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ABSTRACT Identifying whether viral features present in acute HIV-1 infection predeter-
mine the development of neutralization breadth is critical to vaccine design. Incorporating
such features in vaccine antigens could initiate cross-reactive antibody responses that
could sufficiently protect vaccinees from HIV-1 infection despite the uniqueness of each
founder virus. To understand the relationship between Env determinants and the develop-
ment of neutralization breadth, we focused on 197 individuals enrolled in two cohorts in
Thailand and East Africa (RV144 and RV217) and followed since their diagnosis in acute or
early HIV-1 infection. We analyzed the distribution of variable loop lengths and glycans, as
well as the predicted density of the glycan shield, and compared these envelope features
to the neutralization breadth data obtained 3 years after infection (n =121). Our study
revealed limited evidence for glycan shield features that associate with the development
of neutralization breadth. While the glycan shield tended to be denser in participants
who subsequently developed breadth, no significant relationship was found between the
size of glycan holes and the development of neutralization breadth. The parallel analysis
of 3,000 independent Env sequences showed no evidence of directional evolution of gly-
can shield features since the beginning of the epidemic. Together, our results highlight
that glycan shield features in acute and early HIV-1 infection may not play a role determi-
nant enough to dictate the development of neutralization breadth and instead suggest
that the glycan shield’s reactive properties that are associated with immune evasion may
have a greater impact.

IMPORTANCE A major goal of HIV-1 vaccine research is to design vaccine candidates
that elicit potent broadly neutralizing antibodies (bNAbs). Different viral features have
been associated with the development of bNAbs, including the glycan shield on the
surface of the HIV-1 Envelope (Env). Here, we analyzed data from two cohorts of individ-
uals who were followed from early infection to several years after infection spanning
multiple HIV-1 subtypes. We compared Env glycan features in HIV-1 sequences obtained
in early infection to the potency and breadth of neutralizing antibodies measured 1 to
3 years after infection. We found limited evidence of glycan shield properties that
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associate with the development of neutralization breadth in these cohorts. These results
may have important implications for antigen design in future vaccine strategies and
emphasize that HIV-1 vaccines will need to rely on a complex set of properties to elicit
neutralization breadth.

KEYWORDS Env glycans, HIV-1, evolution, neutralization

Many enveloped viral pathogens use the host cell glycosylation machinery to cover
the surface of their proteins with self-glycans. Glycosylation was shown to serve

key functions for different viral proteins, such as the hemagglutinin of influenza virus
(1), the coronavirus spike (2), the glycoprotein complex of Lassa virus (3), or the glyco-
proteins of Ebola (4, 5), dengue (6), and Zika (7) viruses or HIV-1. The structure and
function of HIV-1’s Envelope (Env) glycan shield has been intensely studied. The HIV-1
Env on mature virions form a trimer of noncovalently associated gp120-gp41 hetero-
dimers. Glycans densely cover the Env surface with medians of 25 glycans found on
gp120 and 4 glycans found on gp41 (8). Hence, about half of the mass of HIV-1 viruses
is constituted by glycans covering Env (9). This poses a significant challenge for vaccine
design since these self-glycans derived through the host cell pathways are poorly im-
munogenic. However, licensed vaccines typically try to mimic native antigens. Because
eliciting responses against nonnative glycoforms or against conserved epitopes that
are occluded on mature Env would appear counterproductive, HIV-1 vaccine strategies
try to integrate knowledge of HIV-1 glycosylation.

While the glycan shield has long been recognized for its ability to mask the viral Env
from the immune system and to confer escape from the host’s neutralizing antibodies,
there are now multiple examples of broadly neutralizing antibodies (bNAbs) capable of
recognizing glycans. Such bNAbs were shown to include glycans in their epitopes, recog-
nize complex glycans, or penetrate the glycan shield through long heavy-chain comple-
mentarity-determining region-3 (HCDR3) regions that allow protein/protein contacts
(e.g., PGT128/145/151) (10–14).

Approximately half of HIV-1-infected individuals develop antibodies that can neu-
tralize at least half of the viruses in large panels of diverse viruses, and around 20% of
individuals mount bNAbs (15–18). While the induction of bNAbs by a subset of HIV-1-
infected individuals does not seem to be beneficial in terms of disease progression for
these individuals, it is widely accepted that an HIV-1 vaccine would need to elicit such
bNAbs to be protective against the myriad HIV-1 circulating viruses. Since generation
of bNAbs in humans has proven challenging to date, manipulation of glycans on HIV-1
vaccine antigens might improve bNAb induction in vivo. Previous studies highlighted
the complexity of the interactions between glycans and the development of neutrali-
zation breadth. Different reports emphasized that Env with shorter loops (specifically
V1V2) and thus a limited number of glycans may be selected upon transmission to a
new host and associated with increased sensitivity to neutralization (19–23). However,
at the population level, there was no strong evidence for the selection of shorter loops
or fewer potential N-linked glycosylation sites (PNGS), and circulating viruses appear to
show an increase in resistance to antibody neutralization since the beginning of the
epidemic (24–29).

More recent studies have sought to integrate additional information pertaining to
the trimeric Env structure in addition to sequence characteristics such as loop length.
Based on Env sequences and neutralization breadth information from 12 individuals fol-
lowed for several years, Wagh et al. showed that an intact or complete glycan shield at
the beginning of infection was associated with the development of neutralization
breadth (30), whereas multiple reports described how holes in the glycan shield gener-
ate strain-specific neutralizing antibody responses (31–34). The results presented above
illustrate a multifaceted understanding of the role of glycans in the development of neu-
tralization breadth. Determining viral features, such as glycan features, in the early stages
of HIV-1 infection in individuals who develop neutralization breadth may be crucial to
understanding the steps that a vaccine regimen would seek to replicate in order to elicit
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similar neutralization breadth. In this study, we sought to evaluate this hypothesis by fo-
cusing on 197 individuals from two cohorts in East Africa and Thailand (RV217 and
RV144) who were followed since their diagnosis in acute or early HIV-1 infection to deter-
mine the potential role of glycans on founder and early HIV-1 Envs. Participants enrolled
in the RV217 prospective cohort were tested for HIV-1 infection twice a week (35), while
participants in the RV144 vaccine efficacy trial were tested every 6 months (36). HIV-1
genomes were sequenced via endpoint dilution from plasma samples collected at HIV-1
diagnosis and at later time points (37, 38). We characterized HIV-1 Env sequences by
evaluating the distribution of variable loop lengths and glycans, as well as the predicted
density of the glycan shield, and compared these envelope features to the neutralization
breadth data from these participants (39, 40). Our study revealed limited evidence of gly-
can shield features that associate with the development of neutralization breadth in
these cohorts.

RESULTS
Env sequences from 197 acute and early HIV-1 infections. We analyzed .4,000

Env sequences collected from 197 individuals who became HIV-1 infected while enrolled
in the prospective RV217 study (n=87) or the RV144 vaccine efficacy trial (n=110, 44
vaccine and 66 placebo recipients). RV217 participants were tested for HIV-1 RNA twice
weekly allowing diagnosis early in the infection (35, 38). All participants had env sequen-
ces sampled in the first month after HIV-1 diagnosis (range, 0 to 29 days). Forty-three par-
ticipants had sequences derived at three time points in the first 6 months of infection: at
about 1 week (0 to 16days), 1 month (18 to 48days) and 6 months (132 to 261days) af-
ter diagnosis. RV144 participants were tested for HIV-1 infection only every 6 months;
hence, their sequences were derived from samples from early infection, obtained after
individuals had already seroconverted (36, 37). We analyzed 688 Env sequences obtained
at HIV-1 diagnosis from 110 RV144 participants. Five to 10 Env sequences per subject
(extracted from SGA-derived HIV-1 near-full-length genome sequences) were used to cal-
culate the mean number of PNGS, loop lengths, or the net charge at each time point.

RV217 participants were diagnosed in Kenya, Tanzania, Uganda, and Thailand and
were infected by different HIV-1 subtypes: A1, C, D, and their recombinants (A1/C/D
recombinants) in East Africa and CRF01_AE in Thailand (Fig. 1). We found that the number
of PNGS in Env did not vary across subtypes (P=0.148, Fig. 1A). While the total number of
PNGS can vary by more than 10 glycans, the median corresponded to 29 (subtypes A1
and C) or 30 (subtype D, CRF01_AE and A1/C/D recombinants from East Africa) PNGS in
our cohort. Across subtypes, some differences could be seen when looking at the loop
lengths for V1 and V4 (Kruskal-Wallis P# 0.003, Fig. 1B and C). For example, the median V1
length varied between 28 amino acids (aa) for A1/C/D-containing recombinants and 36 aa
for subtype C, while the median V4 length varied between 23 aa for subtype C and 33 aa
for subtype A1. The 110 RV144 participants included in this study were infected with
CRF01_AE viruses in Thailand. Similar to RV217 participants, the median number of PNGS
was 28 (interquartile range [IQR], 27 to 30), and there was no significant difference
between RV144 vaccine and placebo groups (P=0.805). Finally, whether an HIV-1 infection
is established by single or multiple founders is an important factor in acute infection (41,
42), and yet we found no evidence that founder multiplicity was affecting glycan charac-
teristics in RV217 participants (median number of PNGS=29.14 [multiple] and 29 [single],
P=0.915) or RV144 participants (vaccine, median number of PNGS=28.91 [multiple] and
28 [single], P=0.449; placebo, median number of PNGS=27.93 [multiple] and 29 [single],
P=0.112).

