use Authorization (EUA) of Sotrovimab; FDA: Silver
Spring, MD, USA, 2022.

49. Ryu, D.K.; Kang, B.; Noh, H.; Woo, S.J.; Lee, M.H.; Nuijten, P.M.; Kim, J.I.; Seo, J.M.; Kim, C.; Kim, M.; et al. The in vitro and
in vivo efficacy of CT-P59 against Gamma, Delta and its associated variants of SARS-CoV-2. Biochem. Biophys. Res. Commun. 2021,
578, 91–96. [CrossRef]

50. Food and Drug Administration. Fact Sheet for Healthcare Providers Emergency Use Authorization of EVUSHELD—(Tixagevimab
Co-Packaged with Cilgavimab); FDA: Silver Spring, MD, USA, 2022.

51. Food and Drug Administration. Fact Sheet for Healthcare Providers: Emergency Use Authorization for Bebtelovimab; FDA: Silver
Spring, MD, USA, 2022.

52. Paules, C.I.; Marston, H.D.; Fauci, A.S. Coronavirus Infections—More Than Just the Common Cold. JAMA 2020, 323, 707–708.
[CrossRef]

53. Naqvi, A.A.T.; Fatima, K.; Mohammad, T.; Fatima, U.; Singh, I.K.; Singh, A.; Atif, S.M.; Hariprasad, G.; Hasan, G.M.; Hassan, M.I.
Insights into SARS-CoV-2 genome, structure, evolution, pathogenesis and therapies: Structural genomics approach. Biochim.
Biophys. Acta Mol. Basis Dis. 2020, 1866, 165878. [CrossRef] [PubMed]

54. Huang, Y.; Yang, C.; Xu, X.F.; Xu, W.; Liu, S.W. Structural and functional properties of SARS-CoV-2 spike protein: Potential
antivirus drug development for COVID-19. Acta Pharmacol. Sin. 2020, 41, 1141–1149. [CrossRef] [PubMed]

55. Boson, B.; Legros, V.; Zhou, B.; Siret, E.; Mathieu, C.; Cosset, F.L.; Lavillette, D.; Denolly, S. The SARS-CoV-2 envelope and
membrane proteins modulate maturation and retention of the spike protein, allowing assembly of virus-like particles. J. Biol.
Chem. 2021, 296, 100111. [CrossRef]

56. Shang, J.; Ye, G.; Shi, K.; Wan, Y.; Luo, C.; Aihara, H.; Geng, Q.; Auerbach, A.; Li, F. Structural basis of receptor recognition by
SARS-CoV-2. Nature 2020, 581, 221–224. [CrossRef]

57. V’kovski, P.; Kratzel, A.; Steiner, S.; Stalder, H.; Thiel, V. Coronavirus biology and replication: Implications for SARS-CoV-2.
Nat. Rev. Microbiol. 2021, 19, 155–170. [CrossRef] [PubMed]

58. Hartenian, E.; Nandakumar, D.; Lari, A.; Ly, M.; Tucker, J.M.; Glaunsinger, B.A. The molecular virology of coronaviruses.
J. Biol. Chem. 2020, 295, 12910–12934. [CrossRef]

59. Lan, J.; Ge, J.; Yu, J.; Shan, S.; Zhou, H.; Fan, S.; Zhang, Q.; Shi, X.; Wang, Q.; Zhang, L.; et al. Structure of the SARS-CoV-2 spike
receptor-binding domain bound to the ACE2 receptor. Nature 2020, 581, 215–220. [CrossRef]

60. Yan, R.; Zhang, Y.; Li, Y.; Ye, F.; Guo, Y.; Xia, L.; Zhong, X.; Chi, X.; Zhou, Q. Structural basis for the different states of the spike
protein of SARS-CoV-2 in complex with ACE2. Cell Res. 2021, 31, 717–719. [CrossRef]

61. Han, P.; Li, L.; Liu, S.; Wang, Q.; Zhang, D.; Xu, Z.; Han, P.; Li, X.; Peng, Q.; Su, C.; et al. Receptor binding and complex structures
of human ACE2 to spike RBD from omicron and delta SARS-CoV-2. Cell 2022, 185, 630–640.e610. [CrossRef]

62. Wrapp, D.; Wang, N.; Corbett, K.S.; Goldsmith, J.A.; Hsieh, C.L.; Abiona, O.; Graham, B.S.; McLellan, J.S. Cryo-EM structure of
the 2019-nCoV spike in the prefusion conformation. Science 2020, 367, 1260–1263. [CrossRef]

