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ABSTRACT

Major neutralizing antibody immune evasion strategies of the HIV-1 envelope glycoprotein (Env) trimer include conformational
and structural instability. Stabilized soluble trimers such as BG505 SOSIP.664 mimic the structure of virion-associated Env but
nevertheless sample different conformational states. Here we demonstrate that treating BG505 SOSIP.664 trimers with glutaral-
dehyde or a heterobifunctional cross-linker introduces additional stability with relatively modest effects on antigenicity. Thus,
most broadly neutralizing antibody (bNAb) epitopes were preserved after cross-linking, whereas the binding of most weakly or
nonneutralizing antibodies (non-NAb) was reduced. Cross-linking stabilized all Env conformers present within a mixed popula-
tion, and individual conformers could be isolated by bNAb affinity chromatography. Both positive selection of cross-linked con-
formers using the quaternary epitope-specific bNAbs PGT145, PGT151, and 3BC315 and negative selection with non-NAbs
against the V3 region enriched for trimer populations with improved antigenicity for bNAbs. Similar results were obtained using
the clade B B41 SOSIP.664 trimer. The cross-linking method may, therefore, be useful for countering the natural conformational
heterogeneity of some HIV-1 Env proteins and, by extrapolation, also vaccine immunogens from other pathogens.

IMPORTANCE

The development of a vaccine to induce protective antibodies against HIV-1 is of primary public health importance. Recent ad-
vances in immunogen design have provided soluble recombinant envelope glycoprotein trimers with near-native morphology
and antigenicity. However, these trimers are conformationally flexible, potentially reducing B-cell recognition of neutralizing
antibody epitopes. Here we show that chemical cross-linking increases trimer stability, reducing binding of nonneutralizing an-
tibodies while largely maintaining neutralizing antibody binding. Cross-linking followed by positive or negative antibody affin-
ity selection of individual stable conformational variants further improved the antigenic and morphological characteristics of
the trimers. This approach may be generally applicable to HIV-1 Env and also to other conformationally flexible pathogen anti-
gens.

HIV-1, the cause of AIDS, is responsible for a pandemic of 35
million infections with more than 2 million new ones occur-

ring each year. A prophylactic vaccine would reduce or eliminate
the global spread of HIV-1, but its design has been challenging
(1–4). Neutralizing antibodies (NAbs) infused into macaques or
humanized mice mediate sterilizing immunity against immuno-
deficiency virus challenge, providing robust proof of concept for
the development of a vaccine designed to elicit NAbs (1, 5, 6).
Some support for antiviral, although nonneutralizing, antibody
efficacy against HIV-1 comes from the phase III RV144 trial (7).
The only target of antiviral antibodies is the Env complex on the
virus surface, which is a noncovalently linked trimer of gp120 (surface
glycoprotein) and gp41 (transmembrane glycoprotein) het-
erodimers. Initial attempts to engineer soluble HIV-1 Env trimers for
vaccine use failed to create antigenically and morphologically correct
forms (8). Tested in animal models, these nonnative proteins elicit
predominantly nonneutralizing antibodies (non-NAbs) and NAbs
that are active against only neutralization-sensitive (tier 1) viruses (5,
9, 10). Most clinically relevant viral isolates are relatively resistant
to antibody-mediated neutralization and are classified as tier 2 or
tier 3 (11). The primary goal of an Env-based vaccine is to induce
antibodies that can counter such viruses.

Soluble recombinant Env trimers such as BG505 SOSIP.664,
here termed BG505 trimers, have been designed that are antigeni-
cally very similar to the native, membrane-anchored Env spike;
these trimers bind most broadly neutralizing antibodies (bNAbs)
but few non-NAbs (12, 13). The SOSIP.664 trimers are proteolyti-
cally cleaved to produce the prefusion gp120 and gp41 forms but
are engineered to contain a disulfide bond that links gp120 to gp41
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covalently and a gp41-stabilizing substitution, I559P. Together,
these changes prevent trimer dissociation (12). In addition, most
of the gp41 membrane-proximal external region is deleted to re-
duce aggregation, resulting in a native-like soluble trimer that is
antigenically and morphologically similar to functional mem-
brane-anchored Env (8, 12, 13). BG505 trimers induce NAbs
against the autologous tier 2 virus (14), something that has not
been achieved using earlier trimer designs. Membrane-anchored
native Env trimers can also induce NAbs able to neutralize autol-
ogous tier 2 viruses (15), reinforcing the importance of presenting
a correctly folded form of Env to B cells. Although thermodynam-
ically stable in solution, the BG505 trimer samples different con-
formations (16–18), which may reduce B-cell recognition via an
immune evasion strategy termed “conformational masking” (19).
For example, Env conformational flexibility can transiently ex-
pose an immunodominant structure, the gp120 V3 region (20),
which elicits tier 1 NAbs and that may act as a decoy that deflects
the adaptive immune response away from more immunorecessive
bNAb epitopes (20, 21). Moreover, BG505 trimers engage CD4 in
vitro, leading to the exposure of CD4-induced non-NAb epitopes
(12, 22). Major goals in HIV-1 Env vaccine design are to prepare
soluble trimers that expose only bNAb and not non-NAb or tier 1
V3 epitopes and that are conformationally and structurally stable.

Chemical cross-linking of HIV-1 Env was first analyzed in the
context of Env proteins present on the surface of infected T cells;
the outcome was that while some epitopes were destroyed, others
were only modestly modified, including ones for bNAbs such as
IgG1b12 (23). Glutaraldehyde (GLA) cross-linking of soluble
gp120 or gp140 proteins, or membrane-anchored gp160, was
found to stabilize individual conformational species (conformers)
(24, 25). In an earlier study, we showed that GLA cross-linking of
the nonnative uncleaved gp140CN54 trimer reduced its conforma-
tional flexibility, improved its antigenicity, and steered antibody
responses induced in rabbits toward tier 1 NAb epitopes associ-
ated with the CD4 binding site (CD4bs) (26). A very recent study
showed that when the membrane-expressed Env trimer was cross-
linked in situ, it could be solubilized and depleted of unwanted
antigenic forms by negative selection using affinity chromatogra-
phy with non-NAb (27).

Here, we have cross-linked BG505 trimers with two different
cross-linking agents, carried out a comprehensive antigenic and
morphological analysis, and used antibody affinity columns to
positively select favorable antigenic forms or negatively deplete
unwanted forms. Key findings were confirmed using a second
native-like SOSIP.664 trimer based on the clade B genotype B41.
Overall, we provide proof of principle for the enhanced stabiliza-
tion of soluble native-like trimers and the isolation of specific
conformers suitable for testing as immunogens in animals.