No glycan variation in the first year of infection. We grouped all sequences irre-
spective of the corresponding subtype/CRF since these were not linked to differences.
Using all sequences sampled within 42days of HIV-1 diagnosis in RV217 participants,
there was an average 29 PNGS per sequence (range, 23 to 35). As expected, most of the
variation in loop lengths was found in the variable loops V1, V2, V4, and V5: the mean
loop lengths were 33 aa for V1 (range, 21 to 47), 42 aa for V2 (range, 37 to 51), 31 aa for
V4 (range, 19 to 40), and 15 aa for V5 (range, 12 to 24). There was no variation for V3
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(mean, 35; range, 34 to 35; Table 1). Since we had a large number of sequences sampled
in acute infection in RV217 participants, we partitioned these obtained before peak vire-
mia, at peak viral load (VL), or 1 month after diagnosis. The number of PNGS per
sequence remained constant (n=29) at these early time points, as well as at 6 months af-
ter diagnosis, reflecting that loop lengths were as likely to extend or shorten depending
on the individuals (Fig. 2A). Since the overall variation in Env is usually driven by differen-
ces in V1 and V2 loops, we analyzed these loops separately: the summary numbers
remained constant over time for V1 (4 PNGS, P=0.269; 34 aa, P=0.121) and for V2 (2
PNGS, P = 0.185) (Fig. 2B to D). However, for V2 loop lengths, there was a significant dif-
ference between acute infection and 6 months, driven by a small decrease in V2 length
in some individuals (median= 42.8 [acute] versus 41.78 [6months], P=0.011) (Fig. 2E). A
total of 9 individuals showed a decrease in V2 length (by 0.11 to 4.4 aa), and 1 showed
an increase by 0.45 aa, while 30 individuals showed no variation. Interestingly, individu-
als for whom we identified changes in V2 length showed higher set point viral load than
those with V2 that remained constant: SPVL=4.9 versus 4.05 (P=0.004) (Fig. 2F).

Next, we investigated whether loop length or glycan characteristics had an impact
on markers of disease progression. We found no relationship between set point viral
load and the number of PNGS in acute infection or at 6months (acute, Rho [r ] =
20.05 and P=0.688; 6months, Rho = 20.03 and P=0.834). Likewise, there was also no
association with viral loads measured at peak or at the nadir following peak nor when
considering loop lengths instead of the number of PNGS (P$ 0.593). We also ran these
comparisons separately for each variable loop; there was no robust evidence of an
association, except for a few cases. For example, the length of V1 at peak viremia was
negatively associated with peak viral loads (Rho = 20.59, P=0.005), but the number of
PNGS in V1 prepeak was associated with peak VL (Rho = 0.33, P=0.022), whereas the

FIG 1 Similar numbers of PNGS found across HIV-1 subtypes. (A) Numbers of PNGS found in Env sequences from RV217
participants. (B and C) Loop lengths for V1 (B) and V4 (C), represented because significant differences were observed
across subtypes. The figure shows the number of participants and median values for each group along with P values for
Kruskal-Wallis tests.
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length of V4 at 6months postinfection was negatively associated with set point loads
(Rho = 20.48, P=0.002).

We showed in the RV217 data set that there was no overall change in the number
of PNGS in the first 6 months of infection (Fig. 2); thus, we analyzed all RV144 sequen-
ces together since these were collected within 6 months of infection. When we ana-
lyzed the data from 110 RV144 participants, we also found no relationship between
glycan features and set point viral load (Spearman correlation coefficient Rho= 0.082,
P=0.514). Results were similar when analyzing vaccine and placebo groups separately
(vaccine, Rho = 0.17 and P=0.444; placebo, Rho = 0.005 and P=0.976).

No longitudinal variation over calendar years. Sequences from the RV217 and
RV144 cohorts were sampled over a limited time frame (RV217, 2009 to 2014; RV144,
2004 to 2009) relative to the duration of the HIV-1 epidemic. We evaluated how
sequences from this time period related to publicly available sequences sampled since
the beginning of the epidemic. Large sets of Env sequences were analyzed to retain
only those that were independent, not hypermutated and corresponding to a com-
plete open reading frame. This resulted in data sets of Env sequences from subtypes
A1 (203 sequences), B (1,035 sequences), C (1,184 sequences), D (116 sequences), and
CRF01_AE (497 sequences). As would be expected, the extremes of the distribution
tended to increase over time. Yet, we found no correlation between the number of
PNGS and the year of sampling: Rho values ranged between 20.05 and 0.13, with no
significant P values, and there was no indication of a trend toward an increase or a
decrease in the number of PNGS over time (Fig. 3).

Since our RV217 and RV144 sequences were sampled from four countries, we re-
stricted our data sets to sequences from those countries and considered sequences
from Kenya, Tanzania, and Uganda together and those from Thailand separately.
Sequences were grouped by time periods (those sampled in the 1980s and 1990s and
those sampled around 2000, 2005, and 2010). For subtype A1, the number of sequen-
ces in each group of circulating sequences ranged between 21 and 53 and the median
number of PNGS varied between 28 (in the 1980s and 1990s) and 29 (around year
2005 and 2010) over time, which is equivalent to the 29 PNGS identified in RV217’s A1

TABLE 1 Characteristics of HIV-1 glycan and loop lengths in RV217 and RV144 participantsa

Group and parameter Env PNGS V1 PNGS V1 length V2 PNGS V2 length V3 PNGS V3 length V4 PNGS V4 length V5 PNGS V5 length
RV217, acute
Min. 22.89 2 21 0 37 0 34 2 19 0 12
Q1 27.99 3.25 28.67 2 40 1 35 4 28 1 13.6
Median 29 4 33.87 2 42 1 35 4 31 1 14
Mean 29.07 4.23 32.96 2.2 42.41 0.98 34.83 4.28 30.48 1.43 14.76
Q3 30.58 5 37 2.5 44 1 35 5 33 2 15
Max. 34.8 8 47 4 51 1 35 6.94 40 3 24

RV217, 6 mo
Min. 24.7 2.38 21 1 37 0.95 34 2 20 0.1 10.4
Q1 28 3.5 31 1.9 40 1 35 3.89 28.05 1 14
Median 29.4 4 34 2 41.78 1 35 4.88 31 1.88 14
Mean 29.12 4.15 32.89 2.17 42.18 1 34.85 4.39 30.81 1.52 14.71
Q3 30.3 4.9 36 2.5 44 1 35 5 33 2 15
Max. 32.56 6.8 44 3.8 51 1 35 6.33 38 2.7 22.07

RV144
Min. 23 2 20.5 0 37 0 33.83 1.17 20 0.8 12
Q1 27.07 4 33 1.88 40 1 35 3 26 1 13.94
Median 28.25 5 35 2 40.5 1 35 4 28 2 15
Mean 28.47 4.68 35.15 2.05 42.12 0.88 35.06 3.68 27.67 1.7 15.2
Q3 29.93 5 37.19 2 44.2 1 35 4 29.81 2 16
Max. 34.8 6.67 47 4.9 61 1 36 6 36.78 3 28

aSummary measures of the number of PNGS and loop lengths (expressed as the numbers of amino acids) are provided for HIV-1 sequences from RV217 and RV144
participants. Sequences from RV217 participants were sampled in the first month after HIV-1 diagnosis and 6 months later, sequences from RV144 were obtained within the
first 6 months of infection. Min., minimum; Max., maximum.
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sequences (Kruskal-Wallis, P=0.125) (Fig. 4). Patterns were similar for subtype C or
CRF01_AE (Kruskal-Wallis, P=0.440 and 0.759, respectively) (Fig. 4); there were too few
subtype D sequences for this comparison.

Parallel analyses of loop lengths showed that all loops (except V3 which usually
consists of 35 aa) became more variable across individuals over time; however, there
was no significant trend toward an increase or a decrease in the loop lengths over
time (Fig. 5). Significant differences observed in Table 2 were associated with large var-
iations in the number of sequences available for comparison at each time period.

Limited relationship between glycans and the development of neutralization
breadth. Neutralization assays were performed on samples collected up to 3 to 4 years
after infection from both RV144 and RV217 participants to determine the percentage of
viruses that could be neutralized in a panel of 34 viruses (37, 39, 40). We compared the
number of glycans and loop lengths between sequences from individuals who

FIG 2 Numbers of PNGS and loop lengths over the first 6 months of infection. (A) The plot compares the number of PNGS
in Env sequences sampled before peak viremia (0 to 15 days postdiagnosis), at peak (0 to 25 days postdiagnosis), about 1
month after diagnosis (postpeak, 21 to 42 days postdiagnosis), and 6 months after diagnosis (132 to 261 days). The figure
shows the number of participants and median values for each group. (B to E) The numbers of PNGS in V1 (B) and V2 (C)
and the V1 length (D) and V2 length (E) were compared to sequences sampled during acute infection and 6 months later.
The figures show the median values for each group along with P values for Wilcoxon signed-rank test. (F) Set point viral
load was compared between individuals who showed changes in V2 length over the first 6 months of infection and those
whose V2 sequences showed no variation. The figure shows median values for each group, along with P values for Mann-
Whitney tests.
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developed either more than 70% or less than 35% breadth. Among 91 RV144 partici-
pants (74 with CRF01_AE infections sequenced), following 3 to 4 years of infection, 8 (7
with CRF01_AE sequence data) developed 70% breadth, and 23 showed less than 35%
breadth (16 with CRF01_AE sequence data) (39). Among 68 RV217 participants (65 with
sequence data), 13 developed 70% breadth, and 12 showed less than 35% breadth (40).

Among RV217 participants, there were more PNGS in sequences from individuals
who developed bNAbs (n=30) than in those who did not develop bNAbs over time
(n=28), and yet this difference did not reach statistical significance: P=0.064 for
sequences sampled in acute infection (Fig. 6A). We found evidence of a relationship
between the number of PNGS and the development of neutralization breadth 2 years
after infection. Specifically, breadth was positively associated with all the PNGS metrics
in acute infection (Rho= 0.53, P=0.001) (Fig. 6C). However, this relationship disap-
peared when breadth was measured 3 years after infection (Rho = 0.33, P=0.101)
(Fig. 6D) or at peak breadth (Rho= 0.12, P=0.332) (Fig. 6E).

