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Abstract: The HIV envelope glycoprotein (Env) is a trimeric protein that facilitates viral binding and
fusion with target cells. As the sole viral protein on the HIV surface, Env is important both for immune
responses to HIV and in vaccine designs. Targeting Env in clinical applications is challenging due to
its heavy glycosylation, high genetic variability, conformational camouflage, and its low abundance
on virions. Thus, there is a critical need to better understand this protein. Flow virometry (FV)
is a useful methodology for phenotyping the virion surface in a high-throughput, single virion
manner. To demonstrate the utility of FV to characterize Env, we stained HIV virions with a panel
of 85 monoclonal antibodies targeting different regions of Env. A broad range of antibodies yielded
robust staining of Env, with V3 antibodies showing the highest quantitative staining. A subset of
antibodies tested in parallel on viruses produced in CD4+ T cell lines, HEK293T cells, and primary
cells showed that the cellular model of virus production can impact Env detection. Finally, in addition
to being able to highlight Env heterogeneity on virions, we show FV can sensitively detect differences
in Env conformation when soluble CD4 is added to virions before staining.

Keywords: human immunodeficiency virus (HIV); calibrated flow virometry; molecules of equivalent
soluble fluorophore (MESF); nanoscale flow cytometry; gp120/gp41; HIV Env; HIV trimer; Env
conformation; virion capture; neutralization

1. Introduction

Despite decades of research dedicated to studying the human immunodeficiency
virus (HIV), an efficacious preventative vaccine remains elusive. One of the prime reasons
for this is due to the difficulty that exists with targeting the viral envelope glycoprotein
(Env) [1–4]. Env has been highly studied due to its critical roles in mediating HIV entry
through binding and fusion with CD4+ cells (reviewed in [5–7]). Early work in this field
identified Env as a trimer, consisting of heterodimers of the surface unit, gp120, and the
transmembrane subunit, gp41 [5,7]. As the sole viral protein on the HIV surface, Env is a key
antigen for anti-HIV immune responses and for the development of an effective HIV cure.
Unfortunately, targeting Env has proved challenging due to its heavy glycosylation, high
genetic variability, conformational flexibility, and its low abundance on virions [1,8–14].
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Despite this, Env continues to hold promise as a viable target for vaccine strategies, and
thus a need to better understand this protein remains.

The variability of Env is particularly well documented, with extensive variation among
different viral strains and five hypervariable regions of gp120 interspersed among more
constant regions of the protein [15–17]. While individuals mount antiviral responses that
produce antibodies targeting the trimer [18,19], these antibodies alone fail at controlling
infection [3] because of the trimer’s glycan shielding and high propensity to accumulate
mutations. However, a subset of individuals generate broadly neutral antibodies (bNAbs)
with notable potency and breadth [20–23]. These antibodies have helped bring forth a better
understanding of Env structure and have been characterized to target distinct epitopes on
the trimer, including the following: the CD4 binding site (CD4bs), CD4 inducible epitopes
(CD4i), glycan-dependent regions at the first and second variable (V1V2) loop apex and
third variable loop (V3), gp41, and the membrane proximal region (MPER) [17,24–26].
While the promise of bNAbs in managing infection in vivo is an area of ongoing investiga-
tion [25–27], these antibodies have proven to be a powerful tool in the laboratory, where
they can be used in antibody-based assays such as neutralization and immunoprecipitation
assays. Although such antibody-based techniques have been routinely employed in the
HIV field with high success, the use of antibody techniques that assess viruses at a single
particle level is less common.

Flow virometry (FV), or flow cytometry applied to viruses, is an emerging technique
that can be used to help bridge the gap in this field. Flow virometry was originally
coined in 2013 when Arakelyan et al. studied the surface proteins of HIV with flow
cytometry using viruses bound to magnetic nanoparticles [28]. Since then, their group has
continued to develop this methodology for use on HIV and Dengue virus [29–32]. While
flow cytometry has been utilized for decades to enumerate viruses in the marine biology
field [33–35], visualization of viruses on conventional cytometers often requires labelling
with a fluorescent protein or tag [36–40], since virions typically fall within the range of
instrument background noise when using light scatter for detection based on their size.
More recently, advances in flow cytometry instrumentation have allowed for viruses and
vesicles in the 100 nm range to readily be detected on high-sensitivity cytometers [41–46].
With these advances, our lab and others have moved towards staining viral surface antigens
on particles directly in cell culture supernatants, without the requirement for magnetic
beads or fluorescently tagged labels to detect virions [41–44,47–53].

Since FV can provide sensitive, quantitative measurements of surface proteins on
single virions [47,54], we sought to use this technique to study HIV Env produced from
different cell types. While FV has been used to study HIV Env in select studies [55,56],
a protocol that stains native virions directly in cell culture supernatants, without the
requirement for wash steps and ultracentrifugation, has not been performed, and would
advance the utility of this technique in a significant way. Herein we demonstrate these
advances with flow virometry, and provide sensitive assessments of HIV Env with a variety
of anti-Env monoclonal antibodies (mAbs), including the broadly neutralizing mAbs PG9
and PGT126, and non-neutralizing mAbs such as 246-D. Further, by comparing how anti-
Env antibodies perform in FV versus virus neutralization and virus capture assays, we
showed that distinct differences exist in how the same antibodies perform across these
assays. Additionally, we show that the same virus isolate (HIVBaL) produced in different
cell types can yield differential Env labelling, indicating that the virus producer cell can
impact the Env quality, quantity, and/or accessibility on the virus particle. Finally, by
staining viruses in the presence of soluble CD4, we show that FV can sensitively assess
differences in the HIV envelope trimer conformation, demonstrating an added utility of FV
for studying HIV Env.
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2. Materials and Methods
2.1. Cell Culture

The T cell lines (PM1, H9, Jurkat E6-1) and peripheral blood mononuclear cells (PBMC)
used to produce virus through infection with replication-competent virus isolates were
maintained in RPMI-1640 (Wisent, Saint-Jean-Baptiste, QC, Canada, Cat#350-000-CL) with
10% heat-inactivated fetal bovine serum (Wisent, Cat#098150), 100 U/mL penicillin, and
100 µg/mL streptomycin (Life Technologies, Carlsbad, CA, USA, Cat#15140122). All cells
were grown in a 5% CO2 humidified incubator at 37 ◦C. Primary cells were collected
through the NIH Department of Transfusion Medicine protocol that was approved by the
Institutional Review Board of the National Institute of Allergy and Infectious Diseases,
National Institutes of Health. Additional primary cells were isolated from whole human
blood collected from self-declared healthy volunteers in agreement with the University of
Toronto Research Ethics Board approval (Human Protocol #00037384). Informed consent
was written and was provided to all study participants.

2.2. Virus Production

For infection of T cell lines, cells were pelleted and resuspended in 1 mL of replication-
competent virus isolates (BaL or IIIB) for 4 h. Afterwards, fresh media was added to the cells
until the time of harvest. For infection of primary cells, PBMC were activated with anti-CD3,
IL-2 (20 IU/mL), and retinoic acid (10 nM) for 3 days before infection. Activated PBMC
cultured in 6 well plates were infected with 5 ng of p24 of virus stocks. During infection,
every 3 days, fresh media was used to replace half of the media in the wells. Cell culture
supernatants containing virus were harvested 7–12 days later based on viral titre (p24 levels).
HIV pseudoviruses and infectious molecular clones (IMC) were produced through transfection
of HEK293T cells using Polyjet In Vitro Transfection Reagent (FroggaBio, Toronto, ON, Canada,
Cat#SL100688), as described previously [48]. Pseudoviruses were generated using 2 µg of
SG3∆Env plasmid (ARP-11051) as the viral backbone, and 1 µg of HIV-1 BaL.01 Env plasmid
(ARP-11445). Infectious viruses generated through transfection with IMCs was performed
with 3 µg of NL4-3 (ARP-114) or NL4-3 BaL (ARP-11441) pDNA, respectively. All virus-
containing culture supernatants were centrifuged for 5 min at 300× g to remove cellular debris
before being aliquoted and stored as viral stocks at −80 ◦C until use in subsequent assays,
without any filtration of the supernatants.

2.3. Flow Virometry

Flow virometry was performed using a Beckman Coulter CytoFLEX S with a standard
optical configuration. The PE gain and threshold optimization for detection of virus and
calibration beads were performed as described previously [48]. All samples were acquired
for 30 s at a sample flow rate of 10 µL/min, except for PBMC viruses, which were acquired
for 2 min to allow for enhanced visualization of the virus populations. For all labelling,
crude, cell-free supernatants containing virus were stained undiluted, with an average
particle concentration of ~108 particles/mL. All staining was performed overnight at 4 ◦C
in the dark.

For indirect labelling with anti-gp120 antibodies, viruses were incubated with 0.4 µg/mL
of unlabelled primary mAbs overnight at 4 ◦C, followed by a three-hour incubation with
0.2 µg/mL of a rat anti-human PE-labelled secondary antibody (BioLegend, San Diego, CA,
USA, Cat# 410708). The optimal concentration of secondary antibody for staining with the
highest ratio of specific signal to minimal levels of background was determined through
titration of both the BioLegend and eBioscience antibodies (San Diego, CA, USA) Cat# 12-
4998-82). For the select few antibodies that were produced in mouse hybridomas, a goat
anti-mouse PE-labelled secondary antibody (Invitrogen, Waltham, MA, USA, Cat# A10543)
was used. For staining experiments with soluble CD4 (NIH ARP-7356), virus was incubated
with 10 µg/mL final of soluble CD4 for 20 min before staining was completed as described
above. For direct labelling protocols with PG9 and PGT145, viruses were stained overnight
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at 4 ◦C with 0.4 µg/mL of the anti-gp120 antibodies conjugated with R-phycoerythrin (PE)
in-house.

After staining, viruses were fixed in a final concentration of 2% PFA for 20 min. Prior
to acquisition on the cytometer, all samples underwent an additional dilution with PBS
(1:500) in order to minimize coincidence. BD Quantibrite PE beads (Franklin Lakes, NJ,
USA; Cat#340495, lot 91367) and NIST-traceable size standards (Thermo Fisher Scientific,
Waltham, MA, USA) were used for fluorescence and light scattering calibration, respectively,
as described before [48]. Calibration was performed using FCMPASS software version 4.2.4
(https://nano.ccr.cancer.gov/fcmpass, accessed on 3 June 2024; File S1) as previously
described [42,57]. All data were analyzed using FlowJo software version 10.7.1. (Ashland,
OR, USA). PE MESF statistics were generated from gates set on the virus population (as
described in the text) using FlowJo.

2.4. Plate-Based Virus Immunocapture Assay

Sterile tissue culture plates were coated overnight at 4 ◦C with 5 µg/mL of anti-Env
antibodies 246-D, PG9, PGT126, or with an isotype control antibody (Invitrogen Cat# 02-
7102). The following day, wells were washed three times with PBS before being blocked
with 1% BSA in PBS at room temperature for 1 h. Following blocking, the wells were
washed as before, and undiluted virus stocks were added to the wells for overnight capture
at 4 ◦C. The captured virus was lysed with 0.5% Triton X-100, followed by p24 quantification
by AlphaLISA. Data analysis was performed using Prism 9.5.0 (GraphPad, San Diego, CA,
USA). To validate the results of the plate-based virus assay, immunomagnetic bead-based
virion capture assays (in suspension) were performed as described previously [47,48].