MATERIALS AND METHODS
Proteins and antibodies. Antibodies b12 (28), NIH45-46 (29), VRC01,
VRC03 (30), 412D (31), A32 (32), C11 (33), CH01 (34), PGT145 (29),
2G12 (35), PGT121 (29), PGT128 (29), PGT135 (29), 14E, 19b, 39F (36),
35O22 (37), 3BC176, 3BC315 (38), PGT151 (39), CAP256-VRC26.08
(40), PDGM1400 (41), and 7B2 (42) were expressed in freestyle 293F cells
under serum-free conditions and purified by protein A chromatography
as previously described (43). Soluble CD4 (sCD4) (44), CD4-IgG2 (45),
15e, F105, 17b (46), PG16 (47), and b6 (28) were from the IAVI Neutral-
izing Antibody Consortium. Antibodies HGN194, HR10, and HJ16 (48)
were a kind gift from D. Corti and A. Lanzavecchia. Antibodies were
biotinylated using EZ-link NHS-LC-biotin according to the manufactur-

er’s instructions (Fisher Scientific) and were attached to cyanogen bro-
mide-activated agarose in accordance with the manufacturer’s protocol
(GE Healthcare).

BG505 SOSIP.664 (49) and B41 SOSIP.664 (50) gp140 proteins were
expressed in stable CHO or 293T cells and purified as previously de-
scribed, except that buffers devoid of primary amines were used. Briefly,
proteins were bound to a 2G12 column, eluted with 3 M MgCl2, and
immediately buffer-exchanged twice into 20 mM HEPES supplemented
with 150 mM NaCl, followed by one buffer exchange into phosphate-
buffered saline (PBS; Fisher Scientific). Alternatively, a PGT145 column
was used for trimer isolation instead of 2G12, as previously described (50).
The eluted trimers were concentrated and purified by size exclusion chro-
matography (SEC) on a Superdex 200 26/600 or 16/600 column (GE
Healthcare) using PBS (Lonza) as the elution buffer. Trimer-containing
fractions were pooled and concentrated and then passed down a protein
A-agarose column (Pierce) to remove any potential contaminant human
IgG eluted from the column, and the proteins were flash-frozen in liquid
nitrogen and stored at �80°C until use.

Cross-linking and antibody selection. Unless otherwise specified,
GLA cross-linking was performed as previously described (26). Briefly,
BG505 or B41 trimers at 1 mg/ml in PBS were mixed with an equal volume
of 15 mM GLA to yield a final concentration of 7.5 mM. After 5 min, 1 M
Tris buffer, pH 7.4, was added, such that the final concentration was 75
mM. After 10 min, the protein was buffer-exchanged into PBS (for anal-
ysis) or Tris-buffered saline (TBS; for further purification).

EDC/NHS [1-ethyl-3-(3-dimethylaminopropyl)carbodiimide hydro-
chloride/N-hydroxysuccinimide] cross-linking was performed by mixing
2 M EDC with 20 mM NHS in MES (2-ethanesulfonic acid)-buffered
saline (50 mM MES, 150 mM NaCl), pH 6.0. The cross-linker mix was
then added to an equal volume of protein (in PBS) for 30 min, before the
reaction was quenched with an equal volume of 1 M glycine (pH 7.4) for
10 min. The subsequent buffer exchange procedure was that used for
GLA-modified proteins. The success of the cross-linking procedures was
confirmed by reducing SDS-polyacrylamide gel electrophoresis (SDS-
PAGE) analysis using the NuPAGE system (Life Technologies) according
to the manufacturer’s instructions and as previously described (26).

For immunoaffinity purification, cross-linked proteins were incu-
bated with immobilized antibodies on columns overnight at 4°C. Un-
bound protein (negative selection) was washed off with TBS, and bound
protein (positive selection) was eluted with 3 M MgCl2 and buffer-ex-
changed into TBS. All proteins were sterile-filtered with Costar Spin-X
0.22-�m filters and either stored at 4°C or flash-frozen in liquid nitrogen
and stored at �80°C. Proteins were analyzed by reducing SDS-PAGE as
previously described (26).

ELISA. (i) Standard capture ELISA. For standard capture ELISA,
ELISA plates (Greiner Bio-One) were coated with 4 �g/ml of capture
MAb 2G12 at 4°C overnight in PBS. After blocking with 2% bovine serum
albumin (BSA) in PBS– 0.05% Tween, BG505 trimers (0.2 �g/ml) were
captured and then labeled with a range of concentrations of biotinylated
antibodies, followed by peroxidase-conjugated streptavidin. The colori-
metric endpoint was obtained using the 1-Step ultra tetramethylbenzidine
(TMB) substrate (Thermo Scientific) until a signal of approximately 1.0
unit of optical density at 450 nm (OD450) was generated for each antibody.
Color development was stopped with sulfuric acid (0.5 M), and the OD450

was measured. In general, substrate development times were substantially
longer for non-NAbs than for bNAbs, reflecting the more limited expo-
sure of the former class of epitopes. For this reason, OD450 values for the
binding of non-NAbs and bNAbs cannot be directly compared.

(ii) Inverted capture ELISA. We observed a high background signal
when biotinylated V3 MAbs were used for detection. We therefore estab-
lished an inverted ELISA format in which a dilution series of BG505 trim-
ers was captured by plate-immobilized V3 antibody 19b and detected
using biotinylated 2G12 and peroxidase-conjugated streptavidin as de-
scribed above. Both conventional 2G12 capture and inverted ELISAs were
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used to confirm that trimer forms with exposed V3 regions had been
depleted by the negative-selection affinity columns.

(iii) Direct antigen coating ELISA. For direct antigen coating ELISA,
trimers were coated at 2 �g/ml in PBS directly onto the plate overnight at
4°C without antibody capture. Subsequent steps for blocking, primary
and secondary antibody binding, and substrate development were per-
formed as described above and previously (26).

All ELISA signals were corrected by subtracting the background signal
obtained in the absence of both antigen and primary antibody, and the
resulting data were plotted using GraphPad Prism V6.0. To generate bind-
ing indices from ELISA titration curves, an area under the curve (AUC)
analysis of ligand-trimer binding was performed; the binding index rep-
resents the ratio of cross-linked trimer value to the value of the matched
unmodified trimer that was used for cross-linking. Binding indices were cal-
culated as [AUC(mod)�AUC(blank)]/[AUC(unmod)�AUC(blank)],
where “mod” represents modified (cross-linked and positively selected as
stated), “unmod” represents unmodified, and “blank” represents the nega-
tive-control curve of the respective MAb without antigen. Indices of �1
indicate reduced binding to the cross-linked trimer compared to that of its
unmodified counterpart, and the converse for values of �1. Statistical
analysis was performed in Prism using the tests indicated in the various
figure legends.

SPR. Surface plasmon resonance (SPR) experiments were performed
using a Biacore 3000 instrument (GE Healthcare), essentially as previ-
ously described (26). Briefly, a sufficient amount of each test antibody to
generate a signal of �700 response units (RU) was captured onto the flow
cell of a CM5 chip via immobilized anti-human IgG antibodies at 37°C.
BG505 trimers (5 �g/ml) were then passed over immobilized antibodies
at 30 �l/min for 5 min, followed by a 5-min dissociation phase. Data were
normalized by subtracting signal from an irrelevant control antibody fol-
lowed by subtraction of an equally processed buffer injection (double
referencing). Subsequently, data were adjusted for minor fluctuations in
antibody capture levels by dividing by the actual signal (of response before
trimer injection minus baseline response before capture) and multiplying
it by the target immobilization level (700 RU). Data were plotted using
Prism.