Considering the RV144 data set, contrary to the RV217 data set, we found no evi-
dence that individuals who developed breadth had more PNGS: there was a median of
28 PNGS in sequences from individuals who developed bNAbs, and there was a me-
dian of 27 in those who did not develop bNAbs over time (P= 0.297) (Fig. 6B). There
was no evidence of an association between the number of PNGS in early infection
(within 6months) and the development of neutralization breadth 3 years after infec-
tion in placebo participants (Rho = 20.058, P=0.754). This may be due to the fact that
only eight placebo recipients developed breadth in this cohort. In contrast, in vaccin-
ees, an increase in the number of PNGS was associated with increased neutralization
breadth (Rho= 0.57, P=0.027); however, only two vaccinees showed bNAbs that could
neutralize more than half of the virus panel. Similarly, there was no association

FIG 3 No variation in the number of PNGS in Env sequences sampled since the beginning of the epidemic. The relationship
between numbers of PNGS and time was calculated using Spearman’s correlations. Similar patterns were seen across HIV-1
subtypes. The number of independent sequences sampled per subtype varied between 116 (subtype D) and 1184 (subtype
C) sequences. The figure shows Spearman’s r and P values.
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between Env variable loop lengths and the development of neutralization breadth in
both the RV217 and RV144 cohorts (P$ 0.254).

Modeling the glycan shield. As the number of PNGS and loop lengths are not the
best representation of the glycans covering the envelope, we investigated computa-
tional models of the glycan shield that account for the resolved Env structure. We
adapted the method developed by Wagh et al. (30) and added two features. First, we
replaced the all-or-none shielding distance cutoff of 10 angstrom (Å) with a function
centered ;12Å (0.5 Å). By doing this, the shielding probability was set to gradually
decline between 6Å (1 Å) and 18Å (0 Å). Second, to calculate the hole area H, we used
the number of surface atoms instead of the accessible surface area (ASA) for sites that
lacked a well-defined structure such as the hypervariable sites in the loops (Wagh et al.
defined the hole area [Hw] as the sum of the ASA of the sites in the glycan hole). Our
implementation showed results (Rho = 20.66, P=0.019) similar to those of the original
study by Wagh et al., which we could reproduce (Rho = –0.65, P= 0.023).

FIG 4 No variation in the number of PNGS found in Env since the beginning of the epidemic. The median number of PNGS
found in circulating Env sequences was compared over time and across subtypes. Data sets of circulating sequences were
compared to the RV217 and RV144 cohorts; sequences from RV144 vaccine and placebo recipients were analyzed separately.
The figure shows the number of participants and median values for each group, along with P values for Kruskal-Wallis tests.
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We calculated the size of the glycan hole in our sequences. In the RV217 data set,
using sequences sampled in acute infection (within 42 days of diagnosis) the glycan
hole had a median size H= 55.2 surface atoms (range, 14.5 to 137.2). Results were simi-
lar using sequences sampled 6months after infection: the glycan hole had a median
size H= 49.1 surface atoms (range, 14.5 to 126.7) (Fig. 7A). Hence, there was no signifi-
cant difference between glycan holes measures corresponding to sequences from the
first month of infection or to sequences sampled 6 months later (P=0.180, Wilcoxon
signed-rank test) (Fig. 7A). Similar results were obtained when using the method devel-
oped by Wagh et al. (P=0.815). In the RV144 data set, the median glycan hole size was
59.0 surface atoms (range, 17.1 to 144.6). The glycan hole size in sequences from
RV144 placebo recipients tended to be slightly higher than the glycan hole size in vac-
cine recipients (P=0.103) (Fig. 7B) and significantly higher than the glycan hole size in
RV217 participants (P=0.006) (Fig. 7C).

FIG 5 Little variation in the number of PNGS found in Env since the beginning of the epidemic. The relationship between loop lengths and
time was calculated using Spearman’s correlations across HIV-1 subtypes and CRF. The figures show Spearman’s r and P values.
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To evaluate whether sequences from RV217 and RV144 participants were represen-
tative of global HIV-1 sequences, we calculated glycan hole sizes in the large data sets
of circulating sequences representing HIV-1 subtypes and CRF. In the past decade, me-
dian glycan hole sizes ranged between 42.0 surface atoms (subtype D, n=116 sequen-
ces) and 51.7 surface atoms (subtype B, n=1,035 sequences) across data sets
(IQR= 32.8 to 45.5) (Fig. 8). Glycan holes from RV217 participants infected with sub-
types A1 or C were comparable to those calculated in circulating Env sequences.
Likewise, glycan holes in RV144 participants were similar to those found in circulating
CRF01_AE sequences. Finally, we found no evidence that glycan holes calculated
across 3115 Env sequences tended to decrease or increase since the beginning of the
epidemic (Fig. 9).

No relationship between the completeness of the glycan shield and the
development of neutralization breadth. We analyzed the relationship between gly-
can hole size and neutralization breadth. In the RV217 cohort, the founder hole size or
area was smaller in the group of individuals who developed bNAbs (H= 51.4 surface
atoms) than in those who did not develop breadth (65.8 surface atoms), but this differ-
ence was not significant (P=0.091). We found no relationship between the glycan hole
size and the neutralization breadth measured 3 years after infection (Rho = 20.13,
P=0.435) nor at 2 years (Rho = 20.12, P=0.563). The results were similar using peak
breadth measurements (Rho = 20.15, P=0.227) (Fig. 10A). Since our neutralization
assays were performed earlier in infection (at a median of 926 days postdiagnosis) than
in the individuals reported in the study by Wagh et al. (median = 1,398 days), we

TABLE 2 Characteristics of HIV-1 glycan and loop lengths in circulating sequencesa

Subtype Env PNGS V1 PNGS V1 length V2 PNGS V2 length V3 PNGS V3 length V4 PNGS V4 length V5 PNGS V5 length
Subtype A1
y8090 28 4 29 2 43 1 35 4 32 1 14
y2000 29 4 29 2 42 1 35 5 32 2 14
y2005 29 4 32 2 42 1 35 5 32 1 14
y2010 29 4 31 2 42 1 35 5 33 1 14
K-W P 0.317 0.038 0.031 0.886 0.360 0.161 0.583 0.999 0.763 0.370 0.679

Subtype B
y8090 30 4 34 2 39 1 35 4 31 1 15
y2000 31 4 35 2 40 1 35 4 31 2 15
y2005 31 4 34 2 40 1 35 5 32 2 15
y2010 30 4 33 2 41 1 35 4 32 2 15
K-W P 0.315 0.333 0.009 0.0005 ,0.0001 0.088 ,0.0001 0.037 0.001 0.012 0.283

Subtype C
y8090 29 4 29.5 2 42 1 35 4 29 1 15
y2000 29 4 31.5 2 41 1 35 4 28 1 15
y2005 29 4 31 2 42 1 35 4 28 1 15
y2010 29 4 31 2 42 1 35 4 29 1 15
K-W P 0.047 0.063 0.003 0.602 0.209 0.644 0.004 0.186 0.001 0.007 0.715

Subtype D
y8090 29 4 28 2 41 1 34 4 31 2 14
y2000 29 4 34 2 40 1 34 4 31 2 15
y2005 28 3 29 2 40 1 34.5 4 30.5 2 15
y2010 28 4 29.5 2 39.5 1 34.5 5 32.5 1 14
K-W P 0.457 0.017 0.022 0.220 0.452 0.788 0.226 0.356 0.701 0.576 0.334

Subtype CRF01_AE
y8090 29 5 34 2 40 1 35 4 28 2 14
y2000 29 5 34 2 41 1 35 4 28 2 14
y2005 29 5 35 2 41 1 35 4 28 2 14
y2010 29 5 34 2 41 1 35 4 27 2 14
K-W P 0.813 0.363 0.263 0.641 0.320 0.018 0.210 0.282 0.022 0.315 0.920

aK-W P, Kruskal-Wallis P value. Median values for loop lengths (expressed as the numbers of amino acids) are provided for circulating sequences for different time periods
and subtypes or CRF. Kruskal-Wallis tests were used to compare the difference across time periods.
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censored data in the Wagh cohort to obtain a similar median as in RV217 (962 days).
The original relationship reported by Wagh was maintained (Rho = –0.71, P=0.010),
indicating that the earlier data in our cohort was not the cause of the lack of relation-
ship between glycan hole size and neutralization in RV217. Moreover, in the RV144 pla-
cebo group we also found no evidence of a relationship between small glycan holes
and the development of neutralization breadth (Rho = 20.14, P=0.317) (Fig. 10B). The
results were similar when we included both vaccine and placebo groups (Rho = 20.10,
P=0.334).

DISCUSSION

An ideal HIV-1 vaccine candidate would replicate early stages of HIV-1 infection
within individuals who develop bNAbs to promote the development of potent

FIG 6 Relationship between number of PNGS and neutralization breadth. The number of PNGS identified in Env sequences
during acute HIV-1 infection in RV217 (A) and at diagnosis in RV144 (B) participants was compared across participants who
developed neutralization breadth (greater than 70% of the 34-virus panel, in red) or not (,35% of the 34-virus panel, in
blue). The figures show the number of participants and median values for each group, along with P values for Mann-Whitney
tests. The relationship between numbers of PNGS during acute infection and neutralization breadth measured 2 years (C), 3
years postinfection (D), or at peak breadth (E) was calculated using Spearman’s correlations, including all participants’ data in
RV217. The correlation between increased breadth for Env with high numbers of PNGS observed 2 years after infection was
not seen 3 years after infection or at peak breadth. The peak breadth measurements occurred between 170 and 2,115 days
after diagnosis. The figures show Spearman’s r and P values, along with the number of individuals in each subgroup.
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neutralization breadth. We therefore investigated whether specific characteristics of
the HIV-1 Env glycan shield were associated with the development of neutralization
breadth. Specifically, we evaluated glycan shield features present in acute and early
HIV-1 infections in multiple HIV-1 subtypes and compared these features to neutraliza-
tion breadth measurements obtained 2 to 3 years after infection in 121 participants en-
rolled in two cohorts. Overall, our comprehensive analysis revealed limited evidence
that supported HIV-1 acute or early infection glycan determinants that could robustly
predict the subsequent development of neutralization breadth in these cohorts. This is
consistent with the finding that the predicted neutralization specificities target princi-
pally the MPER and CD4bs rather than glycans in these cohorts (40). Collectively, our
results emphasize that the development of neutralization breadth is a complex process
involving the interaction of distinct viral and host immune characteristics overtime.