2.5. p24 AlphaLISA

The quantification of HIV-1 p24 capsid protein was performed in lysates of captured
virus with the AlphaLISA p24 detection kit following the manufacturer’s (PerkinElmer,
Waltham, MA, USA) instructions. Absorbance readings were performed on a Synergy NEO
2 multimode plate reader (BioTek, Winooski, VT, USA) using Gen 5 software (v. 3.08).

2.6. Neutralization Assay

For neutralization assays, PG9 and PGT126, prepared at the concentrations indicated,
were pre-incubated with each virus for 1 h at 37 ◦C, followed by a 48 h incubation with
10,000 TZM-bl reporter cells. Virus neutralization was monitored by adding Britelite plus
reagent (PerkinElmer) to the cells, transferring cell lysates to PerkinElmer 96 well OptiPlates
(Cat#6005299) and measuring luminescence in relative light units using the Synergy NEO 2
multimode plate reader (BioTek). All the samples were tested in triplicate wells.

3. Results
3.1. Using Flow Virometry to Evaluate the Staining of a Diverse Repertoire of Epitopes on
HIV Env

While we have previously used our flow virometry protocols to study cellular proteins
on the surface of HIV directly in cell culture supernatants [47,48,52], we embarked on
this study because these protocols had not yet been applied to the viral envelope glyco-
protein, HIV Env. Thus, we sought to test whether we could stain diverse sites on the
HIV Env reliably and sensitively using a large panel of publicly available monoclonal
antibodies (mAbs). With this in mind, we chose to evaluate the 85 mAbs available in the
NIH HIV Reagent Program’s catalog, a significant portion of which are well described,
patient-derived mAbs. To begin, the CXCR4-tropic, laboratory-adapted strain HIVIIIB
was produced from the H9 T cell line as a model virus. Prior work from our group has
shown these virus populations to be monodisperse and homogenous, whereas viruses
produced in primary cells can be more heterogenous, particularly when analyzed by flow
virometry [48]. Since none of the anti-Env mAbs from the HIV Reagent Program were
available as PE-conjugates, we used indirect staining with a PE secondary Ab for Env

https://nano.ccr.cancer.gov/fcmpass
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staining, since our flow virometry protocols were previously optimized for PE detection.
To initially screen the panel of antibodies in a high-throughput manner, we chose to test
all primary antibodies at a concentration of 0.4 µg/mL since this concentration has been
used reliably by us and others in the past [47–49]. To begin, we ran PBS on the instrument
and compared it to unstained virus samples. As expected, a notable virus population was
detectable by light scatter, as seen in the bottom gate in Figure 1A. To establish our level of
fluorescence background, we tested two different human isotype control mAbs and saw
negligible levels of non-specific staining with both antibodies (Figure 1A). Using these
controls, we set an upper gate that displays positive virus staining, whereas the lower gate
was set to encompass the background fluorescence.
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Figure 1. Anti-Env staining on the HIVIIIB isolate produced in H9 CD4+ T cells. (A) Dot plots dis-
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different anti-human isotype control antibodies. Gates are set on the scattering profile (x-axis) of the 
HIV virus. Positive staining is shown in the upper gate, while background levels are within the 
lower gate, as determined with isotype controls. (B) Selected antibody staining from quantitative 
data reported in Table 1, with mAbs targeting the variable loops 1 and 2 (V1V2), V3 loop, gp41 or 
the CD4bs shown across each row. Representative plots from three independent experiments are 
shown. 

  

Figure 1. Anti-Env staining on the HIVIIIB isolate produced in H9 CD4+ T cells. (A) Dot plots
displaying flow virometry control stains, including PBS alone, unstained virus, and virus stained
with different anti-human isotype control antibodies. Gates are set on the scattering profile (x-axis) of
the HIV virus. Positive staining is shown in the upper gate, while background levels are within the
lower gate, as determined with isotype controls. (B) Selected antibody staining from quantitative
data reported in Table 1, with mAbs targeting the variable loops 1 and 2 (V1V2), V3 loop, gp41 or the
CD4bs shown across each row. Representative plots from three independent experiments are shown.
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Table 1. Quantitative staining data from an anti-Env antibody panel performed on HIVIIIB produced
in H9 CD4+ T cells. Quantitative data represent the PE MESF statistics from a gate encompassing all
virus events (i.e., the sum of the upper and lower gates in Figure 1) after subtraction of background
fluorescence, as measured by two isotype controls. Stains with high intensity are indicated by a
darker shade of red, with low intensity stains in yellow, and absent stains unreported and shaded
white. Data represent the mean and standard deviation of the median PE MESF values from two
independent experiments. * N6/PGDM1400x10E8 is tri-specific antibody.

HIV Env Trimer
Domain Antibody ARP

Catalog #
Mean

(PE MESF) SD

257-D IV 1510 0.08 0.15

F425 B4e8 7626 - -

39F 11437 - -

PGT126 12344 11.27 0.19

10065D 13426 - -

2557 13429 0.60 0.27

2558 13432 1.49 0.28

2191 11682 1.98 0.34

10074 12477 1.42 0.28

447-52D 4030 0.65 0.10

F425 B4a1 7625 0.01 0.06

3074 12040 - -

2G12 1476 0.62 0.12

268-D IV 1511 - -

3869 12039 - -

PGT128 13352 10.92 0.64

2219 11683 - -

PGT121 12343 0.74 0.16

V3 glycan supersite

5F7 2533 0.57 0.20

902 522 1.16 0.34

Chessie 6 810 0.20 0.08gp160

ID6 2343 0.46 0.14

gp120 IgG YZ23 12047 0.05 0.14

Constant region 1

A32 11438 - -

654-30D 7369 - -

CH38 12548 - -

CH57 12549 - -

CH90 12552 - -

A32-AAA 12558 0.02 0.09

16H3 12559 0.17 0.07

3B3 12560 0.16 0.08

Chessie 13-39.1 1209 0.09 0.06

Constant region 5 670-30D 7370 0.06 0.06

VRC01 12033 0.21 0.10

3BNC117 12474 0.27 0.07

VRC-CH31 12565 - -

CH106 12566 0.14 0.08

F105 857 0.02 0.09

* N6/PGDM1400x10E8 13390 2.53 0.35

N6 12968 0.22 0.19

CD4bs

VRC03 12032 1.19 0.22
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Table 1. Cont.

HIV Env Trimer
Domain Antibody ARP

Catalog #
Mean

(PE MESF) SD

NIH45-46 G54W 12174 1.85 0.57

IgG1 b12 2640 1.47 0.07CD4bs

HJ16 12138 1.52 0.09

E51 11439 2.76 0.14

scFv m9 11710 0.05 0.08

F425 A1g8 7624 1.07 0.37

17b 4091 0.81 0.14

CD4i

48d 1756 0.95 0.23

gp120 interface 35022 12586 0.07 0.08

MPER

Z13e1 11557 - -

10E8 12294 - -

7H6 12295 - -

10E8v4 12865 - -

2F5 1475 - -

4E10 10091 - -

V1V2

CH58 12550 - -

CH59 12551 - -

HG107 12553 - -

HG120 12554 - -

CH01 12561 - -

CH01 12562 - -

CH03 12563 - -

CH04 12564 - -

PG9 12149 7.62 0.16

PG16 12150 2.94 0.24

2909 12141 - -

PGT145 12703 0.08 0.07

697-30D 7371 - -

Ibalizumab
(PG9-iMab) 12633 0.40 0.07

246-D 1245 1.95 0.19

7B2 12556 1.02 0.32

7B2-AAA 12557 1.87 0.07

240-D 1242 1.74 0.31

T32 11391 0.47 0.12

NC 11482 0.08 0.06

5F3 6882 0.01 0.18

F240 7623 1.97 0.12

D50 11393 0.11 0.08

1577 1172 0.08 0.06

Chessie 8 13049 0.08 0.09

167-D IV 11681 - -

50-69 531 1.91 0.20

D5 12296 - -

gp41

126-7 9967 0.03 0.12

After establishing the validity of these controls, the full panel stain with 85 diverse
anti-Env mAbs was performed, with selected stains in Figure 1B and all quantitative results
shown in Table 1. Low to moderate staining was seen on a wide range of epitopes from
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well-defined Env trimer domains, including variable loops 1 and 2 (V1V2), the V3 loop base,
the transmembrane domain gp41, and the CD4 binding site (CD4bs). Out of the 85 mAbs
tested, 64% (54/85) showed staining that was above the level of non-specific staining seen
with the isotype controls (Figure 1A). Select clones which demonstrated some of the top
staining from each class of mAbs are shown in Figure 1B, with PE fluorescence reported in
calibrated units of PE fluorescence, termed molecules of equivalent soluble fluorophore (PE
MESF). Notably, bNAbs targeting variable loop 3, such as PGT126 and PGT128, yielded the
highest PE MESF values (~11 MESF). Despite the fact that CD4bs mAbs like N6 and VRC01
are particularly potent and neutralizing [24], these mAbs showed relatively low staining,
just barely exceeding levels of staining seen with the isotype controls. Trimer-preferring
V1V2 mAbs, such as PG9 and PG16, showed more appreciable staining (~3–7 MESF),
whereas mAbs targeting the transmembrane domains in gp41 showed modest levels of
staining (<3 MESF). Interestingly, many mAbs known to potently neutralize HIV, such
as PGT145, showed very low levels of staining in our flow virometry assays, levels that
were close to the threshold of background fluorescence. However, it should be noted that
this low level of detection could also be due in part to the lower sensitivity seen with
indirect staining protocols and the resolution of our cytometer. It should also be noted
that we tested all of the publicly available anti-Env Abs. Some of the low levels of staining
may simply be because these antibodies were not specifically reactive for the IIIB Env
sequence. As a control for non-specific staining, we reported negligible levels of staining
when the same panel of antibodies were stained on cell culture supernatants from matched,
uninfected H9 T cells (Figure S1).