DSC. Thermal denaturation of native and cross-linked BG505 was
studied using a nano-differential scanning calorimetry (nano-DSC) calo-
rimeter (TA Instruments). All Env protein samples were first extensively
dialyzed against PBS, and the protein concentration was then adjusted to
0.1 to 0.3 mg/ml. After the sample was loaded into the cell, thermal dena-
turation was probed at a scan rate of 60°C/h to a maximum temperature of
80°C for non-cross-linked and 100°C for cross-linked BG505. Buffer cor-
rection, normalization, and baseline subtraction procedures were applied
before the data were analyzed using NanoAnalyze software v.3.3.0 (TA
Instruments). The data were fitted using a non-two-state model, as the
asymmetry of some of the peaks suggested that unfolding intermediates
were present. We report the main thermal denaturation (Tm) values in the
text of this article, while the multiple Tm values are in the supplemental
material.

Negative-stain EM. (i) Sample preparation. Samples were analyzed
by negative-stain electron microscopy (EM). A 3-�l aliquot containing
�0.05 mg/ml of the trimer was applied for 25 s onto a carbon-coated
400-mesh Cu grid that had been glow discharged at 20 mA for 30 s. The
grid was then negatively stained with 2% uranyl formate for 30 s. Data
were collected using a FEI Tecnai Spirit EM operating at 120 kV, with an
electron dose of �29 e�/Å2 and a magnification of �52,000 that resulted
in a pixel size of 2.05 Å at the specimen plane. Images were acquired with
a Tietz 4k � 4k TemCam-F416 CMOS camera using a nominal defocus of
1,000 nm and the Leginon package (51).

(ii) Data processing. Particles were picked automatically using DoG
Picker and put into a particle stack using the Appion software package (52,
53). Initial, reference-free, two-dimensional (2D) class averages were cal-
culated using particles binned by two via the iterative MSA/MRA cluster-
ing 2D alignment (54) and IMAGIC softwares (55). To analyze the quality

of the trimers (closed native trimers, open native trimers, or nonnative
trimers), the reference-free 2D class averages were examined by eye using
the metrics described previously (50).

Computational modeling of modification sites. The crystal structure
of the BG505 trimer (Protein Data Bank [PBD] accession no. 4TVP) was
fitted into the electron density of membrane-bound Env (Electron Mi-
croscopy Data Bank [EMDB] maps 5019 and 5022) using UCSF Chimera
1.10.1 (56). Crystal structures of the indicated antibody-epitope com-
plexes were added by superimposing the epitope onto the BG505 trimer.
Trimer apex antibodies for which no structural analysis has been reported
to date were aligned using published electron density for PG9 in complex
with BG505 gp140 (EMDB map 2241). BG505 trimer lysine residues
within 8 Å of an antibody epitope were defined as being in close proximity
with potential for epitope modification by GLA. The electron density of
the membrane-bound trimer was colored according to the extent of over-
lap with the indicated aligned antibody crystal structures and rendered
using the Chimera program.

RESULTS
Optimizing GLA cross-linking conditions for BG505 SOSIP.664
trimers. We have reported that cross-linking soluble, uncleaved,
nonnative gp140 proteins with glutaraldehyde (GLA), a bifunc-
tional aldehyde that cross-links amine groups primarily associated
with lysine side chains (57), prevented dissociation of gp140 sub-
units under the harsh denaturing conditions that apply during
reducing SDS-PAGE but preserved the epitopes of many NAbs
(26) (Fig. 1A). However, reducing SDS-PAGE does not reveal the
stability of individual bNAb epitopes under milder and more
physiologically relevant denaturing conditions. To explore the ef-
fects of cross-linking on native-like BG505 SOSIP.664 trimers, we
first established an ELISA based upon direct binding of the trimer
to the solid phase, which exposes the glycoprotein to hydrophobic
and electrostatic interactions that may perturb its conformation,
and compared the results to a 2G12 antibody capture ELISA for-
mat in which the trimer conformation is preserved (12) (Fig. 1B).
Since the D7324 epitope tag is not compatible with some cross-
linking chemistries such as EDC (see below), we captured the
trimers with the bNAb 2G12 that binds to gp120 glycans in a
manner that is not influenced by any of the cross-linking condi-
tions used (data not shown). Steric clashes between 2G12 and the
various detection antibodies are at most minimal in the trimer
context (13). The results obtained when D7324 or 2G12 was used
to capture D7324-tagged, GLA-cross-linked BG505 trimers were
highly concordant (Pearson r � 0.97, P � 0.0001; data not
shown).

After completing the above exploratory studies, we used the
direct binding and indirect capture (2G12) ELISA formats and
reducing SDS-PAGE analysis to optimize various cross-linking
parameters. We used the quaternary epitope-specific bNAb
PGT145 to assess trimer folding, as it is a highly stringent probe for
native conformation. Accordingly, we identified the optimal GLA
concentration (7.5 mM), PBS buffer pH (7.4), and quenching
conditions (75 mM Tris) that best preserved the PGT145 epitope
on the 2G12-captured (Fig. 1C and data not shown) and directly
coated (Fig. 1C and E) trimers, while also stabilizing the trimer by
minimizing its dissociation into dimers and monomers after re-
ducing SDS-PAGE (Fig. 1D). The optimized cross-linking condi-
tions nevertheless did reduce PGT145 binding to cross-linked
trimers compared to unmodified BG505 trimer by 3.7-fold. Anti-
genicity analysis of unmodified trimers compared to those cross-
linked with GLA under the optimal conditions defined above re-
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vealed that direct coating of trimers onto ELISA wells perturbed
several quaternary bNAb epitopes (PGT145, PGT151, 3BC176)
but that cross-linking reduced the extent to which this occurred
(Fig. 1E). Comparing the results from the two ELISA formats

showed that the conformationally insensitive, mannose-specific
gp120 epitope for the 2G12 bNAb and the CD4bs epitope for the
VRC01 bNAb were essentially unaffected by direct coating of the
trimers. However, the F105 non-NAb bound more strongly to its

FIG 1 Direct coating ELISA and establishment of optimal cross-linking conditions. (A) Structure of the GLA cross-linker. (B) Depiction of the ELISA formats:
indicates conformational instability, and black dashes indicate GLA cross-links within the trimer. (C) ELISA data corresponding to panel B; PGT145 binding to BG505
trimers cross-linked by different GLA concentrations and assayed by direct binding or capture ELISA. (D) Reducing SDS-PAGE analysis of BG505 trimers, either
unmodified (UM) or cross-linked with 7.5 mM GLA for 5 min. (E) Unmodified and GLA cross-linked trimers were analyzed for antibody binding by direct coating and
capture ELISA. Color development times differ for each antibody and between the ELISA formats to yield comparable endpoint signals, and hence the plots are not
representations of the relative exposure of different epitopes on the trimers. Each datum point represents the mean of triplicates 	 standard error of the mean (SEM).
Data are representative of at least two independent experiments. (F) Unmodified and GLA cross-linked material was analyzed by DSC. Modeled peaks from a
non-two-state fit as well as their sum are indicated. Data from the DSC analysis are listed, including individual peaks of a non-two-state model. (G and H) Negative-stain
EM analysis of unmodified and GLA-treated BG505 trimers. 2D class averages are shown for unmodified (G) and GLA cross-linked (H) trimers. Exemplary closed
native-like trimers (green squares), open native-like trimers (orange squares), and nonnative-like trimers (red squares) are marked in panel H. In total, �95% of trimers
in panel G were correctly folded, whereas 2,466 of 4,561 (54%) of the GLA cross-linked trimers in panel H were correctly folded.
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nonneutralizing CD4bs epitope when the untreated trimers were
directly coated than when captured indirectly, an outcome con-
sistent with a partial unfolding of the native trimers when they
associate directly with the solid phase (Fig. 1E). GLA cross-linking
reduced F105 binding in both assay formats.