First, we studied the effect of standard measures of the HIV-1 Env glycan shield,
such as the variable loop lengths or number of PNGS, on the development of neutrali-
zation breadth. Past studies had suggested that shorter variable loop lengths or lower
number of PNGS could be advantageous toward the development of neutralization
breadth (19, 23, 26, 29). However, we did not see evidence of such patterns in RV217
or RV144. Rather, although our results did not reach significance, it appeared that the
direction of this trend was opposite: Env with longer loops and more glycans or denser
glycan shields tended to be associated with the development of broader neutralizing
responses. This positive relationship between glycans and neutralization breadth was
previously reported in a large study (n=389 Env) by Hraber et al. (43). Previous studies
had shown that infections with subtype C were associated with greater development
of neutralization breadth (17, 44). Participants in our study were infected with different
subtypes, and yet we found no evidence of subtype-specific differences, possibly due
to the small size of our cohorts; in addition, since none of the subtype C-infected indi-
viduals in our cohorts developed neutralization breadth, we could not assess subtype
C-specific effects. A strength of our study was that we conducted analyses in two inde-
pendent cohorts in two disparate geographic regions in which both the sequence and
neutralization data were obtained in the same lab using the same methodology. We
analyzed 65 participants from a prospective acute infection cohort, RV217, and 56
breakthrough infections that occurred during the study period for a vaccine efficacy
trial, RV144. It is possible that our study size reflects a regression toward the mean phe-
nomenon, whereby results previously identified in smaller cohorts could not be repro-
duced, and yet our study size was too small to evidence factors of small effect sizes.

Second, we used a more sophisticated method to describe the glycan shield than
the glycan or Env lengths measures. This method was originally developed by Wagh et
al. (30), and we included two additional features to better account for the sites that

FIG 7 Variation in Env glycan hole size across early HIV-1 infection cohorts. The glycan hole size was
compared across cohorts. (A) 41 RV217 participants with sequences sampled in the first month after
diagnosis and 6 months later; (B) RV144 vaccine (n= 35) and placebo (n= 66) participants; (C) RV217
participants with sequences sampled in the first month after diagnosis (n= 69) and RV144 placebo
participants (n= 66). The P values and corresponding statistical tests are listed above each panel.
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lack a well-defined conformation in known Env structures and to implement a gradual
distance threshold to the area shielded by a given glycan. This method allows estima-
tion of glycan hole size and, conversely, yields an estimate of the completeness of the
glycan shield. Recent studies showed that glycan holes are associated with the devel-
opment of strain-specific neutralizing responses, via the targeting of the Env epitope
unmasked due to the proximity of a glycan hole (31, 32, 45, 46). Additional studies
showed that this glycan hole effect could be engineered and reproduced for different
neo-epitopes, yielding distinct neutralization specificities (47–51). However, the
unmasking of different glycan holes did not yield an increase in cross-reactive
responses (33, 34). Wagh et al. showed that there was a significant positive relationship
between the completeness of the glycan shield (or smaller glycan holes) and the devel-
opment of neutralization breadth in a cohort of 12 individuals (30). In contrast, there
was no evidence that more complete glycan shields were associated with subsequent
breadth in our RV217 and RV144 cohorts, despite our larger sample size (121 individu-
als). We verified that the lack of significance was not due to differences in the time of

FIG 8 Variability in glycan hole sizes over time. The median glycan holes found in circulating Env sequences was
compared over time and across subtypes. Data sets of circulating sequences were compared to the RV217 and RV144
cohorts; sequences from RV144 vaccine and placebo recipients were analyzed separately. The figure shows the
numbers of participants and the median values for each group, along with P values for Kruskal-Wallis tests.
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the neutralization breadth assessments. Nonetheless, we note that when we compared
the extremes of the distribution in our cohorts, the glycan shield tended to be more
dense in individuals who later developed neutralization breadth than in those with re-
stricted development of breadth 3 years after infections, although this difference did
not reach significance (P=0.091). Likewise, Env sequences from these participants
tended to include more predicted glycans than Env from the individuals who did not
develop breadth (P=0.064). While a complete glycan shield in early infection was
not sufficient to predetermine the subsequent development of neutralization breadth,

FIG 9 No variation in glycan hole sizes in Env sequences sampled since the beginning of the epidemic. The
relationship between glycan holes and time was calculated using Spearman’s correlations. Similar patterns were seen
across HIV-1 subtypes. The number of independent sequences sampled per subtype varied between 116 (subtype D)
and 1184 (subtype C) sequences. The figure shows Spearman’s r and P values.

FIG 10 Lack of relationship between the glycan hole size and maximum neutralization breadth. HIV-1 Env
sequences were obtained in acute infection from RV217 (A) and RV144 (B) participants; only RV144 placebo
recipients were included. Neutralization breadth was assessed against a 34-virus panel, and participants
were classified as having developed .70% (red), ,35% (blue), or intermediate (gray) breadth.
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further longitudinal characterization of glycan shield dynamics may help determine
whether specific glycan shield rearrangements could promote neutralization breadth.

Third, our results were corroborated by an analysis of publicly available circulating
HIV-1 sequences. The analysis of over 3,000 independent HIV-1 Env sequences sampled
since the beginning of the epidemic revealed no significant evolution in the number
of PNGS or the size of the loop lengths over time. Likewise, glycan holes showed large
variability across circulating sequences (IQR= 32.8 to 45.5), yet there was no evidence
of a trend toward an increase or a decrease over time (correlations with the year of
sampling ranged from 20.06 to 0.05). Together with our cohort-specific findings, these
results indicate that there is no evidence of a global selective pressure that would act
unidirectionally on HIV-1 sequences toward optimal glycan features. The dense
arrangement of glycans allows to shield HIV-1 from the host immune recognition and
can afford escape from elimination by the host immune system (9, 52, 53). However,
the lack of directional change we observed over time reflects that there is no pressure
to evolve toward a lower versus higher number of glycans or a more complete glycan
shield. These findings indicate that evolutionary pressures on the glycan shield reflect
a complex set of interactions, where opposite forces can act. In an infected individual,
the appearance of a glycan hole followed by its filling may lead to a repeated process
that could shift across epitopes, as observed for the glycans at sites 332 and 334 (54).
Additional studies are needed across larger cohorts to evaluate glycan dynamics longi-
tudinally at the individual level and to explain how individual patterns translate at the
population level.

In conclusion, our comprehensive analysis indicated that the development of neu-
tralization breadth in HIV-1-infected participants in the RV217 and RV144 cohorts could
not be ascribed to any single HIV-1 Env glycan shield feature such as the loop lengths,
the number of PNGS, or the completeness of the glycan shield. Our findings illustrate
that the development of neutralization breadth is a continuous, prolonged process
where a cycle of viral mutations and host immune responses create multiple paths to-
ward improved neutralization, emphasizing that glycan shield characteristics do not
act in isolation from other parameters.

MATERIALS ANDMETHODS
Sequence data set. RV144 and RV217 HIV-1 genome sequences were derived via single genome

amplification from plasma samples and previously reported (37, 38). HIV-1 circulating sequences (one
sequence per individual) were retrieved from Los Alamos HIV Sequence Database LANL-db. Sequences
with no time stamp or subject identifier were excluded. A set of HIV-1 sequences representative of the
worldwide distribution of HIV-1 group M sequences (55) was used as a reference for glycan hole size cal-
culation. Sequences corresponding to the env gene were extracted and aligned using Gene Cutter at
LANL-db (https://www.hiv.lanl.gov/content/sequence/GENE_CUTTER/cutter.html) and edited manually
with AliView (56). Sequences with evidence of hypermutation were removed using Hypermut (https://
www.hiv.lanl.gov/content/sequence/HYPERMUT/hypermut.html).

Nucleotide sequences were translated to amino acid (aa) sequences. For sites with ambiguities that
coded for different aa, if one of the aa corresponded to the consensus of all the sequences the given
participant, this residue was chosen (otherwise “X” was used). Sequences with frame shifts or stop co-
dons were removed except if the frameshift or stop codon was located at the N- or C-terminal codon of
Env. Twenty-one sequences from 15 participants were excluded from the analysis because they pre-
sented one or more deletions at least 3 aa in length in conserved regions and were not observed in any
other sequences in the alignment.

Neutralization data. Results from the neutralization assay were previously reported for R217 and
RV144 participants (39, 40). Briefly, plasma samples collected prior to ART initiation were tested against
34 viruses representing subtypes A, B, C, D, CRF_01 AE, and CRF_02 AG. The positivity criteria were as fol-
lows: 50% inhibition of infection of a given HIV-1 virus at $1:40 plasma dilution, twice the limit of detec-
tion for the assay, and less than 50% inhibition of infection of murine leukemia virus. Breadth was calcu-
lated as the percentage of the 34-virus panel neutralized by $1:40 plasma dilution. Potency was
calculated by the geometric mean titer of the 50% inhibitory dilution of all viruses in the panel.
Neutralization data from 95 RV144 participants were available, and samples from four RV144 vaccine
recipients who did not receive all immunizations were excluded from analysis. Neutralization data from
68 RV217 participants were available.

PNGS predictions. The 4-aa N !P S/T !P pattern was used to identify potential N-linked glycosylation
sites for each sequence. Five or more sequences per participant per time point were used to calculate
the mean number of PNGS and the mean loop length.
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Estimation of the glycan hole size. Env sites that were considered accessible to antibodies were
defined based on the resolved closed prefusion Env trimer structure (PDB code 5FYJ) (57) as those with
a relative accessible surface area (ASA) (58) greater than 0.08. The relative ASA was calculated as the ra-
tio of the side chain ASA (scASA; where Ca are included) over the maximum ASA (maxASA) of a residue
(59). The residue depth, which corresponds to the distance from the residue to the solvent, was calcu-
lated using the DEPTH webserver (http://cospi.iiserpune.ac.in/depth/) (60). Two depth definitions were
used to exclude surface sites in cavities of different sizes. For large cavities, such as the center of the
closed prefusion trimer, the parameter “neighborhood waters” was set to its maximum value (= 5) to cal-
culate the depth (depth5HOH). Surface sites with depth5HOH . 8Å were excluded. For small cavities, the
parameter “neighborhood waters” was set to its default value (= 2) to calculate the depth (depth2HOH).
Surface sites with depth2HOH . 4.5 Å were excluded.