63. Hansen, J.; Baum, A.; Pascal, K.E.; Russo, V.; Giordano, S.; Wloga, E.; Fulton, B.O.; Yan, Y.; Koon, K.; Patel, K.; et al. Studies
in humanized mice and convalescent humans yield a SARS-CoV-2 antibody cocktail. Science 2020, 369, 1010–1014. [CrossRef]
[PubMed]

64. Tuccori, M.; Convertino, I.; Ferraro, S.; Valdiserra, G.; Cappello, E.; Fini, E.; Focosi, D. An overview of the preclinical discovery
and development of bamlanivimab for the treatment of novel coronavirus infection (COVID-19): Reasons for limited clinical use
and lessons for the future. Expert Opin. Drug Discov. 2021, 16, 1403–1414. [CrossRef] [PubMed]

65. Jones, B.E.; Brown-Augsburger, P.L.; Corbett, K.S.; Westendorf, K.; Davies, J.; Cujec, T.P.; Wiethoff, C.M.; Blackbourne, J.L.; Heinz,
B.A.; Foster, D.; et al. The neutralizing antibody, LY-CoV555, protects against SARS-CoV-2 infection in nonhuman primates.
Sci. Transl. Med. 2021, 13, eabf1906. [CrossRef] [PubMed]

https://www.fda.gov/media/151719/download
https://www.cdc.gov/coronavirus/2019-ncov/variants/variant-classifications.html
https://www.cdc.gov/coronavirus/2019-ncov/variants/variant-classifications.html
http://doi.org/10.1126/science.abh1766
http://www.ncbi.nlm.nih.gov/pubmed/34210892
https://www.covid19treatmentguidelines.nih.gov/tables/variants-and-susceptibility-to-mabs/
https://www.covid19treatmentguidelines.nih.gov/tables/variants-and-susceptibility-to-mabs/
http://doi.org/10.1038/s41586-021-03720-y
http://doi.org/10.1038/s41586-021-04386-2
http://doi.org/10.1056/NEJMc2201933
http://doi.org/10.1016/j.bbrc.2021.09.023
http://doi.org/10.1001/jama.2020.0757
http://doi.org/10.1016/j.bbadis.2020.165878
http://www.ncbi.nlm.nih.gov/pubmed/32544429
http://doi.org/10.1038/s41401-020-0485-4
http://www.ncbi.nlm.nih.gov/pubmed/32747721
http://doi.org/10.1074/jbc.RA120.016175
http://doi.org/10.1038/s41586-020-2179-y
http://doi.org/10.1038/s41579-020-00468-6
http://www.ncbi.nlm.nih.gov/pubmed/33116300
http://doi.org/10.1074/jbc.REV120.013930
http://doi.org/10.1038/s41586-020-2180-5
http://doi.org/10.1038/s41422-021-00490-0
http://doi.org/10.1016/j.cell.2022.01.001
http://doi.org/10.1126/science.abb2507
http://doi.org/10.1126/science.abd0827
http://www.ncbi.nlm.nih.gov/pubmed/32540901
http://doi.org/10.1080/17460441.2021.1960819
http://www.ncbi.nlm.nih.gov/pubmed/34304682
http://doi.org/10.1126/scitranslmed.abf1906
http://www.ncbi.nlm.nih.gov/pubmed/33820835


Int. J. Mol. Sci. 2022, 23, 9763 17 of 18

66. Shi, R.; Shan, C.; Duan, X.; Chen, Z.; Liu, P.; Song, J.; Song, T.; Bi, X.; Han, C.; Wu, L.; et al. A human neutralizing antibody targets
the receptor-binding site of SARS-CoV-2. Nature 2020, 584, 120–124. [CrossRef] [PubMed]

67. Pinto, D.; Park, Y.J.; Beltramello, M.; Walls, A.C.; Tortorici, M.A.; Bianchi, S.; Jaconi, S.; Culap, K.; Zatta, F.; De Marco, A.; et al.
Cross-neutralization of SARS-CoV-2 by a human monoclonal SARS-CoV antibody. Nature 2020, 583, 290–295. [CrossRef]

68. Kim, C.; Ryu, D.K.; Lee, J.; Kim, Y.I.; Seo, J.M.; Kim, Y.G.; Jeong, J.H.; Kim, M.; Kim, J.I.; Kim, P.; et al. A therapeutic neutralizing
antibody targeting receptor binding domain of SARS-CoV-2 spike protein. Nat. Commun. 2021, 12, 288. [CrossRef]