As measured by differential scanning calorimetry (DSC),
cross-linking increased the melting temperature of the trimer by
�16°C from 67.4°C to 83.8°C for the main transitions (Fig. 1F and
Table 1). In addition, the partial unfolding that occurred over an
extended temperature range suggests there is heterogeneity within
the population of cross-linked trimers. Such heterogeneity is ex-
pected, as cross-linking will trap a variety of transient BG505 con-
formational forms, as previously shown for other Env antigens
(24, 25). To assess whether there is visible morphological hetero-
geneity within the population of cross-linked trimers, we per-
formed a negative-stain EM analysis. As observed previously (8,
12), unmodified BG505 trimers purified by 2G12 affinity chroma-
tography and SEC were predominantly (�95%) in a correctly
folded form (Fig. 1G). In contrast, only �50% of the GLA-treated
trimers adopted a native-like “closed” conformation, the rest hav-
ing a visibly modified morphology (Fig. 1H) that is probably re-
lated to the heterogeneity observed by DSC. Nevertheless, since
the quaternary epitope-specific bNAbs (with the exception of
PGT145) bound similarly to the unmodified and GLA cross-
linked trimer populations, we can infer that any structural varia-
tion imposed by cross-linking must be limited in its extent. Taken
together, the EM analysis shows that cross-linking affects the con-
formational integrity of about half of the trimers, which may ac-
count for the partial reduction in the binding of some of the anti-
bodies described above.

In summary, the optimal GLA cross-linking procedure par-
tially preserves the appropriate morphology of the BG505 trimers,
including the binding of PGT145 to its quaternary epitope. The
procedure also maintains bNAb binding to other quaternary and
nonquaternary epitopes under the mildly denaturing conditions
that arise when trimers are coated directly onto ELISA wells, con-
ditions that otherwise adversely influence the conformation of the
trimers.

Antigenic profile of GLA cross-linked BG505 trimers. Based
on the above-described observations, we used a larger panel of
antibodies and related probes of trimer conformation to more
thoroughly explore the effect of GLA cross-linking. We first used
the 2G12 capture ELISA, in which the trimer conformation re-
mains native-like, to generate binding curves (Fig. 2A) or binding
indices (Fig. 2B and C; see also Table S1 in the supplemental ma-
terial). The latter are based on an area under the curve (AUC)
analysis of ligand-trimer binding; values of �1 indicate reduced
binding to the cross-linked trimer compared to its unmodified
counterpart, and the converse for values of �1. Consistent with
our previous results using uncleaved, nonnative gp140 proteins

(26), cross-linking had variable effects on the binding of ligands to
the CD4bs on the BG505 trimers. Ligands that require conforma-
tional flexibility for optimal binding to gp120, such as CD4 (CD4-
IgG2) and the CD4bs non-NAbs 15e, b6, and F105, (17, 19, 58–
61), and that bind only weakly to the native BG505 trimer (58)
bound even less well (by 2- to 5-fold) to the cross-linked trimers
(Fig. 2A and B). Note that ELISA color development times were
extended to compensate for the weak binding of non-NAbs,
meaning that non-NAb and bNAb OD values are not directly
comparable. In contrast, CD4bs bNAbs that do not require exten-
sive conformational flexibility and that recognize the ground state
of the trimer (VRC01, VRC03, HJ16, and NIH45-46) (16, 17)
were minimally affected by cross-linking (1.1- to 1.6-fold reduc-
tion in binding) (Fig. 2A and B). The recognition of CD4-induced
(CD4i) epitopes for non-NAbs 17b, 412D, A32, and C11 in the
presence of sCD4 was almost completely eliminated on the cross-
linked trimers, providing further evidence that these trimers were
now largely conformationally static. Cross-linking did not affect
binding of the glycan-dependent bNAbs to the mannose patch
(2G12) or N332-glycan supersite (PGT121, PGT128, PGT135)
epitopes, which is again consistent with these bNAbs not requiring
conformational changes to recognize the trimer (62). Non-NAbs
(for BG505) 19b, HR10, 39F, and HGN194 against the V3 region
bound the unmodified trimers efficiently in capture ELISA, as
previously reported (12, 13), but less so (1.5- to 3-fold reduction)
to their cross-linked counterparts (Fig. 2A to C). In addition, the
binding of the V2-specific non-NAb SC258 was almost completely
eliminated after cross-linking. The quaternary epitopes at the apex
were variably affected by trimer cross-linking: binding of PGT145,
PGDM1400, and CAP256-VRC26.08 was substantially (3.7-, 2.8-
and 7.8-fold, respectively) reduced, consistent with the data
shown in Fig. 1, whereas CH01 and PG16 binding levels were
essentially unaffected. The bNAbs 35022, 3BC176, 3BC315 (63),
and PGT151 bound similarly to their quaternary epitopes at the
gp120-gp41 interface on both the unmodified and cross-linked
trimers.

When the binding indices for non-NAbs and bNAbs were an-
alyzed by group (Fig. 2C), the reduction in non-NAb binding to
the cross-linked trimers was highly significant compared to the
bNAb group (p � 0.0002, Mann-Whitney U test). Among the
bNAbs, only PGT145, PDGM1400, and CAP256-VRC26.08 to
V1V2 quaternary epitopes bound �2-fold less well to the cross-
linked trimers than the unmodified ones. Possible explanations
are that the conformation of the trimer apex may be adversely
affected by aldehyde cross-linking of amine groups (see below),
that cross-linking preserves the correct folding of trimers but traps
conformational variants that display the apex epitope inefficiently
or not at all, and that one or more of the lysine residues 168, 169,
and 171 that are potentially contact sites for PGT145 are directly
affected by GLA adduction. However, as the recognition of closely
related quaternary epitopes at the trimer apex by the CH01 and
PG16 bNAbs was essentially unaffected by cross-linking, either
any structural impact of cross-linking on this region of the trimer
may be highly localized or these two bNAbs are less reliant on
lysines for binding.