3.2. Comparing Env Staining across Different Cellular Models of Virus Production

After demonstrating that numerous mAbs from our panel could stain Env, we sought
to assess how viruses generated through different cellular models of virus production may
impact Env staining. For this purpose, we chose one representative antibody targeting
V1V2, the V3 loop, and gp41 for further experiments. Using the neutralizing mAbs PG9
(V1V2) [58], PGT126 (V3) [59], and the non-neutralizing Ab 246-D (gp41 apex) [60], we
stained four different viruses of both coreceptor usages generated in diverse CD4+ T cell
lines, including H9, Jurkat, and PM1 cells. As expected, for all of the isolates tested, negligi-
ble levels of staining were seen with the isotype controls on virus-containing supernatants
(Figure 2A, top row). Staining with the bNAbs PGT126 and PG9, which in general prefer
closed trimer conformations [13,61], showed high staining across all viral isolates, except
for the Jurkat IIIB isolate, which showed modest levels of staining. Interestingly, 246-D, an
anti-gp41 Ab [62], which targets a more open Env conformation, also showed modest levels
of staining across all of the T cell line isolates, with the highest intensity staining seen on
Jurkat IIIB and PM1 BaL isolates. Of note, PGT126, and PG9 also showed high degrees of
staining on particles outside of the virus-specific gate, suggesting that extracellular vesicles
(EV) may also be staining with these bNAbs, as previously reported [29]. Labelling with
246-D yielded lower levels of EV staining, indicating this epitope may be less abundant
on EVs. It should also be noted that some EVs can overlap in scatter profiles and appear
within our virus-specific gate, as observed when assaying matched, uninfected cell cul-
ture supernatants, where a lower number of non-discrete, heterogeneous, EV particles
are observed in the lower gate (Figures S1 and S2). However, when performing anti-Env
staining on these EV control supernatants, we did not observe any appreciable positive
staining, indicating that while some EVs may be present in the virus-specific gates, these
EVs are likely not contributing to the positive Env staining detected in the upper gate for
our virus samples. Of note, it is possible that additional EVs produced by infected cells
may carry HIV Env on their surface, and those particles may contribute to some of the
positive anti-Env staining reported in our virus-specific gate.
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Figure 2. Comparing Env staining across different cellular models of virus production. (A) Dot plots
displaying anti-Env antibody staining (PGT126, 246-D, PG9) of viral isolates (IIIB or BaL, as indicated)
produced in the H9, Jurkat, or PM1 cell lines. Positive staining is shown in the upper gate, while
background levels as assessed by the isotype control are shown in the lower gate. Histogram overlays
displaying the range of Env staining for each virus are shown to the right of the dot plots. The
levels of PE-fluorescence represented on histograms are generated from the total virus staining (i.e.,
spanning the upper and lower gates). (B) In the left two panels, dot plots display anti-Env antibody
staining of viruses (NL4-3 and NL4-3 BaL) produced through transfection of infectious molecular
clones (IMC) in HEK293T cells. In the two rightmost panels, plots display antibody staining of the
HIVBaL isolate produced in PBMC from two different donors (D1 and D2). Representative plots are
shown from at least two independent experiments.
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Since viruses produced through transfection of HIV constructs are routinely used
to assess virus neutralization efficacy [63–65], we next assessed how similar the staining
profiles of viruses produced in HEK293T cells were to viruses produced in T cell lines. For
this purpose, the HEK293T-derived NL4-3 and NL4-3-BaL full-length, infectious molecular
clones (IMC) were stained with the same mAbs. While both isolates displayed positive
staining, the NL4-3 isolate with the BaL envelope (NL4-3-BaL) showed superior staining for
all mAbs, with the wild-type NL4-3 isolate only showing a modest level of staining above
the background (Figure 2B; left panels). Surprisingly, in contrast to what was seen with
viruses produced in T cell lines, 246-D yielded the highest levels of staining on both IMCs,
with a clear shift in the virus population (Figure 2B). Staining outside of the virus gate was
also present, but at a lower intensity than seen with T cell line-derived virions. Importantly,
while the levels of staining seen from HEK293T-derived viruses yielded PE MESF values in
similar ranges to the Jurkat IIIB (~3–8 MESF), these values were two-fold lower than the
result from PGT126 stains on IIIB produced in the H9 or PM1 cell line (Figure 2A). This
suggests that notable differences in staining intensity can occur when virus isolates are
produced through different protocols and in different cell lines. Additionally, this statement
holds true when comparing the data in Figure 2A amongst CD4+ T cell lines, where the
identical virus isolates produced differential staining in different cell types, as observed
when comparing staining on Jurkat-derived versus H9-derived IIIB virus.

Finally, since viruses produced in primary cells most closely resemble those found
in vivo, we tested the HIVBaL isolate produced in two different PBMC donors. When
stained, both PBMC isolates displayed trends that were similar to those seen in T cell
line-derived viruses (Figure 2B; right panels). However, for PBMC viruses, PG9 staining
showed slightly higher MESF values than PGT126 staining, which was in contrast to what
was seen with the same isolate propagated in the PM1 T cell line in Figure 2A. Since PG9 is
a glycan-dependent antibody [66], the differences in staining may be partially attributable
to differences in glycosylation across the array of cell lines/types used for virus production.
Notably, while the viruses from PBMC displayed less homogenous virus populations than
what was seen in viruses from cell lines, this was in line with what we have reported
previously [48]. Strikingly, when we stained pseudoviruses (PV) bearing a BaL.01 envelope,
Env staining was undetectable using the same protocol that was applied to the other viruses,
despite the pseudoviruses being able to be neutralized and captured by the bNAbs PGT126
and PG9 (Figure S3).

While Env on virions produced in HEK293T cells and PBMC have been reported to
share highly similar glycan processing sites [67], the complex glycans could still differ in
branching and terminal sialic acids, which could affect staining [67]. Since our lab routinely
transfects HEK293T cells to produce viruses with CD162 on their surface, to validate that
our PV model could be stained effectively, we produced PVs in the same HEK293T cells
as used before with BaL.01, but this time we expressed the cellular protein CD162 on the
surface. After staining these virions with anti-CD162 antibody, we were able to see high
levels of CD162 staining on PVs (Figure S3B), indicating that robust staining can be seen on
PVs in flow virometry, depending on the antigen targeted. Since high-abundance cellular
proteins can readily be detected on PV, it is possible that the number of HIV Env trimers
on these PV preparations falls below the limit of detection of our cytometer. Indeed, prior
reports indicate that PVs typically contain 6–20 Env trimers, but that most viral strains only
need 1–3 trimers to complete infection [68,69]. This could in part explain why our viruses
are infectious despite showing undetectable Env staining (Figure S3).

3.3. Assessing the Performance of Antibodies in Virion Capture Assays and Virus Neutralization

After noting that certain broadly neutralizing mAbs tested in the panel screen did
not yield high levels of staining in flow virometry assays (Figure 1B), we next sought to
assess how mAbs that perform well in flow virometry compare to classical virology assays.
To begin, the same viruses from above were tested in a plate-based virus immunocapture
assay that we and others have previously used [48,70–72] to evaluate antibody-mediated
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virion capture. For this purpose, we continued to use the anti-Env mAbs PGT126, PG9, and
246-D since they provided reliable staining across all of the viruses produced in T cell lines.
For viruses produced in T cell lines, PG9 and 246-D yielded robust and moderate levels of
capture, respectively, as assessed by the readout of captured virions by quantification of
p24 (capsid) AlphaLISA. In contrast to what was seen in flow virometry, PGT126 showed
low levels of capture for all viruses, except for the Jurkat IIIB isolate (Figure 3A). Notably,
although PGT126 yielded the highest levels of staining in flow virometry for the other
three T cell line-derived viruses (PM1 BaL, PM1 IIIB, H9 IIIB), this trend was not reflected
in virus capture. To ensure that this was not an artefact of our plate-based capture assay,
this experiment was repeated using bead-based capture, in which mAbs are immobilized
on Protein G dynabeads for viral capture in suspension, and these parallel experiments
yielded similar results (Figure S4).
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systems. Plate-based virion immunocapture assays were performed with wells coated with the antibod-
ies PGT126, 246-D, PG9, or an isotype control. Captured viruses were lysed and HIV-1 p24 Gag was
quantified using p24 AlphaLISA as an indicator of the amount of virus capture. (A) Viruses (IIIB and
BaL) produced in T cell lines (PM1, Jurkat, H9) were added to the wells at a normalized concentration of
input virus (50 ng/mL of viral p24). (B) The HIVBaL isolate propagated in two different PBMC donors
(BaL 1 and BaL 2), and (C) viruses produced from the transfection of infectious molecular clones (IMC;
NL4-3 BaL and NL4-3) in HEK293T cells were tested at their undiluted titers. Results represent the
mean ± SD of duplicate wells and are representative of three independent experiments.
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Assessments of PBMC-derived BaL using plate-based capture showed similar results
to the H9 and PM1 IIIB isolates (Figure 3B), and the same trend was also seen in IMC
viruses (Figure 3C). While the discrepancy in levels of PGT126-mediated virus capture
versus staining in FV was surprising, we did anticipate seeing some differences in the two
assays given that they use different endpoint readouts. Notably, a similar difference in levels
of the virion-incorporated protein CD81 was previously reported by our group [47] when
comparing results from virus capture assays versus flow virometry staining. Since both
CD81 and PGT126 mAbs demonstrate notable levels of extracellular vesicle staining, these
discrepant data could suggest that extracellular vesicles may be contributing differently to
the results acquired in these two assays.

Based on the seemingly different Env binding efficiencies of antibodies in FV and
immunocapture, we sought to compare how these mAbs performed with our virus stocks
in another commonly used antibody-based assay, virus neutralization. We performed
neutralization assays comparing the activity of two broadly neutralizing antibodies against
HIV-1, PGT126 and PG9, while 246-D was not tested here, as it is known to be non-
neutralizing [73]. Since the neutralization profile of PGT126 and PG9 is well known, we
narrowed our analysis to three viruses from T cell lines, two from PBMC, and one from
HEK293T. Unsurprisingly, PG9 and PGT126 demonstrated a potent neutralization of all
of the viruses produced in T cell lines, PBMC, and HEK293T (Figure 4). These results
highlight that the differences seen in virus capture and staining using PG9 and PGT126 are
not related to their neutralization potential, as we observed similar neutralization profiles
with these mAbs, despite highly divergent capture efficiencies (Figure 3). Neutralization
assays were also performed on pseudovirus particles produced through transfection in
HEK293T cells (Figure S3E), which showed potent neutralization sensitivity despite no
detectable staining with flow virometry (Figure S3A). Thus, pseudovirus particles can infect
HIV target cells, presumably via the presence of Env on their surface, yet unexpectedly,
anti-Env staining cannot be detected on pseudoviruses via the same flow virometry assays
used herein that work well on other virus models.
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using PG9 (blue) and PGT126 (red) mAbs. (B) Neutralization of HIV BaL produced in two different
PBMC donors (D1 and D2). (C) Neutralization of virus produced through the transfection of HEK293T
cells with the NL4-3-BaL infectious molecular clone. All neutralization tests were performed using
the TZM-bl reporter cell assay, with the infection of control samples (in absence of mAbs) set at 100%.
Data are representative of two independent experiments tested with triplicate wells.

3.4. Using Flow Virometry to Evaluate the Effect of Soluble CD4 on HIV Envelope Conformation

To determine whether flow virometry can reliably be used to detect conformational
changes in the envelope glycoprotein, we sought to determine whether differences could
be observed when viruses were stained in the presence and absence of soluble CD4 (sCD4),
since CD4 induces changes in Env conformation during the process of viral entry [74].
For these studies, we limited our analyses to HIVIIIB produced in the H9 CD4+ T cell line
since these virus stocks yielded the highest quantitative levels of Env staining (Figure 2),
allowing us to better resolve subtle differences in conformation. To begin, the virus was
pre-incubated with sCD4 for 20 min, followed by incubation with mAbs specific to the
CD4bs (b12), the coreceptor binding site (E51) [75,76], or gp41 (50–69) [77], in anticipation
that these mAbs would reveal differences in Env conformations. In parallel, we also tested
PG9, PGT126 and 246-D to allow comparison to prior datasets.