69. Zost, S.J.; Gilchuk, P.; Chen, R.E.; Case, J.B.; Reidy, J.X.; Trivette, A.; Nargi, R.S.; Sutton, R.E.; Suryadevara, N.; Chen, E.C.; et al.
Rapid isolation and profiling of a diverse panel of human monoclonal antibodies targeting the SARS-CoV-2 spike protein.
Nat. Med. 2020, 26, 1422–1427. [CrossRef]

70. Zost, S.J.; Gilchuk, P.; Case, J.B.; Binshtein, E.; Chen, R.E.; Nkolola, J.P.; Schäfer, A.; Reidy, J.X.; Trivette, A.; Nargi, R.S.; et al.
Potently neutralizing and protective human antibodies against SARS-CoV-2. Nature 2020, 584, 443–449. [CrossRef]

71. Westendorf, K.; Žentelis, S.; Wang, L.; Foster, D.; Vaillancourt, P.; Wiggin, M.; Lovett, E.; van der Lee, R.; Hendle, J.; Pustilnik,
A.; et al. LY-CoV1404 (bebtelovimab) potently neutralizes SARS-CoV-2 variants. Cell Rep. 2022, 39, 110812. [CrossRef]

72. Popov, A.V.; Zou, X.; Xian, J.; Nicholson, I.C.; Brüggemann, M. A human immunoglobulin lambda locus is similarly well
expressed in mice and humans. J. Exp. Med. 1999, 189, 1611–1620. [CrossRef]

73. Almagro, J.C.; Pedraza-Escalona, M.; Arrieta, H.I.; Pérez-Tapia, S.M. Phage Display Libraries for Antibody Therapeutic Discovery
and Development. Antibodies 2019, 8, 44. [CrossRef]

74. Wu, Y.C.; Kipling, D.; Leong, H.S.; Martin, V.; Ademokun, A.A.; Dunn-Walters, D.K. High-throughput immunoglobulin repertoire
analysis distinguishes between human IgM memory and switched memory B-cell populations. Blood 2010, 116, 1070–1078.
[CrossRef] [PubMed]

75. Tomlinson, I.M.; Walter, G.; Marks, J.D.; Llewelyn, M.B.; Winter, G. The repertoire of human germline VH sequences reveals
about fifty groups of VH segments with different hypervariable loops. J. Mol. Biol. 1992, 227, 776–798. [CrossRef]

76. Glanville, J.; Zhai, W.; Berka, J.; Telman, D.; Huerta, G.; Mehta, G.R.; Ni, I.; Mei, L.; Sundar, P.D.; Day, G.M.; et al. Precise
determination of the diversity of a combinatorial antibody library gives insight into the human immunoglobulin repertoire. Proc.
Natl. Acad. Sci. USA 2009, 106, 20216–20221. [CrossRef] [PubMed]

77. Matsuda, F.; Ishii, K.; Bourvagnet, P.; Kuma, K.I.; Hayashida, H.; Miyata, T.; Honjo, T. The complete nucleotide sequence of the
human immunoglobulin heavy chain variable region locus. J. Exp. Med. 1998, 188, 2151–2162. [CrossRef]

78. Raybould, M.I.J.; Marks, C.; Krawczyk, K.; Taddese, B.; Nowak, J.; Lewis, A.P.; Bujotzek, A.; Shi, J.; Deane, C.M. Five computational
developability guidelines for therapeutic antibody profiling. Proc. Natl. Acad. Sci. USA 2019, 116, 4025–4030. [CrossRef]

79. Dong, J.; Zost, S.J.; Greaney, A.J.; Starr, T.N.; Dingens, A.S.; Chen, E.C.; Chen, R.E.; Case, J.B.; Sutton, R.E.; Gilchuk, P.; et al.
Genetic and structural basis for SARS-CoV-2 variant neutralization by a two-antibody cocktail. Nat. Microbiol. 2021, 6, 1233–1244.
[CrossRef]

80. Almagro, J.C.; Raghunathan, G.; Beil, E.; Janecki, D.J.; Chen, Q.; Dinh, T.; LaCombe, A.; Connor, J.; Ware, M.; Kim, P.H.; et al.
Characterization of a high-affinity human antibody with a disulfide bridge in the third complementarity-determining region of
the heavy chain. J. Mol. Recognit. 2012, 25, 125–135. [CrossRef]