As noted above, antibody binding may in principle be modified
by any direct effects of GLA on lysines within, or proximal to,
antibody epitopes. To evaluate this scenario, we interrogated the
PDB for antibody-antigen structures that revealed lysines inside
or within 8 Å of the epitope, corresponding to the approximate

TABLE 1 DSC analysis of cross-linked BG505 trimers

Sample IDa

Tm of individual
peak(s) (°C)

Onset
temp (°C)

Width of
peak (°C)

Unmodified 64.4, 65.7, 67.4 �62 �10
GLA 75.4, 79.5, 83.8, 87.6 �70 �22
GLA 
 PGT151 85.0 �72 �22
EDC/NHS 77.2, 83.0, 86.1, 90.3 �72 �22
a ID, identifier.
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maximum distance between lysine side chains that could accom-
modate cross-linking with monomeric GLA (64). Similar to our
previous results using uncleaved gp140 or membrane-expressed
Env (26), there was no correlation between the position of lysine

residues and the antibody binding index, even though all the an-
tibodies except a minority of N332-requiring bNAbs bound to
epitopes that included, or were in close proximity to, at least one
lysine residue (Table 2). We conclude that GLA modification of

FIG 2 GLA cross-linking of BG505 trimers. The trimers were cross-linked with 7.5 mM GLA, and their antigenicity was tested by capture ELISA. (A) Representative
titration curves from a capture ELISA are shown for selected antibodies. Error bars indicate the SD of results from replicate wells. Data are representative of two to six
independent experiments. (B and C) Binding indices were calculated as AUC (cross-linked)/AUC (unmodified). Values of �1 indicate that there was a reduction in
antibody binding; values of 1 (dotted line) represent no change in binding. (B) Mean binding indices from at least two independent experiments are shown for all
antibodies tested. (C) The antibodies are grouped into neutralizing and nonneutralizing categories. ***, P � 0.001 (Mann-Whitney U test).
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lysines is not a major factor influencing epitope recognition for
the analyzed antibodies, although we cannot exclude some effect
on binding of antibodies for which lysines make critical contacts.

EDC/NHS cross-linking. The chemical structure of GLA in
aqueous solution is sufficiently heterogeneous that GLA can react
with several different amino acids, among which lysine residues
are the most commonly affected (reviewed in reference 57). The
modification reaction attaches a carbon chain of at least 5 carbon

atoms to the modified residue (Fig. 1A). As noted above, one
possible consequence is that bNAb epitopes are directly affected,
while another is that potentially immunogenic neo-epitopes may
be created (26). An alternative approach is to use synthetic cross-
linkers that have a better-defined specificity and do not leave
linker atoms after cross-linking, therefore potentially better main-
taining the original antigenicity of the modified protein. EDC
(Fig. 3A) is a heterobifunctional reagent that cross-links amine to
carboxyl groups and leaves no residual atoms (i.e., it is a “zero-
length” cross-linker) (65), while NHS stabilizes the reaction. Us-
ing our direct-coating ELISA, we optimized cross-linking of
BG505 trimers with EDC/NHS and established conditions that
retained the PGT145 epitope substantially better than the GLA
cross-linking approach (see Materials and Methods; data not
shown).

Biochemically, EDC/NHS and GLA cross-linking yielded com-
parable results, with the resulting trimer remaining fully intact
when analyzed by reducing SDS-PAGE (Fig. 3B). A DSC analysis
also showed that the EDC/NHS-modified trimers were substan-
tially more stable than unmodified trimers (�19°C increase for
the main transitions) and slightly more stable than GLA cross-
linked trimers (�3°C increase) (Fig. 3C and Table 1). Negative-
stain EM imaging showed that �90% of the EDC/NHS-treated
trimers retained a closed native-like conformation, which is con-
sistent with the minimal reduction in PGT145 binding, with the
remaining �10% being either partially open native-like trimers or

TABLE 2 Lysines on BG505 in proximity (�8.0 Å) of MAb epitopes

MAb
PDB
accession no. Lysine residue(s)a Reference

F105 3HI1 121, 421 59
b12 2NY7 155, 421 79
HJ16 4YE4 282
NIH45-46 3U7Y 97, 282 80
VRC01 3NGB 97, 282 81
17b 4JM2 117, 121 62
A32 4R4F 59, 117, 207 82
PG9 3U4E 168, 169, 171 83
PGT122 4TVP 61
PGT128 3TYG 84
PGT135 4JM2 335 62
35O22 4TVP 46 61
3BC315 655 63
a All residues are numbered according to the HxBc2 numbering scheme.

FIG 3 EDC/NHS cross-linking of BG505 trimers. (A) Chemical structure of EDC cross-linker. (B) Reducing SDS-PAGE gel of unmodified (UM) and EDC/NHS
cross-linked (EDC) BG505. (C) EDC/NHS cross-linked material was analyzed by DSC. Modeled peaks from a non-two-state fit and their sum are indicated. (D)
Negative-stain EM analysis of EDC/NHS cross-linked BG505: 2D class averages are shown. (E) EDC/NHS cross-linked BG505 was analyzed by capture ELISA.
Binding indices were calculated as AUC (cross-linked)/AUC (unmodified). Values of �1 indicate there was a reduction in antibody binding; values of 1 (dotted
line) represent no change in binding. Mean binding indices from at least two independent experiments are shown for all MAbs tested. (F) The MAbs are grouped
into neutralizing (bNAbs) and nonneutralizing (non-NAbs) categories. ***, P � 0.001 (Mann-Whitney U test).
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nonnative forms (Fig. 3D). Overall, we conclude that EDC/NHS
cross-linking robustly stabilizes BG505 trimers, with only �5% of
the trimer population adopting nonnative conformations, com-
pared to �50% for GLA cross-linking.

Antigenicity analysis revealed that, with some exceptions, the
epitopes for most bNAbs were well conserved after EDC/NHS
cross-linking. The reductions in binding ranged from none for
2G12 to 1.7-fold for 3BC315 (Fig. 3E and see Table S1 in the
supplemental material). However, binding of the CD4bs bNAbs
VRC01 and VRC03 was reduced by 2.5- and 5-fold, respectively.
This moderate level of reduction may reflect condensation of the
trimer by EDC/NHS cross-linking that further reduces an already
highly restricted angle-of-approach to the CD4bs and/or magni-
fies steric clashes with the opposing gp120 protomer (17, 60, 66).
Particularly striking were the differences in quaternary bNAb re-
activity with the trimers cross-linked with GLA compared to those
cross-linked with EDC/NHS. Thus, binding of the gp120-gp41
interface bNAb PGT151 was reduced by 11-fold by EDC/NHS
(Fig. 3C and see Table S1 in the supplemental material) compared
to only 1.5-fold by GLA (Fig. 2A and B). Moreover, whereas bind-
ing of the trimer apex bNAb PGT145 to the GLA cross-linked
trimers was reduced by 3.7-fold (Fig. 2B and C), the correspond-
ing reduction after EDC/NHS cross-linking trimers was only 1.2-
fold (Fig. 3E). Other quaternary V1V2-specific bNAbs, PG16,
PGDM1400, and CAP256-VRC26.08, were affected to an inter-
mediate extent (2.0-, 1.5- and 1.7-fold reductions, respectively).
In contrast, binding of CH01 to the trimer apex was reduced by
3.2-fold after EDC/NHS cross-linking, whereas GLA had no de-
tectable effect on this epitope. Taken together, these results em-
phasize how localized and selective any impact of the cross-linker
can be, although again it is worth emphasizing that any reductions
in bNAb binding were generally �5-fold and that no epitope was
completely destroyed. As with GLA, EDC/NHS cross-linking sub-
stantially reduced the binding of most non-NAbs, in particular
those to CD4bs and CD4i epitopes, although again, V3 loop non-
NAb reactivity was reduced to different extents (1.3- to 2.6-fold).
Overall, the reduction in non-NAb binding compared to bNAb
binding was highly significant after EDC/NHS cross-linking (P �
0.0006, Mann-Whitney U test), similar to that seen using GLA
(Fig. 3F, compare with Fig. 2C).