Additional sites were manually adjusted after visual inspection of the Env structure: sites 162, 166,
175, 299, 322A, 364, 411, 419, 456, and 458 were originally misclassified by the automatic procedure but
were considered as accessible, while sites 482 and 502 to 506 (bottom of the prefusion Env trimer) were
excluded as they were not accessible on viral particles.

Each sequence was mapped onto the 5FYJ structure to extract accessible surface sites. Sites that cor-
responded to an insertion with respect to 5FYJ or were located in a hypervariable segment were consid-
ered as accessible surface sites. Sites located beyond the C-terminal and N-terminal of 5FYJ were not
included as accessible surface sites. The probability of a surface site i to be shielded was estimated
according to its distance to all predicted PNGS by:

Pi ¼ 1 2 Pj ð1 2 PijÞ (1)

Pij ¼ 1= 1 1 edij212:0ð Þ (2)

where Pi is the probability that site i is shielded, Pij is the probability that site i is shielded by PNGS j, and
dij is the distance between the Cb atoms of sites i and j. For insertions or sites in the hypervariable seg-
ments (for which the distance cannot be directly predicted from 5FYJ), a pseudo distance is estimated.
The glycan hole size is calculated as:

Hole size ¼ RiðPi ref 2 PiÞsi (3)

where Pi_ref is the baseline probability of site i (the mean probability that a site is shielded in a set of
sequences representative of HIV-1 group M), si is the number of nonhydrogen side chain atoms of the
amino acid on site i (Ca was considered as a side chain atom to give one surface atom for surface Gly),
and the summation is over all surface sites with Pi_ref . 0.5 and Pi_ref2 Pi. 0.1. The glycan hole size for
sequences from a given participant at a time point was defined as the mean glycan hole size of all the
sequences available from the participant at that time point.

Statistical analysis. Visualization and statistical testing were performed in Python (Scipy was used
for the calculation of Spearman’s correlation, as well as pairwise comparison of glycan hole area and gly-
can hole size [61]) and R (with R packages ggplot2 [62]), ggpubr (https://rpkgs.datanovia.com/ggpubr/),
and GGally (https://github.com/ggobi/ggally).

ACKNOWLEDGMENTS
We are indebted to the RV144 and RV217 participants and clinical team.
This study was supported by a cooperative agreement between The Henry M. Jackson

Foundation for the Advancement of Military Medicine, Inc., and the U.S. Department of
the Army (W81XWH-18-2-0240).

The views expressed are those of the authors and should not be construed to
represent the positions of the U.S. Army, the Department of Defense, or the Department
of Health and Human Services.

REFERENCES
1. Kobayashi Y, Suzuki Y. 2012. Evidence for N-glycan shielding of antigenic

sites during evolution of human influenza A virus hemagglutinin. J Virol
86:3446–3451. https://doi.org/10.1128/JVI.06147-11.

2. Walls AC, Tortorici MA, Frenz B, Snijder J, Li W, Rey FA, DiMaio F, Bosch BJ,
Veesler D. 2016. Glycan shield and epitope masking of a coronavirus spike
protein observed by cryo-electron microscopy. Nat Struct Mol Biol
23:899–905. https://doi.org/10.1038/nsmb.3293.

3. Sommerstein R, Flatz L, Remy MM, Malinge P, Magistrelli G, Fischer N,
Sahin M, Bergthaler A, Igonet S, Ter Meulen J, Rigo D, Meda P, Rabah N,
Coutard B, Bowden TA, Lambert PH, Siegrist CA, Pinschewer DD. 2015.
Arenavirus glycan shield promotes neutralizing antibody evasion and
protracted infection. PLoS Pathog 11:e1005276. https://doi.org/10.1371/
journal.ppat.1005276.

4. Lee JE, Fusco ML, Hessell AJ, Oswald WB, Burton DR, Saphire EO. 2008. Struc-
ture of the Ebola virus glycoprotein bound to an antibody from a human sur-
vivor. Nature 454:177–182. https://doi.org/10.1038/nature07082.

5. Mohan GS, Li W, Ye L, Compans RW, Yang C. 2012. Antigenic subversion: a
novel mechanism of host immune evasion by Ebola virus. PLoS Pathog 8:
e1003065. https://doi.org/10.1371/journal.ppat.1003065.

6. Mondotte JA, Lozach PY, Amara A, Gamarnik AV. 2007. Essential role of den-
gue virus envelope protein N glycosylation at asparagine-67 during viral
propagation. J Virol 81:7136–7148. https://doi.org/10.1128/JVI.00116-07.

7. Fontes-Garfias CR, Shan C, Luo H, Muruato AE, Medeiros DBA, Mays E, Xie
X, Zou J, Roundy CM, Wakamiya M, Rossi SL, Wang T, Weaver SC, Shi PY.
2017. Functional analysis of glycosylation of Zika virus envelope protein.
Cell Rep 21:1180–1190. https://doi.org/10.1016/j.celrep.2017.10.016.

Li et al. Journal of Virology

September 2021 Volume 95 Issue 17 e00797-21 jvi.asm.org 16

https://doi.org/10.2210/pdb5FYJ/pdb
http://cospi.iiserpune.ac.in/depth/
https://doi.org/10.2210/pdb5FYJ/pdb
https://doi.org/10.2210/pdb5FYJ/pdb
https://doi.org/10.2210/pdb5FYJ/pdb
https://doi.org/10.2210/pdb5FYJ/pdb
https://rpkgs.datanovia.com/ggpubr/
https://github.com/ggobi/ggally
https://doi.org/10.1128/JVI.06147-11
https://doi.org/10.1038/nsmb.3293
https://doi.org/10.1371/journal.ppat.1005276
https://doi.org/10.1371/journal.ppat.1005276
https://doi.org/10.1038/nature07082
https://doi.org/10.1371/journal.ppat.1003065
https://doi.org/10.1128/JVI.00116-07
https://doi.org/10.1016/j.celrep.2017.10.016
https://jvi.asm.org


8. Korber B, Gaschen B, Yusim K, Thakallapally R, Kesmir C, Detours V. 2001.
Evolutionary and immunological implications of contemporary HIV-1 vari-
ation. Br Med Bull 58:19–42. https://doi.org/10.1093/bmb/58.1.19.

9. Wyatt R, Sodroski J. 1998. The HIV-1 envelope glycoproteins: fusogens, anti-
gens, and immunogens. Science 280:1884–1888. https://doi.org/10.1126/
science.280.5371.1884.

10. Pejchal R, Doores KJ, Walker LM, Khayat R, Huang PS, Wang SK, Stanfield
RL, Julien JP, Ramos A, Crispin M, Depetris R, Katpally U, Marozsan A,
Cupo A, Maloveste S, Liu Y, McBride R, Ito Y, Sanders RW, Ogohara C,
Paulson JC, Feizi T, Scanlan CN, Wong CH, Moore JP, Olson WC, Ward AB,
Poignard P, Schief WR, Burton DR, Wilson IA. 2011. A potent and broad
neutralizing antibody recognizes and penetrates the HIV glycan shield.
Science 334:1097–1103. https://doi.org/10.1126/science.1213256.

11. Walker LM, Huber M, Doores KJ, Falkowska E, Pejchal R, Julien JP, Wang SK,
Ramos A, Chan-Hui PY, Moyle M, Mitcham JL, Hammond PW, Olsen OA,
Phung P, Fling S, Wong CH, Phogat S, Wrin T, Simek MD, Protocol GPI, Koff
WC, Wilson IA, Burton DR, Poignard P, Protocol Group Principal Investiga-
tors. 2011. Broad neutralization coverage of HIV by multiple highly potent
antibodies. Nature 477:466–470. https://doi.org/10.1038/nature10373.

12. Doores KJ. 2015. The HIV glycan shield as a target for broadly neutralizing
antibodies. FEBS J 282:4679–4691. https://doi.org/10.1111/febs.13530.

13. Zhou T, Zheng A, Baxa U, Chuang GY, Georgiev IS, Kong R, O’Dell S,
Shahzad-Ul-Hussan S, Shen CH, Tsybovsky Y, Bailer RT, Gift SK, Louder
MK, McKee K, Rawi R, Stevenson CH, Stewart-Jones GBE, Taft JD, Waltari E,
Yang Y, Zhang B, Shivatare SS, Shivatare VS, Lee CD, Wu CY, Program
NCS, Mullikin JC, Bewley CA, Burton DR, Polonis VR, Shapiro L, Wong CH,
Mascola JR, Kwong PD, Wu X, NISC Comparative Sequencing Program.
2018. A neutralizing antibody recognizing primarily N-linked glycan tar-
gets the silent face of the HIV envelope. Immunity 48:500–513. https://
doi.org/10.1016/j.immuni.2018.02.013.

14. Chuang GY, Zhou J, Acharya P, Rawi R, Shen CH, Sheng Z, Zhang B, Zhou
T, Bailer RT, Dandey VP, Doria-Rose NA, Louder MK, McKee K, Mascola JR,
Shapiro L, Kwong PD. 2019. Structural survey of broadly neutralizing anti-
bodies targeting the HIV-1 Env trimer delineates epitope categories and
characteristics of recognition. Structure 27:196–206. https://doi.org/10
.1016/j.str.2018.10.007.

15. Doria-Rose NA, Klein RM, Daniels MG, O’Dell S, Nason M, Lapedes A,
Bhattacharya T, Migueles SA, Wyatt RT, Korber BT, Mascola JR, Connors M.
2010. Breadth of human immunodeficiency virus-specific neutralizing ac-
tivity in sera: clustering analysis and association with clinical variables. J
Virol 84:1631–1636. https://doi.org/10.1128/JVI.01482-09.

16. Hraber P, Seaman MS, Bailer RT, Mascola JR, Montefiori DC, Korber BT. 2014.
Prevalence of broadly neutralizing antibody responses during chronic HIV-1
infection. AIDS 28:163–169. https://doi.org/10.1097/QAD.0000000000000106.