81. Gilliland, G.L.; Luo, J.; Vafa, O.; Almagro, J.C. Leveraging SBDD in protein therapeutic development: Antibody engineering.
Methods Mol. Biol. 2012, 841, 321–349. [CrossRef]

82. Tomlinson, I.M.; Cox, J.P.; Gherardi, E.; Lesk, A.M.; Chothia, C. The structural repertoire of the human V kappa domain. EMBO J.
1995, 14, 4628–4638. [CrossRef]

83. Finlay, W.J.; Almagro, J.C. Natural and man-made V-gene repertoires for antibody discovery. Front. Immunol. 2012, 3, 342.
[CrossRef]

84. Yan, Q.; He, P.; Huang, X.; Luo, K.; Zhang, Y.; Yi, H.; Wang, Q.; Li, F.; Hou, R.; Fan, X.; et al. Germline IGHV3-53-encoded
RBD-targeting neutralizing antibodies are commonly present in the antibody repertoires of COVID-19 patients. Emerg. Microbes
Infect. 2021, 10, 1097–1111. [CrossRef] [PubMed]

85. Mariano, G.; Farthing, R.J.; Lale-Farjat, S.L.M.; Bergeron, J.R.C. Structural Characterization of SARS-CoV-2: Where We Are, and
Where We Need to Be. Front. Mol. Biosci. 2020, 7, 605236. [CrossRef] [PubMed]

86. Barnes, C.O.; Jette, C.A.; Abernathy, M.E.; Dam, K.M.A.; Esswein, S.R.; Gristick, H.B.; Malyutin, A.G.; Sharaf, N.G.; Huey-Tubman,
K.E.; Lee, Y.E.; et al. SARS-CoV-2 neutralizing antibody structures inform therapeutic strategies. Nature 2020, 588, 682–687.
[CrossRef] [PubMed]

87. Xue, J.B.; Tao, S.C. Epitope Analysis of Anti-SARS-CoV-2 Neutralizing Antibodies. Curr. Med. Sci. 2021, 41, 1065–1074. [CrossRef]
88. Barnes, C.O.; West, A.P., Jr.; Huey-Tubman, K.E.; Hoffmann, M.A.G.; Sharaf, N.G.; Hoffman, P.R.; Koranda, N.; Gristick, H.B.;

Gaebler, C.; Muecksch, F.; et al. Structures of Human Antibodies Bound to SARS-CoV-2 Spike Reveal Common Epitopes and
Recurrent Features of Antibodies. Cell 2020, 182, 828–842.e816. [CrossRef]

89. Robbiani, D.F.; Gaebler, C.; Muecksch, F.; Lorenzi, J.C.C.; Wang, Z.; Cho, A.; Agudelo, M.; Barnes, C.O.; Gazumyan, A.; Finkin,
S.; et al. Convergent antibody responses to SARS-CoV-2 in convalescent individuals. Nature 2020, 584, 437–442. [CrossRef]

90. Wu, W.L.; Chiang, C.Y.; Lai, S.C.; Yu, C.Y.; Huang, Y.L.; Liao, H.C.; Liao, C.L.; Chen, H.W.; Liu, S.J. Monoclonal antibody targeting
the conserved region of the SARS-CoV-2 spike protein to overcome viral variants. JCI Insight 2022, 7, e157597. [CrossRef]

91. Ku, Z.; Xie, X.; Davidson, E.; Ye, X.; Su, H.; Menachery, V.D.; Li, Y.; Yuan, Z.; Zhang, X.; Muruato, A.E.; et al. Molecular
determinants and mechanism for antibody cocktail preventing SARS-CoV-2 escape. Nat. Commun. 2021, 12, 469. [CrossRef]