Positive and negative affinity selection of cross-linked
BG505 trimers. Cross-linking introduced heterogeneity into the
normally homogeneous population of BG505 trimers (Fig. 1 and
3). To prepare more homogeneous populations of cross-linked
trimers with native-like appearance and antigenicity, we em-
ployed positive selection using quaternary epitope-specific bNAbs
as affinity chromatography reagents. Thus, GLA cross-linked
trimers were passed through medium-scale immunoaffinity col-
umns bearing PGT145 or PGT151, while their EDC/NHS cross-
linked counterparts were selected using PGT145 or 3BC315 col-
umns (PGT151 was not used in the latter case since this epitope
was adversely affected by EDC/NHS cross-linking). Unbound
proteins from the affinity columns were discarded, while the
bNAb-bound trimers were eluted and analyzed. With the PGT151
column, 60 to 75% of the input GLA-cross-linked trimers were
recovered after positive selection (n � 3 independent experi-
ments), whereas with PGT145, the recovery was �30% (n � 2).
The different yields are consistent with the greater loss of PGT145
binding to GLA cross-linked trimers compared to the binding of
PGT151 (3.7-fold versus 1.6-fold, respectively). The percentage

recovery of GLA-treated trimers from the PGT145 column is also
broadly compatible with the EM analysis that showed that only
�50% of these trimers retained their native-like structure. The
yields of positively selected EDC cross-linked material were �60%
to 70% and �50% to 60% for PGT145 and 3BC315 selection,
respectively (n � 2 independent experiments).

We used negative-stain EM analysis to visualize the various
positively selected cross-linked BG505 trimer subpopulations. In
all cases, the trimers were �90% native-like in the closed confor-
mation (Fig. 4A to D), confirming that each of the quaternary
bNAbs enriched trimer populations that were properly folded.
Other experiments have shown that PGT145 purification of un-
modified BG505 trimers selects for or drives the formation of a
“partially open” native-like trimer subpopulation (S. W. de Taeye,
G. Ozorowski, A. T. de la Peña, M. Guttman, J.-P. Julien,
T. L. G. M. van den Kerkhof, J. A. Burger, L. K. Pritchard, P.
Pugach, A. Yasmeen, J. Crampton, J. Hu, I. Bontjer, J. L. Torres, H.
Arendt, J. DeStefano, W. C. Koff, H. Schuitemaker, D. Eggink, B.
Berkhout, H. Dean, C. LaBranche, S. Crotty, M. Crispin, D. C.
Montefiori, P. J. Klasse, K. K. Lee, J. P. Moore, I. A. Wilson, A. B.
Ward, and R. W. Sanders, submitted for publication). This effect
of PGT145 affinity purification appears to be prevented by cross-
linking. DSC analysis of GLA cross-linked trimers with and with-
out PGT151 positive selection showed no substantial thermal sta-
bility differences between the populations (Fig. 4G and Table 1).
Thus, the observed heterogeneity in the nonselected trimer pop-
ulation may result primarily from stochastic cross-linking events
rather than the presence of a mixture of different conformational
states that are all captured by cross-linking.

Antigenicity studies showed that positive selection on bNAb
columns increased the binding of the enriched, cross-linked trim-
ers to the corresponding bNAb, compared to the input (i.e., un-
selected) cross-linked material (Fig. 5A). For GLA cross-linked
trimers, PGT145 positive selection allowed a 2.8-fold increase in
PGT145 binding, compared to unselected material, although even
after positive selection, PGT145 binding was modestly (1.3-fold)
reduced compared to unmodified protein. In contrast, PGT151
selection resulted in trimers that bound the PGT151 similarly to
unmodified trimers (Fig. 5A). Selection of EDC/NHS cross-linked
trimers on a PGT145 column yielded trimers that bound to
PGT145 indistinguishably from unmodified trimers that were
also purified on the same column. In contrast, 3BC315 selection
failed to enrich 3BC315-reactive trimers in two independent ex-
periments, although the column flowthrough (i.e., 3BC315 non-
reactive Env) did react relatively poorly with 3BC315 (Fig. 5A and
data not shown). This may be the result of selected trimers binding
to the column too tightly to be eluted under standard conditions.

Most other bNAbs bound comparably to the GLA or EDC/
NHS cross-linked trimer populations that were enriched via the
different columns (see Fig. S1A to D and Table S1 in the supple-
mental material), but some striking differences were observed for
non-NAb binding. Thus, trimers cross-linked with either GLA or
EDC/NHS and then PGT145 selected or EDC/NHS cross-linked
and then 3BC315 selected had increased reactivity of 1.2-fold to
�3-fold with V3 non-NAbs (see Fig. S1A to D and Table S1).
Similar increases were observed for the gp41 non-NAb 7B2, im-
plying that the columns had selected trimers with global confor-
mational differences affecting both the gp120 and gp41 subunits.
However, for PGT151-selected, GLA cross-linked trimers, V3
non-NAb binding was reduced compared to that of unmodified
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trimers selected on the same column. Thus, whether or not there
can be an increase in V3 exposure is influenced by the selecting
bNAb (see Fig. S1A to D and Table S1).

Because the V3 region is a highly variable immunodominant
structure that induces limited or nonneutralizing activity against
viruses relevant to transmission, we considered it important to
reduce V3 exposure on cross-linked trimers. When assessed by
capture ELISA, V3-specific non-NAbs bind BG505 trimers despite
failing to neutralize the corresponding Env-pseudotyped virus
(12). However, EM analysis shows that only a small proportion of
trimers bind V3 non-NAbs, and these antibodies are only mini-
mally trimer reactive in SPR assays (12). One explanation of the
assay-dependent exposure of the V3 region is that under equilib-
rium conditions (as in ELISA), V3 antibodies may “trap” trimer
conformers that transiently expose their V3 regions. In contrast,
under more dynamic binding conditions (as in EM or SPR), such
trapping is less pronounced. Since cross-linking will irreversibly
“lock” all conformers within a trimer population, we hypothe-
sized that we could use V3 non-NAb negative-selection columns
to deplete V3-reactive trimers without reestablishing an equilib-
rium in which V3 again becomes exposed. We tested this hypoth-
esis using both GLA and EDC/NHS cross-linked BG505 trimers.
After incubation of the GLA or EDC cross-linked trimers with

column-immobilized 19b, �55% to 75% of the protein was re-
covered. Similar to the outcome with positive selection, V3 non-
NAb depletion yielded trimers that were �90% in the closed con-
formation, as judged by negative-stain EM analysis (Fig. 4E and
F). ELISA reactivity of the unbound (i.e., V3-depleted) fraction
with 19b and all other V3 non-NAbs tested was almost completely
eliminated. For example, the maximum ELISA binding signal for
the V3 non-NAbs HGN194 and HR10 was reduced by �10-fold
compared to the unselected, unmodified trimer (48) (see Fig. S1E
and F and Table S1 in the supplemental material). For compari-
son, we also studied the GLA cross-linked 19b-bound trimer sub-
population after eluting it with 3 M MgCL2. As expected, these
trimers reacted strongly with V3 non-NAbs but poorly with qua-
ternary epitope-specific bNAbs. Hence, these V3-exposed trimers
are not in a native-like conformation (data not shown).