17. Landais E, Huang X, Havenar-Daughton C, Murrell B, Price MA,
Wickramasinghe L, Ramos A, Bian CB, Simek M, Allen S, Karita E, Kilembe
W, Lakhi S, Inambao M, Kamali A, Sanders EJ, Anzala O, Edward V, Bekker
LG, Tang J, Gilmour J, Kosakovsky-Pond SL, Phung P, Wrin T, Crotty S,
Godzik A, Poignard P. 2016. Broadly neutralizing antibody responses in a
large longitudinal sub-Saharan HIV primary infection cohort. PLoS Pathog
12:e1005369. https://doi.org/10.1371/journal.ppat.1005369.

18. Rusert P, Kouyos RD, Kadelka C, Ebner H, Schanz M, Huber M, Braun DL,
Hoze N, Scherrer A, Magnus C, Weber J, Uhr T, Cippa V, Thorball CW,
Kuster H, Cavassini M, Bernasconi E, Hoffmann M, Calmy A, Battegay M,
Rauch A, Yerly S, Aubert V, Klimkait T, Boni J, Fellay J, Regoes RR,
Gunthard HF, Trkola A, Swiss HIVCS. 2016. Determinants of HIV-1 broadly
neutralizing antibody induction. Nat Med 22:1260–1267. https://doi.org/
10.1038/nm.4187.

19. Derdeyn CA, Decker JM, Bibollet-Ruche F, Mokili JL, Muldoon M, Denham
SA, Heil ML, Kasolo F, Musonda R, Hahn BH, Shaw GM, Korber BT, Allen S,
Hunter E. 2004. Envelope-constrained neutralization-sensitive HIV-1 after
heterosexual transmission. Science 303:2019–2022. https://doi.org/10
.1126/science.1093137.

20. Pinter A, Honnen WJ, He Y, Gorny MK, Zolla-Pazner S, Kayman SC. 2004.
The V1/V2 domain of gp120 is a global regulator of the sensitivity of pri-
mary human immunodeficiency virus type 1 isolates to neutralization by
antibodies commonly induced upon infection. J Virol 78:5205–5215.
https://doi.org/10.1128/jvi.78.10.5205-5215.2004.

21. Chohan B, Lang D, Sagar M, Korber B, Lavreys L, Richardson B, Overbaugh
J. 2005. Selection for human immunodeficiency virus type 1 envelope gly-
cosylation variants with shorter V1-V2 loop sequences occurs during
transmission of certain genetic subtypes and may impact viral RNA levels.
J Virol 79:6528–6531. https://doi.org/10.1128/JVI.79.10.6528-6531.2005.

22. Li B, Decker JM, Johnson RW, Bibollet-Ruche F, Wei X, Mulenga J, Allen S,
Hunter E, Hahn BH, Shaw GM, Blackwell JL, Derdeyn CA. 2006. Evidence
for potent autologous neutralizing antibody titers and compact enve-
lopes in early infection with subtype C human immunodeficiency virus
type 1. J Virol 80:5211–5218. https://doi.org/10.1128/JVI.00201-06.

23. van den Kerkhof TL, Feenstra KA, Euler Z, van Gils MJ, Rijsdijk LW, Boeser-
Nunnink BD, Heringa J, Schuitemaker H, Sanders RW. 2013. HIV-1 enve-
lope glycoprotein signatures that correlate with the development of
cross-reactive neutralizing activity. Retrovirology 10:102. https://doi.org/
10.1186/1742-4690-10-102.

24. Frost SD, Liu Y, Pond SL, Chappey C, Wrin T, Petropoulos CJ, Little SJ,
Richman DD. 2005. Characterization of human immunodeficiency virus
type 1 (HIV-1) envelope variation and neutralizing antibody responses
during transmission of HIV-1 subtype B. J Virol 79:6523–6527. https://doi
.org/10.1128/JVI.79.10.6523-6527.2005.

25. Curlin ME, Zioni R, Hawes SE, Liu Y, Deng W, Gottlieb GS, Zhu T, Mullins JI.
2010. HIV-1 envelope subregion length variation during disease progression.
PLoS Pathog 6:e1001228. https://doi.org/10.1371/journal.ppat.1001228.

26. Bunnik EM, Euler Z, Welkers MR, Boeser-Nunnink BD, Grijsen ML, Prins JM,
Schuitemaker H. 2010. Adaptation of HIV-1 envelope gp120 to humoral
immunity at a population level. Nat Med 16:995–997. https://doi.org/10
.1038/nm.2203.

27. Bouvin-Pley M, Morgand M, Moreau A, Jestin P, Simonnet C, Tran L,
Goujard C, Meyer L, Barin F, Braibant M. 2013. Evidence for a continuous
drift of the HIV-1 species towards higher resistance to neutralizing anti-
bodies over the course of the epidemic. PLoS Pathog 9:e1003477. https://
doi.org/10.1371/journal.ppat.1003477.

28. Bouvin-Pley M, Morgand M, Meyer L, Goujard C, Moreau A, Mouquet H,
Nussenzweig M, Pace C, Ho D, Bjorkman PJ, Baty D, Chames P, Pancera M,
Kwong PD, Poignard P, Barin F, Braibant M. 2014. Drift of the HIV-1 enve-
lope glycoprotein gp120 toward increased neutralization resistance over
the course of the epidemic: a comprehensive study using the most potent
and broadly neutralizing monoclonal antibodies. J Virol 88:13910–13917.
https://doi.org/10.1128/JVI.02083-14.

29. Rademeyer C, Korber B, Seaman MS, Giorgi EE, Thebus R, Robles A,
Sheward DJ, Wagh K, Garrity J, Carey BR, Gao H, Greene KM, Tang H,
Bandawe GP, Marais JC, Diphoko TE, Hraber P, Tumba N, Moore PL, Gray
GE, Kublin J, McElrath MJ, Vermeulen M, Middelkoop K, Bekker LG,
Hoelscher M, Maboko L, Makhema J, Robb ML, Abdool Karim S, Abdool
Karim Q, Kim JH, Hahn BH, Gao F, Swanstrom R, Morris L, Montefiori DC,
Williamson C. 2016. Features of recently transmitted HIV-1 clade C viruses
that impact antibody recognition: implications for active and passive im-
munization. PLoS Pathog 12:e1005742. https://doi.org/10.1371/journal
.ppat.1005742.

30. Wagh K, Kreider EF, Li Y, Barbian HJ, Learn GH, Giorgi E, Hraber PT, Decker
TG, Smith AG, Gondim MV, Gillis L, Wandzilak J, Chuang GY, Rawi R, Cai F,
Pellegrino P, Williams I, Overbaugh J, Gao F, Kwong PD, Haynes BF, Shaw
GM, Borrow P, Seaman MS, Hahn BH, Korber B. 2018. Completeness of
HIV-1 envelope glycan shield at transmission determines neutralization
breadth. Cell Rep 25:893–908. https://doi.org/10.1016/j.celrep.2018.09
.087.

31. Crooks ET, Tong T, Chakrabarti B, Narayan K, Georgiev IS, Menis S, Huang
X, Kulp D, Osawa K, Muranaka J, Stewart-Jones G, Destefano J, O’Dell S,
LaBranche C, Robinson JE, Montefiori DC, McKee K, Du SX, Doria-Rose N,
Kwong PD, Mascola JR, Zhu P, Schief WR, Wyatt RT, Whalen RG, Binley JM.
2015. Vaccine-elicited tier 2 HIV-1 neutralizing antibodies bind to quater-
nary epitopes involving glycan-deficient patches proximal to the CD4
binding site. PLoS Pathog 11:e1004932. https://doi.org/10.1371/journal
.ppat.1004932.

32. Zhou T, Doria-Rose NA, Cheng C, Stewart-Jones GBE, Chuang GY,
Chambers M, Druz A, Geng H, McKee K, Kwon YD, O’Dell S, Sastry M,
Schmidt SD, Xu K, Chen L, Chen RE, Louder MK, Pancera M, Wanninger
TG, Zhang B, Zheng A, Farney SK, Foulds KE, Georgiev IS, Joyce MG,
Lemmin T, Narpala S, Rawi R, Soto C, Todd JP, Shen CH, Tsybovsky Y, Yang
Y, Zhao P, Haynes BF, Stamatatos L, Tiemeyer M, Wells L, Scorpio DG,
Shapiro L, McDermott AB, Mascola JR, Kwong PD. 2017. Quantification of
the impact of the HIV-1-glycan shield on antibody elicitation. Cell Rep
19:719–732. https://doi.org/10.1016/j.celrep.2017.04.013.

33. Ringe RP, Pugach P, Cottrell CA, LaBranche CC, Seabright GE, Ketas TJ,
Ozorowski G, Kumar S, Schorcht A, van Gils MJ, Crispin M, Montefiori DC,
Wilson IA, Ward AB, Sanders RW, Klasse PJ, Moore JP. 2019. Closing and
opening holes in the glycan shield of HIV-1 envelope glycoprotein SOSIP
trimers can redirect the neutralizing antibody response to the newly

HIV-1 Glycans and Neutralization Breadth Journal of Virology

September 2021 Volume 95 Issue 17 e00797-21 jvi.asm.org 17

https://doi.org/10.1093/bmb/58.1.19
https://doi.org/10.1126/science.280.5371.1884
https://doi.org/10.1126/science.280.5371.1884
https://doi.org/10.1126/science.1213256
https://doi.org/10.1038/nature10373
https://doi.org/10.1111/febs.13530
https://doi.org/10.1016/j.immuni.2018.02.013
https://doi.org/10.1016/j.immuni.2018.02.013
https://doi.org/10.1016/j.str.2018.10.007
https://doi.org/10.1016/j.str.2018.10.007
https://doi.org/10.1128/JVI.01482-09
https://doi.org/10.1097/QAD.0000000000000106
https://doi.org/10.1371/journal.ppat.1005369
https://doi.org/10.1038/nm.4187
https://doi.org/10.1038/nm.4187
https://doi.org/10.1126/science.1093137
https://doi.org/10.1126/science.1093137
https://doi.org/10.1128/jvi.78.10.5205-5215.2004
https://doi.org/10.1128/JVI.79.10.6528-6531.2005
https://doi.org/10.1128/JVI.00201-06
https://doi.org/10.1186/1742-4690-10-102
https://doi.org/10.1186/1742-4690-10-102
https://doi.org/10.1128/JVI.79.10.6523-6527.2005
https://doi.org/10.1128/JVI.79.10.6523-6527.2005
https://doi.org/10.1371/journal.ppat.1001228
https://doi.org/10.1038/nm.2203
https://doi.org/10.1038/nm.2203
https://doi.org/10.1371/journal.ppat.1003477
https://doi.org/10.1371/journal.ppat.1003477
https://doi.org/10.1128/JVI.02083-14
https://doi.org/10.1371/journal.ppat.1005742
https://doi.org/10.1371/journal.ppat.1005742
https://doi.org/10.1016/j.celrep.2018.09.087
https://doi.org/10.1016/j.celrep.2018.09.087
https://doi.org/10.1371/journal.ppat.1004932
https://doi.org/10.1371/journal.ppat.1004932
https://doi.org/10.1016/j.celrep.2017.04.013
https://jvi.asm.org


unmasked epitopes. J Virol 93:e01656-18. https://doi.org/10.1128/JVI
.01656-18.