http://doi.org/10.1038/s41586-020-2381-y
http://www.ncbi.nlm.nih.gov/pubmed/32454512
http://doi.org/10.1038/s41586-020-2349-y
http://doi.org/10.1038/s41467-020-20602-5
http://doi.org/10.1038/s41591-020-0998-x
http://doi.org/10.1038/s41586-020-2548-6
http://doi.org/10.1016/j.celrep.2022.110812
http://doi.org/10.1084/jem.189.10.1611
http://doi.org/10.3390/antib8030044
http://doi.org/10.1182/blood-2010-03-275859
http://www.ncbi.nlm.nih.gov/pubmed/20457872
http://doi.org/10.1016/0022-2836(92)90223-7
http://doi.org/10.1073/pnas.0909775106
http://www.ncbi.nlm.nih.gov/pubmed/19875695
http://doi.org/10.1084/jem.188.11.2151
http://doi.org/10.1073/pnas.1810576116
http://doi.org/10.1038/s41564-021-00972-2
http://doi.org/10.1002/jmr.1168
http://doi.org/10.1007/978-1-61779-520-6_14
http://doi.org/10.1002/j.1460-2075.1995.tb00142.x
http://doi.org/10.3389/fimmu.2012.00342
http://doi.org/10.1080/22221751.2021.1925594
http://www.ncbi.nlm.nih.gov/pubmed/33944697
http://doi.org/10.3389/fmolb.2020.605236
http://www.ncbi.nlm.nih.gov/pubmed/33392262
http://doi.org/10.1038/s41586-020-2852-1
http://www.ncbi.nlm.nih.gov/pubmed/33045718
http://doi.org/10.1007/s11596-021-2453-8
http://doi.org/10.1016/j.cell.2020.06.025
http://doi.org/10.1038/s41586-020-2456-9
http://doi.org/10.1172/jci.insight.157597
http://doi.org/10.1038/s41467-020-20789-7


Int. J. Mol. Sci. 2022, 23, 9763 18 of 18

92. Du, L.; Yang, Y.; Zhang, X. Neutralizing antibodies for the prevention and treatment of COVID-19. Cell Mol. Immunol. 2021, 18,
2293–2306. [CrossRef]

93. Suryadevara, N.; Shrihari, S.; Gilchuk, P.; VanBlargan, L.A.; Binshtein, E.; Zost, S.J.; Nargi, R.S.; Sutton, R.E.; Winkler, E.S.; Chen,
E.C.; et al. Neutralizing and protective human monoclonal antibodies recognizing the N-terminal domain of the SARS-CoV-2
spike protein. Cell 2021, 184, 2316–2331.e2315. [CrossRef] [PubMed]

94. Weinreich, D.M.; Sivapalasingam, S.; Norton, T.; Ali, S.; Gao, H.; Bhore, R.; Musser, B.J.; Soo, Y.; Rofail, D.; Im, J.; et al. REGN-
COV2, a Neutralizing Antibody Cocktail, in Outpatients with COVID-19. N. Engl. J. Med. 2021, 384, 238–251. [CrossRef]
[PubMed]

95. Nelson-Sathi, S.; Umasankar, P.K.; Sreekumar, E.; Nair, R.R.; Joseph, I.; Nori, S.R.C.; Philip, J.S.; Prasad, R.; Navyasree, K.V.;
Ramesh, S.; et al. Mutational landscape and in silico structure models of SARS-CoV-2 spike receptor binding domain reveal key
molecular determinants for virus-host interaction. BMC Mol. Cell Biol. 2022, 23, 2. [CrossRef]

96. Camacho-Sandoval, R.; Nieto-Patlán, A.; Carballo-Uicab, G.; Montes-Luna, A.; Jiménez-Martínez, M.C.; Vallejo-Castillo, L.;
González-González, E.; Arrieta-Oliva, H.I.; Gómez-Castellano, K.; Guzmán-Bringas, O.U.; et al. Development and Evaluation of a
Set of Spike and Receptor Binding Domain-Based Enzyme-Linked Immunosorbent Assays for SARS-CoV-2 Serological Testing.
Diagnostics 2021, 11, 1506. [CrossRef] [PubMed]

97. Amanat, F.; Stadlbauer, D.; Strohmeier, S.; Nguyen, T.H.O.; Chromikova, V.; McMahon, M.; Jiang, K.; Arunkumar, G.A.;
Jurczyszak, D.; Polanco, J.; et al. A serological assay to detect SARS-CoV-2 seroconversion in humans. Nat. Med. 2020, 26,
1033–1036. [CrossRef] [PubMed]

98. Nachbagauer, R.; Choi, A.; Izikson, R.; Cox, M.M.; Palese, P.; Krammer, F. Age Dependence and Isotype Specificity of Influenza
Virus Hemagglutinin Stalk-Reactive Antibodies in Humans. mBio 2016, 7, e01996-15. [CrossRef]

99. Chen, M.; Sällberg, M.; Sönnerborg, A.; Weiland, O.; Mattsson, L.; Jin, L.; Birkett, A.; Peterson, D.; Milich, D.R. Limited humoral
immunity in hepatitis C virus infection. Gastroenterology 1999, 116, 135–143. [CrossRef]
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