Thus, in summary, cross-linking globally reduces non-NAb
binding to trimers while broadly preserving bNAb epitopes, and
positive and negative affinity selection can further improve both
the antigenic (Fig. 5, see also Fig. S1 and Table S1 in the supple-
mental material) and morphological (Fig. 4) properties of the re-
sulting trimers in an antibody- and epitope-specific manner.

To further investigate the antigenicity of MAb-selected trimer
subpopulations, we used SPR (Fig. 6). Unlike ELISA, SPR mea-

FIG 4 Negative-stain EM and DSC analysis of unmodified and cross-linked, antibody-selected BG505 trimers. 2D class averages are shown for GLA cross-linked
and PGT145 positively selected (GLA 
PGT145) (A), GLA cross-linked and PGT151 positively selected (GLA 
PGT151) (B), EDC cross-linked and PGT145
positively selected (EDC 
PGT145) (C), EDC cross-linked and 3VC315 positively selected (D), GLA cross-linked and 19b negatively selected (E), and EDC
cross-linked and 19b negatively selected (F) trimers. (G) DSC analysis of GLA cross-linked BG505 trimers positively selected on PGT151.
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sures binding kinetics in real time and allows a more precise eval-
uation of trimer antigenicity (67). In agreement with the ELISA
data, 2G12 binding levels in SPR were comparable for all the
trimer subpopulations, irrespective of whether they were cross-
linked or positively selected with bNAbs (Fig. 6A). The CD4bs
non-NAb F105 bound only weakly to the unmodified BG505

trimer, but its reactivity was further reduced (GLA) or completely
eliminated (EDC/NHS) by cross-linking. Positive selection with
quaternary epitope-specific bNAbs also changed F105 binding,
albeit subtly. The CD4bs bNAb VRC01 bound unmodified BG505
trimers fairly weakly and less well to trimers cross-linked with
GLA or EDC/NHS. More specifically, the VRC01 binding kinetics

FIG 5 Positive and negative selection of GLA or EDC/NHS cross-linked BG505 trimers. (A and B) bNAb and non-NAb binding to positively (A, Pos) and
negatively (B, Neg) selected cross-linked trimers was compared to that of unmodified (UM) and cross-linked unselected (X-link) trimers by capture ELISA. (C)
Summary of changes in bNAb and non-NAb binding. Data for antibodies against the CD4bs (red), V2 loop (brown), V3 (blue), and gp41 (purple) are represented
in color as indicated. Black symbols indicate other non-NAb epitopes. Values of 1 (dotted line) represent no change in binding, and values of �1 indicate reduced
binding and values of �1 indicate increased binding compared to unmodified protein. (D) Model of a membrane-bound trimer (EMD-5019 and EMD-5022)
with the epitopes indicated in color as described for panel C.
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were similar between conditions, but the maximum binding was
reduced after cross-linking. Thus, there may be a subpopulation
of trimers or gp120 protomers for which VRC01 binding is com-
promised by cross-linking. Consistent with the ELISA data, bind-
ing of the quaternary epitope bNAb PGT145 was substantially
reduced by GLA cross-linking but less so by EDC/NHS, and it was
increased after PGT145-positive selection of EDC/NHS cross-
linked trimers. The inverse was true for 3BC176 and PGT151, for
both of which binding was modestly reduced by GLA cross-link-
ing but substantially reduced by EDC/NHS.

The effect of V3 non-NAb negative selection was analyzed us-
ing the 39F V3 non-NAb as an SPR probe. As found in previous
SPR studies, this antibody reacted poorly with unmodified BG505
trimers (8, 28). Its binding was unchanged after cross-linking with
EDC/EHS but modestly increased with GLA (Fig. 6B). After sub-
sequent negative selection on the 19b column, there was no or
negligible residual 39F binding to either GLA or EDC/NHS cross-
linked trimers. In contrast, the V3/N332-glycan supersite bNAb
PGT121 bound comparably well to all the trimer subpopulations
tested. Thus, the SPR data are broadly consistent with the ELISA
data and confirm that the cross-linked trimers have improved
antigenicity properties after positive and negative affinity selec-
tion.

Finally, we tested cross-linking and PGT145 positive selection
on a SOSIP trimer derived from the clade B strain B41. Like their
BG505 counterparts, these trimers are fully native-like, but a vari-
able proportion are in a partially open conformation while the rest
adopt the fully closed state that dominates the BG505 trimer pop-
ulation (50). GLA cross-linking of B41 trimers using the condi-

tions optimized for BG505 increased trimer stability in the SDS-
PAGE assay, although, unlike BG505, substantial B41 monomer
and dimer populations were also observed (Fig. 7A). As with
BG505, the GLA cross-linked and PGT145 positively selected
trimers were less reactive with non-NAbs, whereas bNAb binding
was mostly preserved (Fig. 7B and C). A negative-stain EM anal-
ysis of the unmodified B41 trimers showed that �90% were in the
fully closed conformation (Fig. 7D). This proportion is higher
than previously reported (�50%) for the same B41 trimers de-
rived from the same stable CHO cell line and despite the use of the
same 2G12 column purification strategy and identical EM meth-
odology (50). The variation is likely to reflect the subtle influences
of temperature and time on the position of equilibrium between
the closed and partially open conformations (58). After cross-
linking and PGT145 positive selection, �90% of the B41 trimers
retained their closed morphology (Fig. 7E). Taken together, these
data show that the cross-linking and positive-selection methodol-
ogy developed using BG505 trimers can be applied to a second
trimer from a different clade. It is reasonable to assume that the
methods will prove to be highly generalizable.