34. Yang YR, McCoy LE, van Gils MJ, Andrabi R, Turner HL, Yuan M, Cottrell
CA, Ozorowski G, Voss J, Pauthner M, Polveroni TM, Messmer T, Wilson IA,
Sanders RW, Burton DR, Ward AB. 2020. Autologous antibody responses
to an HIV envelope glycan hole are not easily broadened in rabbits. J Virol
94:e01861-19. https://doi.org/10.1128/JVI.01861-19.

35. Robb ML, Eller LA, Kibuuka H, Rono K, Maganga L, Nitayaphan S, Kroon E,
Sawe FK, Sinei S, Sriplienchan S, Jagodzinski LL, Malia J, Manak M, de
Souza MS, Tovanabutra S, Sanders-Buell E, Rolland M, Dorsey-Spitz J, Eller
MA, Milazzo M, Li Q, Lewandowski A, Wu H, Swann E, O’Connell RJ, Peel S,
Dawson P, Kim JH, Michael NL, RV 217 Study Team. 2016. Prospective
study of acute HIV-1 infection in adults in East Africa and Thailand. N Engl
J Med 374:2120–2130. https://doi.org/10.1056/NEJMoa1508952.

36. Rerks-Ngarm S, Pitisuttithum P, Nitayaphan S, Kaewkungwal J, Chiu J,
Paris R, Premsri N, Namwat C, de Souza M, Adams E, Benenson M,
Gurunathan S, Tartaglia J, McNeil JG, Francis DP, Stablein D, Birx DL,
Chunsuttiwat S, Khamboonruang C, Thongcharoen P, Robb ML, Michael
NL, Kunasol P, Kim JH, MOPH-TAVEG Investigators. 2009. Vaccination with
ALVAC and AIDSVAX to prevent HIV-1 infection in Thailand. N Engl J Med
361:2209–2220. https://doi.org/10.1056/NEJMoa0908492.

37. Rolland M, Edlefsen PT, Larsen BB, Tovanabutra S, Sanders-Buell E, Hertz
T, deCamp AC, Carrico C, Menis S, Magaret CA, Ahmed H, Juraska M, Chen
L, Konopa P, Nariya S, Stoddard JN, Wong K, Zhao H, Deng W, Maust BS,
Bose M, Howell S, Bates A, Lazzaro M, O’Sullivan A, Lei E, Bradfield A,
Ibitamuno G, Assawadarachai V, O’Connell RJ, deSouza MS, Nitayaphan S,
Rerks-Ngarm S, Robb ML, McLellan JS, Georgiev I, Kwong PD, Carlson JM,
Michael NL, Schief WR, Gilbert PB, Mullins JI, Kim JH. 2012. Increased HIV-
1 vaccine efficacy against viruses with genetic signatures in Env V2. Na-
ture 490:417–420. https://doi.org/10.1038/nature11519.

38. Rolland M, Tovanabutra S, Dearlove B, Li Y, Owen CL, Lewitus E, Sanders-
Buell E, Bose M, O’Sullivan A, Rossenkhan R, Labuschagne JPL, Edlefsen
PT, Reeves DB, Kijak G, Miller S, Poltavee K, Lee J, Bonar L, Harbolick E,
Ahani B, Pham P, Kibuuka H, Maganga L, Nitayaphan S, Sawe FK, Eller LA,
Gramzinski R, Kim JH, Michael NL, Robb ML, RV217 Study Team. 2020. Mo-
lecular dating and viral load growth rates suggested that the eclipse
phase lasted about a week in HIV-1-infected adults in East Africa and
Thailand. PLoS Pathog 16:e1008179. https://doi.org/10.1371/journal.ppat
.1008179.

39. Mdluli T, Jian N, Slike B, Paquin-Proulx D, Donofrio G, Alrubayyi A, Gift S,
Grande R, Bryson M, Lee A, Dussupt V, Mendez-Riveria L, Sanders-Buell E,
Chenine AL, Tran U, Li Y, Brown E, Edlefsen PT, O’Connell R, Gilbert P,
Nitayaphan S, Pitisuttihum P, Rerks-Ngarm S, Robb ML, Gramzinski R,
Alter G, Tovanabutra S, Georgiev IS, Ackerman ME, Polonis VR, Vasan S,
Michael NL, Kim JH, Eller MA, Krebs SJ, Rolland M. 2020. RV144 HIV-1 vac-
cination impacts post-infection antibody responses. PLoS Pathog 16:
e1009101. https://doi.org/10.1371/journal.ppat.1009101.

40. Townsley SM, Donofrio GC, Jian N, Leggat DJ, Dussupt V, Mendez-Rivera
L, Eller LA, Cofer L, Choe M, Ehrenberg PK, Geretz A, Gift S, Grande R, Lee
A, Peterson C, Piechowiak MB, Slike BM, Tran U, Joyce MG, Georgiev IS,
Rolland M, Thomas R, Tovanabutra S, Doria-Rose NA, Polonis VR, Mascola
JR, McDermott AB, Michael NL, Robb ML, Krebs SJ. 2021. B cell engage-
ment with HIV-1 founder virus envelope predicts development of broadly
neutralizing antibodies. Cell Host Microbe 29:564–578. https://doi.org/10
.1016/j.chom.2021.01.016.

41. Keele BF, Giorgi EE, Salazar-Gonzalez JF, Decker JM, Pham KT, Salazar MG,
Sun C, Grayson T, Wang S, Li H, Wei X, Jiang C, Kirchherr JL, Gao F,
Anderson JA, Ping LH, Swanstrom R, Tomaras GD, Blattner WA, Goepfert
PA, Kilby JM, Saag MS, Delwart EL, Busch MP, Cohen MS, Montefiori DC,
Haynes BF, Gaschen B, Athreya GS, Lee HY, Wood N, Seoighe C, Perelson
AS, Bhattacharya T, Korber BT, Hahn BH, Shaw GM. 2008. Identification
and characterization of transmitted and early founder virus envelopes in
primary HIV-1 infection. Proc Natl Acad Sci U S A 105:7552–7557. https://
doi.org/10.1073/pnas.0802203105.

42. Janes H, Herbeck JT, Tovanabutra S, Thomas R, Frahm N, Duerr A, Hural J,
Corey L, Self SG, Buchbinder SP, McElrath MJ, O’Connell RJ, Paris RM,
Rerks-Ngarm S, Nitayaphan S, Pitisuttihum P, Kaewkungwal J, Robb ML,
Michael NL, Mullins JI, Kim JH, Gilbert PB, Rolland M. 2015. HIV-1 infec-
tions with multiple founders are associated with higher viral loads than
infections with single founders. Nat Med 21:1139–1141. https://doi.org/
10.1038/nm.3932.

43. Hraber P, Korber BT, Lapedes AS, Bailer RT, Seaman MS, Gao H, Greene
KM, McCutchan F, Williamson C, Kim JH, Tovanabutra S, Hahn BH,
Swanstrom R, Thomson MM, Gao F, Harris L, Giorgi E, Hengartner N,

Bhattacharya T, Mascola JR, Montefiori DC. 2014. Impact of clade, geogra-
phy, and age of the epidemic on HIV-1 neutralization by antibodies. J
Virol 88:12623–12643. https://doi.org/10.1128/JVI.01705-14.

44. Dreja H, O’Sullivan E, Pade C, Greene KM, Gao H, Aubin K, Hand J, Isaksen
A, D’Souza C, Leber W, Montefiori D, Seaman MS, Anderson J, Orkin C,
McKnight A. 2010. Neutralization activity in a geographically diverse East
London cohort of human immunodeficiency virus type 1-infected
patients: clade C infection results in a stronger and broader humoral
immune response than clade B infection. J Gen Virol 91:2794–2803.
https://doi.org/10.1099/vir.0.024224-0.

45. Duan H, Chen X, Boyington JC, Cheng C, Zhang Y, Jafari AJ, Stephens T,
Tsybovsky Y, Kalyuzhniy O, Zhao P, Menis S, Nason MC, Normandin E,
Mukhamedova M, DeKosky BJ, Wells L, Schief WR, Tian M, Alt FW, Kwong
PD, Mascola JR. 2018. Glycan masking focuses immune responses to the
HIV-1 CD4-binding site and enhances elicitation of VRC01-class precursor
antibodies. Immunity 49:301–311. https://doi.org/10.1016/j.immuni.2018
.07.005.

46. Seabright GE, Cottrell CA, van Gils MJ, D’Addabbo A, Harvey DJ, Behrens
AJ, Allen JD, Watanabe Y, Scaringi N, Polveroni TM, Maker A, Vasiljevic S,
de Val N, Sanders RW, Ward AB, Crispin M. 2020. Networks of HIV-1 enve-
lope glycans maintain antibody epitopes in the face of glycan additions
and deletions. Structure 28:897–909. https://doi.org/10.1016/j.str.2020.04
.022.