The antibody E51, which targets a CD4-inducible (CD4i) epitope, showed some appre-
ciable staining above background in the absence of sCD4, and this staining was seemingly
unchanged by the addition of sCD4 (Figure 5A). However, the addition of sCD4 resulted
in reduced b12 staining, as expected since b12 targets the CD4 binding site and should be
occluded in the presence of sCD4 (Figure 5A,B). Similarly, both PG9 and PGT126, which
preferentially target the closed form of the trimer [13,61], showed a marked reduction in
staining when sCD4 was present, as evidenced both from the dot plots and quantitative
data (Figure 5A,B). Contrarily, 246-D and 50–69, which target epitopes on the transmem-
brane gp41 of Env, showed a marked increase in staining after sCD4 addition promoted the
open conformation of the trimer. These results were in line with previous studies which
showed sCD4 can enhance the accessibility of gp41 epitopes [78]. Taken together, these
results demonstrate the utility of flow virometry to assess different Env conformations.
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staining is shown in the upper gate, while background levels fall within the lower gate. Plots shown
are representative from three independent experiments. (B) Quantified staining data showing the
mean ± SD of three replicates as in (A), generated from the individual median PE MESF values
derived from all events within both virus gates (upper and lower) of each replicate stain.

3.5. Staining HIV Env with Direct Labelling to Improve Detection Sensitivity

Since antibodies conjugated with the fluorophore PE are expected to have one fluor
molecule per individual antibody [79], and because PE fluorescence can be quantitated
using well-established reference materials [80,81], staining with PE-labelled antibodies in
flow virometry can provide quantitative estimates of protein content on virus particles.
While we have previously used direct staining protocols to generate quantitative estimates
of human proteins on the surface of viruses [47,54], we wanted to apply our technique
for enumerating the HIV envelope protein in this study. However, since commercial
preparations of PE-labelled anti-Env antibodies are not readily available, we conjugated
anti-Env mAbs in-house to generate PE-labelled antibodies for use in quantitative flow
virometry. Furthermore, since indirect staining has proven to be less sensitive than direct
staining in our experience, we anticipated that direct labelling of Env would also help
increase the quantitative levels of detectable Env staining. To see if we could improve
the sensitivity of mAbs that yielded both low and high levels of labelling in indirect
staining (Figure 1), we selected the mAbs PGT145 and PG9, respectively. Here, we chose
to once again stain the HIVIIIB virus produced in H9 CD4+ T cells for consistency of data
comparisons. When performing direct staining with the conjugated mAbs, a modest visible
increase in PE fluorescence was present in direct staining dot plots (bottom row) compared
to indirect labelling plots (top row) for both antibody clones (Figure 6). This was observed as
the shifting of the dense, homogenous virus populations upward, both into the upper gate
and towards the top of the bottom gate in the direct staining plots. This increase in staining
was also quantifiable, with an increase in PE MESF from 13 to 17 for the PG9 stain, and a
more modest increase from 4 PE MESF to 5 PE MESF for the PGT145 stain, when comparing
indirect to direct staining, respectively. However, levels of background fluorescence at the
instrument threshold also increased slightly with the conjugated antibody. Nevertheless,
these data indicate that direct staining can improve signal detection for HIV Env, as we
observed increases in the PE MESF values for both PG9 and PGT145 staining when directly
labelled antibodies were used. As expected, PG9 labelling demonstrated higher levels
of staining than PGT145 in both indirect and direct labelling methods, and negligible
levels of staining were observed on uninfected H9 T cell culture supernatants (Figure S5).
Notably, while both methods of staining can provide quantitative PE MESF staining values
when used with fluorescence reference beads and data calibration, it is expected that direct
staining provides quantitative values that provide better estimates of the number of proteins
on the virion surface. This is due to the fact that each primary antibody in direct labelling is
likely associated with one molecule of PE, due to the expected fluor/protein ratio of 1 [79].
Based on this, the number of individual antibodies bound to each virion can be inferred,
which provides an estimate of the number of proteins present [80,81], acknowledging that
this estimate could vary by a factor of two, due to the bivalent nature of mAbs. However,
in indirect staining methods, several secondary antibodies could be bound to one primary
antibody, which can further complicate quantitative estimates. Despite this possibility, we
did not observe any enhanced fluorescent signal of indirect staining compared to direct
staining methods (Figure 6). Moreover, while optimizing our indirect labelling protocols
for this study, we noted that the clone and lot number of the secondary antibody could
significantly influence the staining intensity of some primary antibodies and the levels
of non-specific, background fluorescence (Figure S6). Although high levels of signal are
important for labelling low-abundance antigens like Env, we opted to use an antibody with
lower levels of signal that yielded minimal levels of background fluorescence to ensure that
our Env staining was specific and not due to antibody noise.
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Figure 6. Comparing direct and indirect staining methods in flow virometry to label HIV Env. Indirect
staining of HIVIIIB propagated in H9 CD4+ T cells with unlabeled primary anti-gp120 antibodies
(PGT145 and PG9), and a PE-conjugated secondary antibody (top row). Direct staining of the same
HIVIIIB virus stocks using PE-labelled PGT145 and PG9 antibodies (bottom row). Positive staining is
shown in the upper gate, while background levels fall within the lower gate. Median PE MESF values
that were generated from all virus events within the merged upper and lower gates are enumerated
on the plots.

4. Discussion

To develop effective vaccines and other antibody-based strategies to combat HIV
infection, it is critical to establish a thorough understanding of how different antibodies
bind diverse strains of circulating virus. Indeed, while many antibody-based techniques
have helped generate important knowledge of the HIV envelope trimer, the use of new
tools will further drive our ability to better understand Env structure and function. Flow
virometry is an underutilized tool that can continue to help in understanding more about
virion heterogeneity, Env conformations, and how Env interacts with antibodies. For
instance, we observed clear differences in how the antibodies PGT126, PG9, and 246-D
performed across capture, neutralization, and flow virometry, which may be overlooked
when relying solely on classical virology techniques. Indeed, one distinct advantage of
flow virometry is the ability to visualize heterogeneity in virus populations on dot plots,
which can provide additional information for downstream applications targeting HIV
Env. Similarly, flow virometry dot plots also allow for the visualization of extracellular
vesicles within virus samples, which may help broaden our understanding of how vesicles
contribute to antibody interactions with Env, as carried out previously [29].

When studying model viruses for the purpose of designing effective vaccines against
HIV, many considerations remain, including ensuring physiological levels of trimer abun-
dance and N-linked glycosylation patterns [82]. In this study, we stained viruses from
different cellular models (HEK293T, T cell lines, PBMC) and observed considerable dif-
ferences in the antibody staining profiles. These findings highlight that when testing
therapeutics and vaccines, special consideration must be given when selecting model
viruses to ensure the data acquired can be relevant and useful for understanding circulat-
ing viruses in people living with HIV. For instance, while pseudoviruses are commonly
used in studies which assess antibody neutralization [83–85], our data indicate that pseu-
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dovirus Env was substantially less detectable by our flow virometry protocols than viruses
produced through transfection with full-length virus clones. While prior reports have sug-
gested that levels of Env and trimer glycosylation sites are similar across viruses produced
in HEK293T cells, T cell lines, and PBMC [67,68], our data indicate that these comparisons
necessitate further study. Nevertheless, flow virometry provides a simple methodology
to better understand how the structure and antigenicity of the trimer may change when
viruses are produced in different cell types. Indeed, flow virometry could also prove useful
to characterize circulating strains of viruses directly in biological samples from people
living with HIV, which is a subject of ongoing work in the laboratory.

Our results indicate that several broadly neutralizing and non-neutralizing anti-Env
antibodies, both of which are influenced by the trimer conformation, can provide high
levels of staining by flow virometry. Although our typical flow virometry protocols utilize
directly conjugated antibodies, in this manuscript we used indirect staining to label Env due
to a lack of commercially available PE-labelled anti-Env mAbs. Our results demonstrated
that even different lots of the same secondary antibody could have major differences
in staining efficacy when using the same primary antibody. For this reason, a variety
of secondary antibody preparations should be tested with indirect staining protocols to
ensure experimental reproducibility and appropriate controls for quantitative applications.
Similarly, while antibody titration is always beneficial, maximizing specific signal while
reducing nonspecific binding is especially important in flow virometry protocols, since no
wash steps are conducted. For this reason, ensuring unbound fluorophores are removed
and/or controlled for in antibody preparations is essential for reliable interpretation of
staining results. Overall, the use of direct staining protocols remains a best practice to
remove potential errors in staining quantifications due to interactions between the primary
and secondary antibodies.

While we were able to detect staining for the majority of antibodies tested using the
indirect labelling protocol here, it is possible that improved staining sensitivity would
be achieved with labelled Fab fragments. Indeed, it has been previously reported that
for CD4i mAbs, the size of the neutralizing agent can be inversely correlated with its
ability to neutralize [86]. Thus, steric hindrance is a major consideration in these types
of antibody assays for small particles, particularly when using dual labelling approaches.
Although we report quantitative estimates of PE for all data within the manuscript, it
is highly likely that MESF values yield more accurate estimates of protein number on
viruses when antigens are in high abundance. Since many of the antibody stains shown
here were near the level of instrument background noise, the quantitative estimates of
Env number per particle are likely underestimated. However, the currently reported PE
MESF for Abs such as PGT126 and PG9 values are more consistent with prior reports
quantifying 8–14 Env per virion [9,87]. Reducing instrument noise remains a top priority
in flow virometry techniques, as even in the absence of any virus, the electronics, fluidics,
and optical system within the cytometer can contribute a significant signal that is present
on each plot generated by the instrument [88]. The use of careful gating based on reagent
controls can help identify where virus-specific signals fall.

Importantly, our results show that conformational changes in the HIV trimer were
readily detected in flow virometry when soluble CD4 was present. Of note, the no-wash
flow virometry protocol used herein allows for the study of viruses in their native state
without additional factors (e.g., coupling to magnetic beads, shedding from ultracentrifuga-
tion, harsh fixatives in sample processing), which could bias Env evaluation. Indeed, while
much has been uncovered about HIV Env biology through the use of stabilized trimeric
mimics of the HIV Env (SOSIP trimers [89–91]), these recombinant proteins may not fully
recapitulate native Env trimers as presented on infectious viral particles. Additionally,
soluble SOSIP Env can show striking differences in glycosylation, and this may impact
antibody recognition of Env [67]. Furthermore, performing flow virometry-based Env
characterization on a broader range of diverse viral isolates, including transmitter-founder
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strains, is an important future direction to determine how differences in Env sequences and
post-translational modifications are detected with our unique assays used herein.

Finally, while others have studied the Env trimer on virions using flow virometry, the
methods reported herein provide an advantage by removing the necessity for fluorescently
tagged virions [56] or coupling to magnetic nanoparticles [28,29] to enable detection of viri-
ons on conventional cytometers. While previous studies that evaluated Env on virions with
flow virometry techniques have all used different methodological approaches [32,55,56],
most studies have consistently reported successful targeting with the anti-Env antibodies
PG9, PG16, 2G12, and VRC01. Interestingly, while PG9 and PG16 also showed robust stain-
ing in our unique flow virometry assays, 2G12 and VRC01 yielded low levels of staining.
At this time, we are uncertain as to why 2G12 and VRC01 show poor targeting in flow
virometry assays but acknowledge that this could in part be influenced by the secondary
antibody used in our indirect staining protocol. In the future, it would be useful to perform
similar anti-Env stains on viruses displaying Env mutants with distinct conformations to
discern the nuance of our assay performance and its correlation with Env confirmations.
Importantly, with emerging developments in nanoparticle-specific flow cytometry instru-
mentation and reagents, we anticipate that flow virometry will be able to provide more
sensitive readings of low-abundance antigens and make it difficult to target epitopes on
viral surfaces in the near future. Furthermore, as sorting technologies continue to improve,
purifying viruses from clinical samples with anti-Env mAbs, like those used in this study,
should become more feasible than prior protocols [55], enabling additional single particle
analyses on virus subpopulations of interest.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/v16060935/s1, File S1. FCMPass calibration data and MIFlow-
CytEV checklist. Figure S1. Anti-Env staining on cell culture supernatants from uninfected H9
T cells. Figure S2. Anti-Env staining on uninfected cell culture supernatants. Figure S3. Charac-
terization of HEK293T-derived pseudoviruses. Figure S4. Bead-based anti-Env capture of T cell
line-derived viruses. Figure S5. Comparing direct versus indirect staining on uninfected H9 cell
culture supernatants. Figure S6. Comparing different commercially available secondary antibodies
for flow virometry staining.

Author Contributions: Conceptualization, J.B. and C.G.; methodology, J.B., V.A.T. and C.G.; formal
analysis, J.B. and C.G.; investigation, J.B., C.F., A.P., A.T.P., D.C. and D.W.; resources, C.G., C.C.
and J.A.; writing—original draft preparation, J.B., C.G.; writing—review and editing, all authors;
visualization, J.B. and V.A.T.; supervision, C.G., J.A. and C.C.; funding acquisition, C.G., C.C. and J.A.
All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by grants to CG by the Canadian Institutes of Health Research
(CIHR; PJH 175379, PSS 185719, PSS 501566) and the Natural Sciences and Engineering Research
Council of Canada (NSERC; RGPIN-2019-06442). A.T.P., and J.B were each supported by an NSERC
Canada Graduate Scholarship-Doctoral (CGS-D) award, and C.F with an NSERC CGS-Masters award.
JB was also supported through the CIHR Michael Smith Foreign Study Supplement and the Mitacs
Globalink Research Award.

Institutional Review Board Statement: Provided in methods.

Informed Consent Statement: Provided in methods.

Data Availability Statement: All data are available from the corresponding authors upon request.
FCS files are available at https://data.mendeley.com/datasets/k3kjtcybfh/1, accessed on 3 June 2024.

Acknowledgments: The authors thank the University of Ottawa Flow Cytometry and Virometry
Core Facility and the National Eye Institute’s Flow Core for help with sample acquisitions. The
authors also acknowledge resources and support from the Centre for the Neurobiology of Stress
(CNS) Core Facility at the University of Toronto Scarborough (CFI grant #493864). All flow virometry
data calibrations were completed using FCMPASS. We thank the NIH HIV Reagent Program for all
of the T cell lines and anti-Env antibodies used in this study.

https://www.mdpi.com/article/10.3390/v16060935/s1
https://www.mdpi.com/article/10.3390/v16060935/s1
https://data.mendeley.com/datasets/k3kjtcybfh/1


Viruses 2024, 16, 935 18 of 21

Conflicts of Interest: The authors declare no conflicts of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript; or
in the decision to publish the results.

References
1. Johnston, M.I.; Fauci, A.S. An HIV Vaccine—Evolving Concepts. N. Engl. J. Med. 2007, 356, 2073–2081. [CrossRef] [PubMed]
2. Burton, D.R.; Desrosiers, R.C.; Doms, R.W.; Koff, W.C.; Kwong, P.D.; Moore, J.P.; Nabel, G.J.; Sodroski, J.; Wilson, I.A.; Wyatt, R.T.

HIV Vaccine Design and the Neutralizing Antibody Problem. Nat. Immunol. 2004, 5, 233–236. [CrossRef] [PubMed]
3. Overbaugh, J.; Morris, L. The Antibody Response against HIV-1. Cold Spring Harb. Perspect. Med. 2012, 2, a007039. [CrossRef]

[PubMed]
4. Wei, X.; Decker, J.M.; Wang, S.; Hui, H.; Kappes, J.C.; Wu, X.; Salazar-Gonzalez, J.F.; Salazar, M.G.; Kilby, J.M.; Saag, M.S.; et al.

Antibody Neutralization and Escape by HIV-1. Nature 2003, 422, 307–312. [CrossRef] [PubMed]
5. Checkley, M.A.; Luttge, B.G.; Freed, E.O. HIV-1 Envelope Glycoprotein Biosynthesis, Trafficking, and Incorporation. J. Mol. Biol.

2011, 410, 582–608. [CrossRef] [PubMed]
6. Chen, B. Molecular Mechanism of HIV-1 Entry. Trends Microbiol. 2019, 27, 878–891. [CrossRef] [PubMed]
7. Wilen, C.B.; Tilton, J.C.; Doms, R.W. HIV: Cell Binding and Entry. Cold Spring Harb. Perspect. Med. 2012, 2, a006866. [CrossRef]

[PubMed]
8. Richman, D.D.; Wrin, T.; Little, S.J.; Petropoulos, C.J. Rapid Evolution of the Neutralizing Antibody Response to HIV Type 1

Infection. Proc. Natl. Acad. Sci. USA 2003, 100, 4144–4149. [CrossRef] [PubMed]
9. Zhu, P.; Chertova, E.; Bess, J.; Lifson, J.D.; Arthur, L.O.; Liu, J.; Taylor, K.A.; Roux, K.H. Electron Tomography Analysis of Envelope

Glycoprotein Trimers on HIV and Simian Immunodeficiency Virus Virions. Proc. Natl. Acad. Sci. USA 2003, 100, 15812–15817.
[CrossRef]

10. Klein, J.S.; Bjorkman, P.J. Few and Far Between: How HIV May Be Evading Antibody Avidity. PLOS Pathog. 2010, 6, e1000908.
[CrossRef]

11. Chertova, E.; Bess, J.W.; Crise, B.J.; Sowder, R.C.; Schaden, T.M.; Hilburn, J.M.; Hoxie, J.A.; Benveniste, R.E.; Lifson, J.D.;
Henderson, L.E.; et al. Envelope Glycoprotein Incorporation, Not Shedding of Surface Envelope Glycoprotein (Gp120/SU), Is the
Primary Determinant of SU Content of Purified Human Immunodeficiency Virus Type 1 and Simian Immunodeficiency Virus. J.
Virol. 2002, 76, 5315–5325. [CrossRef] [PubMed]

12. Cao, L.; Diedrich, J.K.; Kulp, D.W.; Pauthner, M.; He, L.; Park, S.-K.R.; Sok, D.; Su, C.Y.; Delahunty, C.M.; Menis, S.; et al. Global
Site-Specific N-Glycosylation Analysis of HIV Envelope Glycoprotein. Nat. Commun. 2017, 8, 14954. [CrossRef] [PubMed]

13. Wang, Q.; Finzi, A.; Sodroski, J. The Conformational States of the HIV-1 Envelope Glycoproteins. Trends Microbiol. 2020, 28,
655–667. [CrossRef] [PubMed]

14. Munro, J.B.; Mothes, W. Structure and Dynamics of the Native HIV-1 Env Trimer. J. Virol. 2015, 89, 5752–5755. [CrossRef]
[PubMed]

15. Julien, J.-P.; Cupo, A.; Sok, D.; Stanfield, R.L.; Lyumkis, D.; Deller, M.C.; Klasse, P.-J.; Burton, D.R.; Sanders, R.W.; Moore, J.P.; et al.
Crystal Structure of a Soluble Cleaved HIV-1 Envelope Trimer. Science 2013, 342, 1477–1483. [CrossRef] [PubMed]

16. Pancera, M.; Zhou, T.; Druz, A.; Georgiev, I.S.; Soto, C.; Gorman, J.; Huang, J.; Acharya, P.; Chuang, G.-Y.; Ofek, G.; et al. Structure
and Immune Recognition of Trimeric Pre-Fusion HIV-1 Env. Nature 2014, 514, 455–461. [CrossRef] [PubMed]

17. Zolla-Pazner, S.; Cardozo, T. Structure–Function Relationships of Hiv-1 Envelope Sequence-Variable Regions Provide a Paradigm
for Vaccine Design. Nat. Rev. Immunol. 2010, 10, 527–535. [CrossRef] [PubMed]

18. Tomaras, G.D.; Yates, N.L.; Liu, P.; Qin, L.; Fouda, G.G.; Chavez, L.L.; Decamp, A.C.; Parks, R.J.; Ashley, V.C.; Lucas, J.T.; et al.
Initial B-Cell Responses to Transmitted Human Immunodeficiency Virus Type 1: Virion-Binding Immunoglobulin M (IgM)
and IgG Antibodies Followed by Plasma Anti-Gp41 Antibodies with Ineffective Control of Initial Viremia. J. Virol. 2008, 82,
12449–12463. [CrossRef] [PubMed]

19. Legrand, E.; Pellegrin, I.; Neau, D.; Pellegrin, J.-L.; Ragnaud, J.-M.; Dupon, M.; Guillemain, B.A.; Fleury, H.J. Course of Specific T
Lymphocyte Cytotoxicity, Plasma and Cellular Viral Loads, and Neutralizing Antibody Titers in 17 Recently Seroconverted HIV
Type 1-Infected Patients. Available online: https://www.liebertpub.com/doi/epdf/10.1089/aid.1997.13.1383 (accessed on 27
May 2023).