47. McCoy LE, van Gils MJ, Ozorowski G, Messmer T, Briney B, Voss JE, Kulp
DW, Macauley MS, Sok D, Pauthner M, Menis S, Cottrell CA, Torres JL,
Hsueh J, Schief WR, Wilson IA, Ward AB, Sanders RW, Burton DR. 2016.
Holes in the glycan shield of the native HIV envelope are a target of
trimer-elicited neutralizing antibodies. Cell Rep 16:2327–2338. https://doi
.org/10.1016/j.celrep.2016.07.074.

48. Klasse PJ, LaBranche CC, Ketas TJ, Ozorowski G, Cupo A, Pugach P, Ringe
RP, Golabek M, van Gils MJ, Guttman M, Lee KK, Wilson IA, Butera ST,
Ward AB, Montefiori DC, Sanders RW, Moore JP. 2016. Sequential and si-
multaneous immunization of rabbits with HIV-1 envelope glycoprotein
SOSIP.664 trimers from clades A, B, and C. PLoS Pathog 12:e1005864.
https://doi.org/10.1371/journal.ppat.1005864.

49. Crooks ET, Osawa K, Tong T, Grimley SL, Dai YD, Whalen RG, Kulp DW,
Menis S, Schief WR, Binley JM. 2017. Effects of partially dismantling the
CD4 binding site glycan fence of HIV-1 envelope glycoprotein trimers on
neutralizing antibody induction. Virology 505:193–209. https://doi.org/10
.1016/j.virol.2017.02.024.

50. Klasse PJ, Ketas TJ, Cottrell CA, Ozorowski G, Debnath G, Camara D,
Francomano E, Pugach P, Ringe RP, LaBranche CC, van Gils MJ, Bricault
CA, Barouch DH, Crotty S, Silvestri G, Kasturi S, Pulendran B, Wilson IA,
Montefiori DC, Sanders RW, Ward AB, Moore JP. 2018. Epitopes for neu-
tralizing antibodies induced by HIV-1 envelope glycoprotein BG505 SOSIP
trimers in rabbits and macaques. PLoS Pathog 14:e1006913. https://doi
.org/10.1371/journal.ppat.1006913.

51. Voss JE, Andrabi R, McCoy LE, de Val N, Fuller RP, Messmer T, Su CY, Sok
D, Khan SN, Garces F, Pritchard LK, Wyatt RT, Ward AB, Crispin M, Wilson
IA, Burton DR. 2018. Elicitation of neutralizing antibodies targeting the V2
apex of the HIV envelope trimer in a wild-type animal model. Cell Rep
22:1103. https://doi.org/10.1016/j.celrep.2017.10.089.

52. Richman DD, Wrin T, Little SJ, Petropoulos CJ. 2003. Rapid evolution of
the neutralizing antibody response to HIV type 1 infection. Proc Natl
Acad Sci U S A 100:4144–4149. https://doi.org/10.1073/pnas.0630530100.

53. Wei X, Decker JM, Wang S, Hui H, Kappes JC, Wu X, Salazar-Gonzalez JF,
Salazar MG, Kilby JM, Saag MS, Komarova NL, Nowak MA, Hahn BH,
Kwong PD, Shaw GM. 2003. Antibody neutralization and escape by HIV-1.
Nature 422:307–312. https://doi.org/10.1038/nature01470.

54. Moore PL, Gray ES, Wibmer CK, Bhiman JN, Nonyane M, Sheward DJ,
Hermanus T, Bajimaya S, Tumba NL, Abrahams MR, Lambson BE,
Ranchobe N, Ping L, Ngandu N, Abdool Karim Q, Abdool Karim SS,
Swanstrom RI, Seaman MS, Williamson C, Morris L. 2012. Evolution of an
HIV glycan-dependent broadly neutralizing antibody epitope through
immune escape. Nat Med 18:1688–1692. https://doi.org/10.1038/nm
.2985.

55. Bai H, Li Y, Michael NL, Robb ML, Rolland M. 2019. The breadth of HIV-1
neutralizing antibodies depends on the conservation of key sites in their
epitopes. PLoS Comput Biol 15:e1007056. https://doi.org/10.1371/journal
.pcbi.1007056.

56. Larsson A. 2014. AliView: a fast and lightweight alignment viewer and edi-
tor for large datasets. Bioinformatics 30:3276–3278. https://doi.org/10
.1093/bioinformatics/btu531.

Li et al. Journal of Virology

September 2021 Volume 95 Issue 17 e00797-21 jvi.asm.org 18

https://doi.org/10.1128/JVI.01656-18
https://doi.org/10.1128/JVI.01656-18
https://doi.org/10.1128/JVI.01861-19
https://doi.org/10.1056/NEJMoa1508952
https://doi.org/10.1056/NEJMoa0908492
https://doi.org/10.1038/nature11519
https://doi.org/10.1371/journal.ppat.1008179
https://doi.org/10.1371/journal.ppat.1008179
https://doi.org/10.1371/journal.ppat.1009101
https://doi.org/10.1016/j.chom.2021.01.016
https://doi.org/10.1016/j.chom.2021.01.016
https://doi.org/10.1073/pnas.0802203105
https://doi.org/10.1073/pnas.0802203105
https://doi.org/10.1038/nm.3932
https://doi.org/10.1038/nm.3932
https://doi.org/10.1128/JVI.01705-14
https://doi.org/10.1099/vir.0.024224-0
https://doi.org/10.1016/j.immuni.2018.07.005
https://doi.org/10.1016/j.immuni.2018.07.005
https://doi.org/10.1016/j.str.2020.04.022
https://doi.org/10.1016/j.str.2020.04.022
https://doi.org/10.1016/j.celrep.2016.07.074
https://doi.org/10.1016/j.celrep.2016.07.074
https://doi.org/10.1371/journal.ppat.1005864
https://doi.org/10.1016/j.virol.2017.02.024
https://doi.org/10.1016/j.virol.2017.02.024
https://doi.org/10.1371/journal.ppat.1006913
https://doi.org/10.1371/journal.ppat.1006913
https://doi.org/10.1016/j.celrep.2017.10.089
https://doi.org/10.1073/pnas.0630530100
https://doi.org/10.1038/nature01470
https://doi.org/10.1038/nm.2985
https://doi.org/10.1038/nm.2985
https://doi.org/10.1371/journal.pcbi.1007056
https://doi.org/10.1371/journal.pcbi.1007056
https://doi.org/10.1093/bioinformatics/btu531
https://doi.org/10.1093/bioinformatics/btu531
https://jvi.asm.org


57. Stewart-Jones GB, Soto C, Lemmin T, Chuang GY, Druz A, Kong R, Thomas
PV, Wagh K, Zhou T, Behrens AJ, Bylund T, Choi CW, Davison JR, Georgiev
IS, Joyce MG, Kwon YD, Pancera M, Taft J, Yang Y, Zhang B, Shivatare SS,
Shivatare VS, Lee CC, Wu CY, Bewley CA, Burton DR, Koff WC, Connors M,
Crispin M, Baxa U, Korber BT, Wong CH, Mascola JR, Kwong PD. 2016. Tri-
meric HIV-1-Env structures define glycan shields from clades A, B, and G.
Cell 165:813–826. https://doi.org/10.1016/j.cell.2016.04.010.

58. Lee B, Richards FM. 1971. The interpretation of protein structures: estima-
tion of static accessibility. J Mol Biol 55:379–400. https://doi.org/10.1016/
0022-2836(71)90324-x.

59. Rost B, Sander C. 1994. Conservation and prediction of solvent accessibility in
protein families. Proteins 20:216–226. https://doi.org/10.1002/prot.340200303.

60. Tan KP, Nguyen TB, Patel S, Varadarajan R, Madhusudhan MS. 2013.
Depth: a web server to compute depth, cavity sizes, detect potential

small-molecule ligand-binding cavities and predict the pKa of ionizable
residues in proteins. Nucleic Acids Res 41:W314–W321. https://doi.org/10
.1093/nar/gkt503.

61. Virtanen P, Gommers R, Oliphant TE, Haberland M, Reddy T, Cournapeau
D, Burovski E, Peterson P, Weckesser W, Bright J, van der Walt SJ, Brett M,
Wilson J, Millman KJ, Mayorov N, Nelson ARJ, Jones E, Kern R, Larson E,
Carey CJ, Polat I, Feng Y, Moore EW, VanderPlas J, Laxalde D, Perktold J,
Cimrman R, Henriksen I, Quintero EA, Harris CR, Archibald AM, Ribeiro AH,
Pedregosa F, van Mulbregt P, SciPy 1.0 Contributors. 2020. SciPy 1.0: fun-
damental algorithms for scientific computing in Python. Nat Methods
17:261–272. https://doi.org/10.1038/s41592-019-0686-2.

62. Wickham H. 2016. ggplot2: elegant graphics for data analysis. Springer-
Verlag, New York, NY. http://ggplot2.org.

HIV-1 Glycans and Neutralization Breadth Journal of Virology

September 2021 Volume 95 Issue 17 e00797-21 jvi.asm.org 19

https://doi.org/10.1016/j.cell.2016.04.010
https://doi.org/10.1016/0022-2836(71)90324-x
https://doi.org/10.1016/0022-2836(71)90324-x
https://doi.org/10.1002/prot.340200303
https://doi.org/10.1093/nar/gkt503
https://doi.org/10.1093/nar/gkt503
https://doi.org/10.1038/s41592-019-0686-2
http://ggplot2.org
https://jvi.asm.org

	RESULTS
	Env sequences from 197 acute and early HIV-1 infections.
	No glycan variation in the first year of infection.
	No longitudinal variation over calendar years.
	Limited relationship between glycans and the development of neutralization breadth.
	Modeling the glycan shield.
	No relationship between the completeness of the glycan shield and the development of neutralization breadth.

	DISCUSSION
	MATERIALS AND METHODS
	Sequence data set.
	Neutralization data.
	PNGS predictions.
	Estimation of the glycan hole size.
	Statistical analysis.

	ACKNOWLEDGMENTS
	REFERENCES