20. Moog, C.; Fleury, H.J.; Pellegrin, I.; Kirn, A.; Aubertin, A.M. Autologous and Heterologous Neutralizing Antibody Responses
Following Initial Seroconversion in Human Immunodeficiency Virus Type 1-Infected Individuals. J. Virol. 1997, 71, 3734–3741.
[CrossRef]

21. Beirnaert, E.; Nyambi, P.; Willems, B.; Heyndrickx, L.; Colebunders, R.; Janssens, W.; van der Groen, G. Identification and
Characterization of Sera from HIV-Infected Individuals with Broad Cross-Neutralizing Activity against Group M (Env Clade
A–H) and Group O Primary HIV-1 Isolates. J. Med. Virol. 2000, 62, 14–24. [CrossRef]

22. Binley, J.M.; Lybarger, E.A.; Crooks, E.T.; Seaman, M.S.; Gray, E.; Davis, K.L.; Decker, J.M.; Wycuff, D.; Harris, L.; Hawkins, N.;
et al. Profiling the Specificity of Neutralizing Antibodies in a Large Panel of Plasmas from Patients Chronically Infected with
Human Immunodeficiency Virus Type 1 Subtypes B and C. J. Virol. 2008, 82, 11651–11668. [CrossRef] [PubMed]

https://doi.org/10.1056/NEJMra066267
https://www.ncbi.nlm.nih.gov/pubmed/17507706
https://doi.org/10.1038/ni0304-233
https://www.ncbi.nlm.nih.gov/pubmed/14985706
https://doi.org/10.1101/cshperspect.a007039
https://www.ncbi.nlm.nih.gov/pubmed/22315717
https://doi.org/10.1038/nature01470
https://www.ncbi.nlm.nih.gov/pubmed/12646921
https://doi.org/10.1016/j.jmb.2011.04.042
https://www.ncbi.nlm.nih.gov/pubmed/21762802
https://doi.org/10.1016/j.tim.2019.06.002
https://www.ncbi.nlm.nih.gov/pubmed/31262533
https://doi.org/10.1101/cshperspect.a006866
https://www.ncbi.nlm.nih.gov/pubmed/22908191
https://doi.org/10.1073/pnas.0630530100
https://www.ncbi.nlm.nih.gov/pubmed/12644702
https://doi.org/10.1073/pnas.2634931100
https://doi.org/10.1371/journal.ppat.1000908
https://doi.org/10.1128/JVI.76.11.5315-5325.2002
https://www.ncbi.nlm.nih.gov/pubmed/11991960
https://doi.org/10.1038/ncomms14954
https://www.ncbi.nlm.nih.gov/pubmed/28348411
https://doi.org/10.1016/j.tim.2020.03.007
https://www.ncbi.nlm.nih.gov/pubmed/32418859
https://doi.org/10.1128/JVI.03187-14
https://www.ncbi.nlm.nih.gov/pubmed/25762739
https://doi.org/10.1126/science.1245625
https://www.ncbi.nlm.nih.gov/pubmed/24179159
https://doi.org/10.1038/nature13808
https://www.ncbi.nlm.nih.gov/pubmed/25296255
https://doi.org/10.1038/nri2801
https://www.ncbi.nlm.nih.gov/pubmed/20577269
https://doi.org/10.1128/JVI.01708-08
https://www.ncbi.nlm.nih.gov/pubmed/18842730
https://www.liebertpub.com/doi/epdf/10.1089/aid.1997.13.1383
https://doi.org/10.1128/jvi.71.5.3734-3741.1997
https://doi.org/10.1002/1096-9071(200009)62:1%3C14::AID-JMV3%3E3.0.CO;2-L
https://doi.org/10.1128/JVI.01762-08
https://www.ncbi.nlm.nih.gov/pubmed/18815292


Viruses 2024, 16, 935 19 of 21

23. Simek, M.D.; Rida, W.; Priddy, F.H.; Pung, P.; Carrow, E.; Laufer, D.S.; Lehrman, J.K.; Boaz, M.; Tarragona-Fiol, T.; Miiro, G.; et al.
Human Immunodeficiency Virus Type 1 Elite Neutralizers: Individuals with Broad and Potent Neutralizing Activity Identified
by Using a High-Throughput Neutralization Assay Together with an Analytical Selection Algorithm. J. Virol. 2009, 83, 7337–7348.
[CrossRef]

24. Burton, D.R. Advancing an HIV Vaccine; Advancing Vaccinology. Nat. Rev. Immunol. 2019, 19, 77–78. [CrossRef]
25. Spencer, D.A.; Shapiro, M.B.; Haigwood, N.L.; Hessell, A.J. Advancing HIV Broadly Neutralizing Antibodies: From Discovery to

the Clinic. Front. Public Health 2021, 9, 690017. [CrossRef]
26. Liu, Y.; Cao, W.; Sun, M.; Li, T. Broadly Neutralizing Antibodies for HIV-1: Efficacies, Challenges and Opportunities. Emerg.

Microbes Infect. 2020, 9, 194–206. [CrossRef] [PubMed]
27. Kumar, R.; Qureshi, H.; Deshpande, S.; Bhattacharya, J. Broadly Neutralizing Antibodies in HIV-1 Treatment and Prevention.

Ther. Adv. Vaccines Immunother. 2018, 6, 61–68. [CrossRef]
28. Arakelyan, A.; Fitzgerald, W.; Margolis, L.; Grivel, J.-C. Nanoparticle-Based Flow Virometry for the Analysis of Individual Virions.

J. Clin. Investig. 2013, 123, 3716–3727. [CrossRef] [PubMed]
29. Arakelyan, A.; Fitzgerald, W.; Zicari, S.; Vanpouille, C.; Margolis, L. Extracellular Vesicles Carry HIV Env and Facilitate Hiv

Infection of Human Lymphoid Tissue. Sci. Rep. 2017, 7, 1695. [CrossRef]
30. Arakelyan, A.; Fitzgerald, W.; Zicari, S.; Vagida, M.; Grivel, J.-C.; Margolis, L. Flow Virometry to Analyze Antigenic Spectra of

Virions and Extracellular Vesicles. JoVE J. Vis. Exp. 2017, 119, e55020. [CrossRef]
31. Zicari, S.; Arakelyan, A.; Fitzgerald, W.; Zaitseva, E.; Chernomordik, L.V.; Margolis, L.; Grivel, J.-C. Evaluation of the Maturation

of Individual Dengue Virions with Flow Virometry. Virology 2016, 488, 20–27. [CrossRef]
32. Arakelyan, A.; Petersen, J.D.; Blazkova, J.; Margolis, L. Macrophage-Derived HIV-1 Carries Bioactive TGF-Beta. Sci. Rep. 2019,

9, 19100. [CrossRef] [PubMed]
33. Brussaard, C.P.D. Optimization of Procedures for Counting Viruses by Flow Cytometry. Appl. Environ. Microbiol. 2004, 70,

1506–1513. [CrossRef] [PubMed]
34. Marie, D.; Brussaard, C.P.D.; Thyrhaug, R.; Bratbak, G.; Vaulot, D. Enumeration of Marine Viruses in Culture and Natural Samples

by Flow Cytometry. Appl. Environ. Microbiol. 1999, 65, 45–52. [CrossRef] [PubMed]
35. Brussaard, C.P.D.; Marie, D.; Bratbak, G. Flow Cytometric Detection of Viruses. J. Virol. Methods 2000, 85, 175–182. [CrossRef]
36. Bilali, N.E.; Duron, J.; Gingras, D.; Lippé, R. Quantitative Evaluation of Protein Heterogeneity within Herpes Simplex Virus 1

Particles. J. Virol. 2017, 91, 10–128. [CrossRef]
37. Khadivjam, B.; El Bilali, N.; Lippé, R. Analysis and Sorting of Individual HSV-1 Particles by Flow Virometry. In Herpes Simplex

Virus: Methods and Protocols; Diefenbach, R.J., Fraefel, C., Eds.; Methods in Molecular Biology; Springer: New York, NY, USA,
2020; pp. 289–303, ISBN 978-1-4939-9814-2.

38. Loret, S.; Bilali, N.E.; Lippé, R. Analysis of Herpes Simplex Virus Type I Nuclear Particles by Flow Cytometry. Cytom. A 2012, 81A,
950–959. [CrossRef] [PubMed]

39. Bonar, M.M.; Tilton, J.C. High Sensitivity Detection and Sorting of Infectious Human Immunodeficiency Virus (HIV-1) Particles
by Flow Virometry. Virology 2017, 505, 80–90. [CrossRef] [PubMed]

40. Bonar, M.M.; Tabler, C.O.; Haqqani, A.A.; Lapointe, L.E.; Galiatsos, J.A.; Joussef-Piña, S.; Quiñones-Mateu, M.E.; Tilton, J.C.
Nanoscale Flow Cytometry Reveals Interpatient Variability in HIV Protease Activity That Correlates with Viral Infectivity and
Identifies Drug-Resistant Viruses. Sci. Rep. 2020, 10, 18101. [CrossRef]

41. Brittain, G.C.; Chen, Y.Q.; Martinez, E.; Tang, V.A.; Renner, T.M.; Langlois, M.-A.; Gulnik, S. A Novel Semiconductor-Based
Flow Cytometer with Enhanced Light-Scatter Sensitivity for the Analysis of Biological Nanoparticles. Sci. Rep. 2019, 9, 16039.
[CrossRef]

42. Welsh, J.A.; Jones, J.C.; Tang, V.A. Fluorescence and Light Scatter Calibration Allow Comparisons of Small Particle Data in
Standard Units across Different Flow Cytometry Platforms and Detector Settings. Cytom. A 2020, 97, 592–601. [CrossRef]

43. Maltseva, M.; Langlois, M.-A. Influence of GlycoGag on the Incorporation of Host Membrane Proteins Into the Envelope of the
Moloney Murine Leukemia Virus. Front. Virol. 2021, 1, 747253. [CrossRef]

44. Renner, T.M.; Tang, V.A.; Burger, D.; Langlois, M.-A. Intact Viral Particle Counts Measured by Flow Virometry Provide Insight
into the Infectivity and Genome Packaging Efficiency of Moloney Murine Leukemia Virus. J. Virol. 2020, 94, 10–128. [CrossRef]
[PubMed]

45. Morales-Kastresana, A.; Musich, T.A.; Welsh, J.A.; Telford, W.; Demberg, T.; Wood, J.C.S.; Bigos, M.; Ross, C.D.; Kachynski, A.;
Dean, A.; et al. High-Fidelity Detection and Sorting of Nanoscale Vesicles in Viral Disease and Cancer. J. Extracell. Vesicles 2019,
8, 1597603. [CrossRef] [PubMed]

46. Morales-Kastresana, A.; Telford, B.; Musich, T.A.; McKinnon, K.; Clayborne, C.; Braig, Z.; Rosner, A.; Demberg, T.; Watson, D.C.;
Karpova, T.S. Labeling Extracellular Vesicles for Nanoscale Flow Cytometry. Sci. Rep. 2017, 7, 1878. [CrossRef] [PubMed]

47. Burnie, J.; Tang, V.A.; Welsh, J.A.; Persaud, A.T.; Thaya, L.; Jones, J.C.; Guzzo, C. Flow Virometry Quantification of Host Proteins
on the Surface of HIV-1 Pseudovirus Particles. Viruses 2020, 12, 1296. [CrossRef] [PubMed]

48. Burnie, J.; Persaud, A.T.; Thaya, L.; Liu, Q.; Miao, H.; Grabinsky, S.; Norouzi, V.; Lusso, P.; Tang, V.A.; Guzzo, C. P-Selectin
Glycoprotein Ligand-1 (PSGL-1/CD162) Is Incorporated into Clinical HIV-1 Isolates and Can Mediate Virus Capture and
Subsequent Transfer to Permissive Cells. Retrovirology 2022, 19, 9. [CrossRef] [PubMed]

https://doi.org/10.1128/JVI.00110-09
https://doi.org/10.1038/s41577-018-0103-6
https://doi.org/10.3389/fpubh.2021.690017
https://doi.org/10.1080/22221751.2020.1713707
https://www.ncbi.nlm.nih.gov/pubmed/31985356
https://doi.org/10.1177/2515135518800689
https://doi.org/10.1172/JCI67042
https://www.ncbi.nlm.nih.gov/pubmed/23925291
https://doi.org/10.1038/s41598-017-01739-8
https://doi.org/10.3791/55020
https://doi.org/10.1016/j.virol.2015.10.021
https://doi.org/10.1038/s41598-019-55615-8
https://www.ncbi.nlm.nih.gov/pubmed/31836798
https://doi.org/10.1128/AEM.70.3.1506-1513.2004
https://www.ncbi.nlm.nih.gov/pubmed/15006772
https://doi.org/10.1128/AEM.65.1.45-52.1999
https://www.ncbi.nlm.nih.gov/pubmed/9872758
https://doi.org/10.1016/S0166-0934(99)00167-6
https://doi.org/10.1128/JVI.00320-17
https://doi.org/10.1002/cyto.a.22107
https://www.ncbi.nlm.nih.gov/pubmed/22930570
https://doi.org/10.1016/j.virol.2017.02.016
https://www.ncbi.nlm.nih.gov/pubmed/28235684
https://doi.org/10.1038/s41598-020-75118-1
https://doi.org/10.1038/s41598-019-52366-4
https://doi.org/10.1002/cyto.a.24029
https://doi.org/10.3389/fviro.2021.747253
https://doi.org/10.1128/JVI.01600-19
https://www.ncbi.nlm.nih.gov/pubmed/31694951
https://doi.org/10.1080/20013078.2019.1597603
https://www.ncbi.nlm.nih.gov/pubmed/31258878
https://doi.org/10.1038/s41598-017-01731-2
https://www.ncbi.nlm.nih.gov/pubmed/28500324
https://doi.org/10.3390/v12111296
https://www.ncbi.nlm.nih.gov/pubmed/33198254
https://doi.org/10.1186/s12977-022-00593-5
https://www.ncbi.nlm.nih.gov/pubmed/35597982


Viruses 2024, 16, 935 20 of 21

49. Maltseva, M.; Langlois, M.-A. Flow Virometry for Characterizing the Size, Concentration, and Surface Antigens of Viruses. Curr.
Protoc. 2022, 2, e368. [CrossRef] [PubMed]

50. Tang, V.A.; Renner, T.M.; Varette, O.; Le Boeuf, F.; Wang, J.; Diallo, J.-S.; Bell, J.C.; Langlois, M.-A. Single-Particle Characterization
of Oncolytic Vaccinia Virus by Flow Virometry. Vaccine 2016, 34, 5082–5089. [CrossRef] [PubMed]

51. Tang, V.A.; Renner, T.M.; Fritzsche, A.K.; Burger, D.; Langlois, M.-A. Single-Particle Discrimination of Retroviruses from
Extracellular Vesicles by Nanoscale Flow Cytometry. Sci. Rep. 2017, 7, 17769. [CrossRef] [PubMed]

52. Burnie, J.; Fernandes, C.; Chaphekar, D.; Wei, D.; Ahmed, S.; Persaud, A.T.; Khader, N.; Cicala, C.; Arthos, J.; Tang, V.A.; et al.
Identification of CD38, CD97, and CD278 on the HIV Surface Using a Novel Flow Virometry Screening Assay. Sci. Rep. 2023,
13, 23025. [CrossRef]

53. Persaud, A.T.; Khela, J.; Fernandes, C.; Chaphekar, D.; Burnie, J.; Tang, V.A.; Colpitts, C.C.; Guzzo, C. Virion-Incorporated CD14
Enables HIV-1 to Bind LPS and Initiate TLR4 Signaling in Immune Cells. J. Virol. 2024, 98, e00363-24. [CrossRef]

54. Tang, V.A.; Fritzsche, A.K.; Renner, T.M.; Burger, D.; van der Pol, E.; Lannigan, J.A.; Brittain, G.C.; Welsh, J.A.; Jones, J.C.;
Langlois, M.-A. Engineered Retroviruses as Fluorescent Biological Reference Particles for Small Particle Flow Cytometry. bioRxiv
2019, 614461. [CrossRef]

55. Musich, T.; Jones, J.C.; Keele, B.F.; Jenkins, L.M.M.; Demberg, T.; Uldrick, T.S.; Yarchoan, R.; Robert-Guroff, M. Flow Virometric
Sorting and Analysis of HIV Quasispecies from Plasma. JCI Insight 2017, 2, e90626. [CrossRef]

56. Staropoli, I.; Dufloo, J.; Ducher, A.; Commere, P.-H.; Sartori-Rupp, A.; Novault, S.; Bruel, T.; Lorin, V.; Mouquet, H.; Schwartz, O.;
et al. Flow Cytometry Analysis of HIV-1 Env Conformations at the Surface of Infected Cells and Virions: Role of Nef, CD4, and
SERINC5. J. Virol. 2020, 94, pp.10–1128. [CrossRef] [PubMed]

57. Welsh, J.A.; Jones, J.C. Small Particle Fluorescence and Light Scatter Calibration Using FCMPASS Software. Curr. Protoc. Cytom.
2020, 94, e79. [CrossRef] [PubMed]

58. Walker, L.M.; Phogat, S.K.; Chan-Hui, P.-Y.; Wagner, D.; Phung, P.; Goss, J.L.; Wrin, T.; Simek, M.D.; Fling, S.; Mitcham, J.L.; et al.
Broad and Potent Neutralizing Antibodies from an African Donor Reveal a New HIV-1 Vaccine Target. Science 2009, 326, 285–289.
[CrossRef] [PubMed]

59. Walker, L.M.; Huber, M.; Doores, K.J.; Falkowska, E.; Pejchal, R.; Julien, J.-P.; Wang, S.-K.; Ramos, A.; Chan-Hui, P.-Y.; Moyle,
M.; et al. Broad Neutralization Coverage of HIV by Multiple Highly Potent Antibodies. Nature 2011, 477, 466–470. [CrossRef]
[PubMed]

60. Xu, J.Y.; Gorny, M.K.; Palker, T.; Karwowska, S.; Zolla-Pazner, S. Epitope Mapping of Two Immunodominant Domains of Gp41,
the Transmembrane Protein of Human Immunodeficiency Virus Type 1, Using Ten Human Monoclonal Antibodies. J. Virol. 1991,
65, 4832–4838. [CrossRef] [PubMed]

61. Richard, J.; Prévost, J.; Baxter, A.E.; von Bredow, B.; Ding, S.; Medjahed, H.; Delgado, G.G.; Brassard, N.; Stürzel, C.M.; Kirchhoff,
F.; et al. Uninfected Bystander Cells Impact the Measurement of HIV-Specific Antibody-Dependent Cellular Cytotoxicity
Responses. mBio 2018, 9, e00358-18. [CrossRef] [PubMed]

62. Nyambi, P.N.; Mbah, H.A.; Burda, S.; Williams, C.; Gorny, M.K.; Nádas, A.; Zolla-Pazner, S. Conserved and Exposed Epitopes on
Intact, Native, Primary Human Immunodeficiency Virus Type 1 Virions of Group M. J. Virol. 2000, 74, 7096–7107. [CrossRef]

63. Chen, Q.; Nie, J.; Huang, W.; Jiao, Y.; Li, L.; Zhang, T.; Zhao, J.; Wu, H.; Wang, Y. Development and Optimization of a Sensitive
Pseudovirus-Based Assay for HIV-1 Neutralizing Antibodies Detection Using A3R5 Cells. Hum. Vaccines Immunother. 2017, 14,
199–208. [CrossRef]

64. Rujas, E.; Kucharska, I.; Tan, Y.Z.; Benlekbir, S.; Cui, H.; Zhao, T.; Wasney, G.A.; Budylowski, P.; Guvenc, F.; Newton, J.C.; et al.
Multivalency Transforms SARS-CoV-2 Antibodies into Broad and Ultrapotent Neutralizers. bioRxiv 2020. [CrossRef]

65. Montefiori, D.C. Measuring HIV Neutralization in a Luciferase Reporter Gene Assay. In HIV Protocols; Prasad, V.R., Kalpana,
G.V., Eds.; Methods In Molecular BiologyTM; Humana Press: Totowa, NJ, USA, 2009; pp. 395–405, ISBN 978-1-59745-170-3.

66. Doores, K.J.; Burton, D.R. Variable Loop Glycan Dependency of the Broad and Potent HIV-1-Neutralizing Antibodies PG9 and
PG16. J. Virol. 2010, 84, 10510–10521. [CrossRef] [PubMed]

67. Cao, L.; Pauthner, M.; Andrabi, R.; Rantalainen, K.; Berndsen, Z.; Diedrich, J.K.; Menis, S.; Sok, D.; Bastidas, R.; Park, S.-K.R.; et al.
Differential Processing of HIV Envelope Glycans on the Virus and Soluble Recombinant Trimer. Nat. Commun. 2018, 9, 3693.
[CrossRef] [PubMed]

68. Brandenberg, O.F.; Magnus, C.; Rusert, P.; Regoes, R.R.; Trkola, A. Different Infectivity of HIV-1 Strains Is Linked to Number of
Envelope Trimers Required for Entry. PLOS Pathog. 2015, 11, e1004595. [CrossRef]

69. Yang, X.; Kurteva, S.; Ren, X.; Lee, S.; Sodroski, J. Stoichiometry of Envelope Glycoprotein Trimers in the Entry of Human
Immunodeficiency Virus Type 1. J. Virol. 2005, 79, 12132–12147. [CrossRef]

70. Orentas, R.J.; Hildreth, J.E.K. Association of Host Cell Surface Adhesion Receptors and Other Membrane Proteins with HIV and
SIV. AIDS Res. Hum. Retroviruses 1993, 9, 1157–1165. [CrossRef]

71. Frank, I.; Stoiber, H.; Godar, S.; Stockinger, H.; Steindl, F.; Katinger, H.W.D.; Dierich, M.P. Acquisition of Host Cell-Surface-Derived
Molecules by HIV-1. AIDS 1996, 10, 1611–1620. [CrossRef]

72. Montefiori, D.C.; Cornell, R.J.; Zhou, J.Y.; Zhou, J.T.; Hirsch, V.M.; Johnson, P.R. Complement Control Proteins, CD46, CD55,
and CD59, as Common Surface Constituents of Human and Simian Immunodeficiency Viruses and Possible Targets for Vaccine
Protection. Virology 1994, 205, 82–92. [CrossRef] [PubMed]

https://doi.org/10.1002/cpz1.368
https://www.ncbi.nlm.nih.gov/pubmed/35201679
https://doi.org/10.1016/j.vaccine.2016.08.074
https://www.ncbi.nlm.nih.gov/pubmed/27614781
https://doi.org/10.1038/s41598-017-18227-8
https://www.ncbi.nlm.nih.gov/pubmed/29259315
https://doi.org/10.1038/s41598-023-50365-0
https://doi.org/10.1128/jvi.00363-24
https://doi.org/10.1101/614461
https://doi.org/10.1172/jci.insight.90626
https://doi.org/10.1128/JVI.01783-19
https://www.ncbi.nlm.nih.gov/pubmed/31852789
https://doi.org/10.1002/cpcy.79
https://www.ncbi.nlm.nih.gov/pubmed/32936529
https://doi.org/10.1126/science.1178746
https://www.ncbi.nlm.nih.gov/pubmed/19729618
https://doi.org/10.1038/nature10373
https://www.ncbi.nlm.nih.gov/pubmed/21849977
https://doi.org/10.1128/JVI.65.9.4832-4838.1991
https://www.ncbi.nlm.nih.gov/pubmed/1714520
https://doi.org/10.1128/mBio.00358-18
https://www.ncbi.nlm.nih.gov/pubmed/29559570
https://doi.org/10.1128/JVI.74.15.7096-7107.2000
https://doi.org/10.1080/21645515.2017.1373922
https://doi.org/10.1101/2020.10.15.341636
https://doi.org/10.1128/jvi.00552-10
https://www.ncbi.nlm.nih.gov/pubmed/20686044
https://doi.org/10.1038/s41467-018-06121-4
https://www.ncbi.nlm.nih.gov/pubmed/30209313
https://doi.org/10.1371/journal.ppat.1004595
https://doi.org/10.1128/jvi.79.19.12132-12147.2005
https://doi.org/10.1089/aid.1993.9.1157
https://doi.org/10.1097/00002030-199612000-00004
https://doi.org/10.1006/viro.1994.1622
https://www.ncbi.nlm.nih.gov/pubmed/7526538


Viruses 2024, 16, 935 21 of 21

73. Horwitz, J.A.; Bar-On, Y.; Lu, C.-L.; Fera, D.; Lockhart, A.A.K.; Lorenzi, J.C.C.; Nogueira, L.; Golijanin, J.; Scheid, J.F.; Seaman,
M.S.; et al. Non-Neutralizing Antibodies Alter the Course of HIV-1 Infection in Vivo. Cell 2017, 170, 637–648.e10. [CrossRef]

74. Ramdas, P.; Sahu, A.K.; Mishra, T.; Bhardwaj, V.; Chande, A. From Entry to Egress: Strategic Exploitation of the Cellular Processes
by HIV-1. Front. Microbiol. 2020, 11, 559792. [CrossRef]

75. Huang, C.; Venturi, M.; Majeed, S.; Moore, M.J.; Phogat, S.; Zhang, M.-Y.; Dimitrov, D.S.; Hendrickson, W.A.; Robinson, J.;
Sodroski, J.; et al. Structural Basis of Tyrosine Sulfation and VH-Gene Usage in Antibodies That Recognize the HIV Type 1
Coreceptor-Binding Site on Gp120. Proc. Natl. Acad. Sci. USA 2004, 101, 2706–2711. [CrossRef] [PubMed]

76. Choe, H.; Li, W.; Wright, P.L.; Vasilieva, N.; Venturi, M.; Huang, C.-C.; Grundner, C.; Dorfman, T.; Zwick, M.B.; Wang, L.; et al.
Tyrosine Sulfation of Human Antibodies Contributes to Recognition of the CCR5 Binding Region of HIV-1 Gp120. Cell 2003, 114,
161–170. [CrossRef] [PubMed]

77. Gorny, M.K.; Gianakakos, V.; Sharpe, S.; Zolla-Pazner, S. Generation of Human Monoclonal Antibodies to Human Immunodefi-
ciency Virus. Proc. Natl. Acad. Sci. USA 1989, 86, 1624–1628. [CrossRef] [PubMed]

78. Peachman, K.K.; Wieczorek, L.; Polonis, V.R.; Alving, C.R.; Rao, M. The Effect of sCD4 on the Binding and Accessibility of HIV-1
Gp41 MPER Epitopes to Human Monoclonal Antibodies. Virology 2010, 408, 213–223. [CrossRef] [PubMed]

79. Davis, K.A.; Abrams, B.; Iyer, S.B.; Hoffman, R.A.; Bishop, J.E. Determination of CD4 Antigen Density on Cells: Role of Antibody
Valency, Avidity, Clones, and Conjugation. Cytometry 1998, 33, 197–205. [CrossRef]

80. BD QuantibriteTM Beads. Available online: https://www.bdbiosciences.com/content/bdb/paths/generate-tds-document.us.34
0495.pdf (accessed on 5 January 2024).

81. Gratama, J.W.; D’hautcourt, J.-L.; Mandy, F.; Rothe, G.; Barnett, D.; Janossy, G.; Papa, S.; Schmitz, G.; Lenkei, R.; European Working
Group on Clinical Cell Analysis. Flow Cytometric Quantitation of Immunofluorescence Intensity: Problems and Perspectives.
Cytometry 1998, 33, 166–178. [CrossRef]

82. Lusso, P. The Quest for an HIV-1 Vaccine: Will mRNA Deliver Us from Evil? Expert Rev. Vaccines 2023, 22, 267–269. [CrossRef]
[PubMed]

83. Wagh, K.; Bhattacharya, T.; Williamson, C.; Robles, A.; Bayne, M.; Garrity, J.; Rist, M.; Rademeyer, C.; Yoon, H.; Lapedes, A.; et al.
Optimal Combinations of Broadly Neutralizing Antibodies for Prevention and Treatment of HIV-1 Clade C Infection. PLoS Pathog.
2016, 12, e1005520. [CrossRef] [PubMed]

84. Kong, R.; Louder, M.K.; Wagh, K.; Bailer, R.T.; deCamp, A.; Greene, K.; Gao, H.; Taft, J.D.; Gazumyan, A.; Liu, C.; et al. Improving
Neutralization Potency and Breadth by Combining Broadly Reactive HIV-1 Antibodies Targeting Major Neutralization Epitopes.
J. Virol. 2015, 89, 2659–2671. [CrossRef]

85. Miner, M.D.; Corey, L.; Montefiori, D. Broadly Neutralizing Monoclonal Antibodies for HIV Prevention. J. Int. AIDS Soc. 2021,
24, e25829. [CrossRef]

86. Labrijn, A.F.; Poignard, P.; Raja, A.; Zwick, M.B.; Delgado, K.; Franti, M.; Binley, J.; Vivona, V.; Grundner, C.; Huang, C.-C.;
et al. Access of Antibody Molecules to the Conserved Coreceptor Binding Site on Glycoprotein Gp120 Is Sterically Restricted on
Primary Human Immunodeficiency Virus Type 1. J. Virol. 2003, 77, 10557–10565. [CrossRef] [PubMed]

87. Zhu, P.; Liu, J.; Bess, J.; Chertova, E.; Lifson, J.D.; Grisé, H.; Ofek, G.A.; Taylor, K.A.; Roux, K.H. Distribution and Three-
Dimensional Structure of AIDS Virus Envelope Spikes. Nature 2006, 441, 847. [CrossRef] [PubMed]

88. Welsh, J.A.; Arkesteijn, G.J.A.; Bremer, M.; Cimorelli, M.; Dignat-George, F.; Giebel, B.; Görgens, A.; Hendrix, A.; Kuiper, M.;
Lacroix, R.; et al. A Compendium of Single Extracellular Vesicle Flow Cytometry. J. Extracell. Vesicles 2023, 12, e12299. [CrossRef]
[PubMed]

89. Binley, J.M.; Sanders, R.W.; Clas, B.; Schuelke, N.; Master, A.; Guo, Y.; Kajumo, F.; Anselma, D.J.; Maddon, P.J.; Olson, W.C.;
et al. A Recombinant Human Immunodeficiency Virus Type 1 Envelope Glycoprotein Complex Stabilized by an Intermolecular
Disulfide Bond between the Gp120 and Gp41 Subunits Is an Antigenic Mimic of the Trimeric Virion-Associated Structure. J. Virol.
2000, 74, 627–643. [CrossRef] [PubMed]

90. Sanders, R.W.; Vesanen, M.; Schuelke, N.; Master, A.; Schiffner, L.; Kalyanaraman, R.; Paluch, M.; Berkhout, B.; Maddon, P.J.;
Olson, W.C.; et al. Stabilization of the Soluble, Cleaved, Trimeric Form of the Envelope Glycoprotein Complex of Human
Immunodeficiency Virus Type 1. J. Virol. 2002, 76, 8875–8889. [CrossRef]

91. Sanders, R.W.; Derking, R.; Cupo, A.; Julien, J.-P.; Yasmeen, A.; de Val, N.; Kim, H.J.; Blattner, C.; de la Peña, A.T.; Korzun, J.;
et al. A Next-Generation Cleaved, Soluble HIV-1 Env Trimer, BG505 SOSIP.664 Gp140, Expresses Multiple Epitopes for Broadly
Neutralizing but Not Non-Neutralizing Antibodies. PLoS Pathog. 2013, 9, e1003618. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.cell.2017.06.048
https://doi.org/10.3389/fmicb.2020.559792
https://doi.org/10.1073/pnas.0308527100
https://www.ncbi.nlm.nih.gov/pubmed/14981267
https://doi.org/10.1016/S0092-8674(03)00508-7
https://www.ncbi.nlm.nih.gov/pubmed/12887918
https://doi.org/10.1073/pnas.86.5.1624
https://www.ncbi.nlm.nih.gov/pubmed/2922401
https://doi.org/10.1016/j.virol.2010.09.029
https://www.ncbi.nlm.nih.gov/pubmed/20961591
https://doi.org/10.1002/(SICI)1097-0320(19981001)33:2%3C197::AID-CYTO14%3E3.0.CO;2-P
https://www.bdbiosciences.com/content/bdb/paths/generate-tds-document.us.340495.pdf
https://www.bdbiosciences.com/content/bdb/paths/generate-tds-document.us.340495.pdf
https://doi.org/10.1002/(SICI)1097-0320(19981001)33:23.0.CO;2-S
https://doi.org/10.1080/14760584.2023.2184803
https://www.ncbi.nlm.nih.gov/pubmed/36825464
https://doi.org/10.1371/journal.ppat.1005520
https://www.ncbi.nlm.nih.gov/pubmed/27028935
https://doi.org/10.1128/jvi.03136-14
https://doi.org/10.1002/jia2.25829
https://doi.org/10.1128/JVI.77.19.10557-10565.2003
https://www.ncbi.nlm.nih.gov/pubmed/12970440
https://doi.org/10.1038/nature04817
https://www.ncbi.nlm.nih.gov/pubmed/16728975
https://doi.org/10.1002/jev2.12299
https://www.ncbi.nlm.nih.gov/pubmed/36759917
https://doi.org/10.1128/jvi.74.2.627-643.2000
https://www.ncbi.nlm.nih.gov/pubmed/10623724
https://doi.org/10.1128/jvi.76.17.8875-8889.2002
https://doi.org/10.1371/journal.ppat.1003618

	Introduction 
	Materials and Methods 
	Cell Culture 
	Virus Production 
	Flow Virometry 
	Plate-Based Virus Immunocapture Assay 
	p24 AlphaLISA 
	Neutralization Assay 

	Results 
	Using Flow Virometry to Evaluate the Staining of a Diverse Repertoire of Epitopes on HIV Env 
	Comparing Env Staining across Different Cellular Models of Virus Production 
	Assessing the Performance of Antibodies in Virion Capture Assays and Virus Neutralization 
	Using Flow Virometry to Evaluate the Effect of Soluble CD4 on HIV Envelope Conformation 
	Staining HIV Env with Direct Labelling to Improve Detection Sensitivity 

	Discussion 
	References