DISCUSSION

Soluble SOSIP.664 trimers are being evaluated as immunogens for
NAb induction, since they structurally resemble the virion-asso-
ciated Env spike and have native-like antigenic properties (12–
14). In general, SOSIP.664 trimers bind bNAbs well and non-
NAbs poorly or not at all (12, 13). However, like many Env vaccine
candidates, the present generation of SOSIP.664 trimers can be
improved, including from the perspectives of antigenicity and sta-

FIG 6 SPR analysis of positively and negatively selected trimers. (A and B) The indicated bNAb and non-Nab were captured onto Biacore sensorchip surfaces
via immobilized anti-human IgG antibody (not shown). The indicated positively (A) and negatively (B) selected cross-linked trimers were passed over the surface
for 5 min (starting at 0 s), followed by a 5-min dissociation period.
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bility. Three areas relevant to the present work are the following.
(i) Both membrane-anchored and soluble trimers are flexible
structures that sample different conformational states (16, 18),
which may influence the presentation of quaternary structure-
dependent bNAb epitopes. (ii) The unliganded SOSIP.664 trimers
can expose epitopes for non-NAbs under some conditions, of
which V3 epitopes are the most antigenic and immunogenic (12,
13). (iii) The trimers bind CD4 and undergo conformational
changes that expose non-NAb epitopes such as V3 and CD4i (12).
Whether these properties of the present-generation trimers ad-
versely affect their immunogenicity is presently under investiga-
tion, but it is prudent to consider that they may do so. Accord-
ingly, we have evaluated whether chemical cross-linking can
irreversibly trap BG505 trimers in certain conformational states
and, in linked studies, whether positive and/or negative selection
with bNAbs and non-NAbs, respectively, can isolate trimers with
superior antigenic profiles in the absence and presence of CD4.

Cross-linking is a progressive chemical process affected by fac-
tors that include the cross-linker concentration, the temperature,
and the pH of the reaction buffer. Our initial optimization studies
allowed us to define two protocols whereby most quaternary
bNAb epitopes were retained on the trimer, accompanied by a
reduction in the binding of most non-NAbs. The two cross-link-
ers, GLA and EDC/NHS, had different effects on the trimer, most
likely because the linking chemistries and the presence or absence
of linker atoms differ. Thus, GLA cross-linking substantially re-
duced PGT145 binding to the BG505 trimer but preserved the

PGT151 epitope, whereas EDC/NHS cross-linking had the con-
verse effect. PGT151 and antibodies of the PGT145-class cross-
compete for trimer binding via a noncompetitive bidirectional
mechanism (13). Thus, it is possible that a cross-linked trimer
conformer that efficiently displays the epitope for one of these
quaternary structure-dependent bNAbs may be unable to simul-
taneously display the other. The basis of the differential effects on
the two epitopes is not known but may reflect the different chem-
istries involved, i.e., amine-amine cross-linking for GLA and car-
boxyl-amine cross-linking for EDC/NHS. Since the individual
protomers of the BG505 and B41 trimers are in close proximity, it
is likely that interprotomer cross-links will be formed. This out-
come would be fully consistent with the robust stability of the
trimer under denaturing SDS-PAGE conditions and will probably
contribute to the cross-linking-induced modifications to epitopes
at the trimer apex where the three gp120 protomers form critical
noncovalent contacts.

Both cross-linking methods trapped forms of Env that had
nonnative morphology when viewed by EM and that also had
some undesirable antigenic properties. The subsequent use of
bNAb positive-selection columns, however, isolated fully native-
like trimer subpopulations with improved properties when as-
sessed by EM and SPR/ELISA. The antigenicity profiles of the
positively selected, cross-linked trimers were similar but not iden-
tical to those of their unmodified counterparts. The subtle but
reproducible differences in antibody reactivity may indicate that
some or all of the cross-linked trimers are trapped in intermediate

FIG 7 Properties of GLA cross-linked and PGT145 positively selected B41 SOSIP trimers. (A) SDS-PAGE analysis of unmodified (UM) and cross-linked (GLA)
B41 trimers. (B) GLA cross-linked and PGT145-selected B41 was analyzed by capture ELISA. Binding indices were calculated as AUC (cross-linked)/AUC
(unmodified). Values of �1 indicate there was a reduction in antibody binding; values of 1 (dotted line) represent no change in binding. Binding indices are
shown for all MAbs tested. (C) The MAbs are grouped into neutralizing (bNAbs) and nonneutralizing (non-NAbs) categories; the dotted line represents no
change in binding index. *, P � 0.05 Mann-Whitney U test. (D and E) 2D class averages from negative-stain EM analysis of unmodified (D) and GLA-treated and
PGT145 selected (E) B41 trimers.
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conformations and/or that the cross-linker has caused some per-
turbation to the local or global structure of the trimer. A more
precise analysis of the cross-linked trimer is beyond the resolution
of the methods used here but might be achievable if high-resolu-
tion cryo-EM structures could be obtained.

It may be possible to use the two cross-linkers to stabilize and
differentially present epitope clusters in a targeted approach. For
example, presenting the PGT145 epitope would most likely ben-
efit from EDC cross-linking followed by PGT145 positive selec-
tion, whereas the PGT151 epitope would be best presented on
GLA cross-linked trimers that were then positively selected with
PGT151. An alternative approach might be to cross-link trimers
bound to the selecting antibody on a column, followed by elution
of the stabilized trimer. The reduced binding of CD4bs bNAbs to
cross-linked trimers suggests either that this method may not be
useful for presenting this epitope cluster to B cells or that positive
enrichment using CD4bs bNAbs might be required to select for
optimal antigenic forms. Similarly, the reduction in CD4 binding
to cross-linked trimers may be relevant to overcoming any adverse
effects arising from the CD4 induction of potentially distractive
non-NAb epitopes in vivo (68). A related point is that, in principle,
the immunogenicity of trimers could be decreased if they bound
to CD4-expressing cells such as CD4
 T cells in vivo and were
depleted before they had the opportunity to interact with B-cell
receptors or be taken up by professional antigen-presenting cells.
Negative selection of cross-linked trimers with a V3 non-NAb
eliminated most V3 epitope-expressing conformers from the in-
put population. As noted above, this finding may be useful if the
strong immunogenicity of V3 adversely affects the presentation of
bNAb epitopes to B cells or creates other interference effects on
the induction of tier 2 NAb responses. Finally, cross-linked trim-
ers may be generally more stable in vivo, including to proteases,
thereby increasing their half-life. Whether any of these potential
benefits do improve trimer immunogenicity can obviously be
evaluated only in animal studies. These are now in progress but
take �6 months to complete and analyze (14, 15).

In a recent study, full-length, membrane-anchored HIV-1 Env
was cross-linked using homobifunctional amine-amine cross-
linkers [bis(sulfosuccinimidyl)suberate (BS3) and 3,3-dithiobis-
(sulfosuccinimidylpropionate) (DTSSP)], extracted from the
membrane using detergents, and then negatively depleted of ab-
errant forms by affinity chromatography with gp120- and gp41-
specific non-NAbs. The endpoint was a trimeric Env preparation
with improved antigenic characteristics compared to unselected
forms in respect of its presentation of bNAb versus non-NAb
epitopes (27). Protease digestion of misfolded forms of Env from
the surface of virus-like particles is also being evaluated in vitro
and in vivo, for broadly similar reasons (69, 70). Another approach
involves targeted stabilization using structure-based design,
which may create highly stable trimers without recourse to chem-
ical modification or new trimer variants that could be further
improved by cross-linking methodology (17, 71). Taken together
with our own ongoing immunogenicity studies, these alternative
approaches to a common problem may reveal whether the stabi-
lization of Env proteins and/or the reduction in their presentation
of non-NAb epitopes can focus and improve their immunogenic-
ity from the perspective of bNAb induction.

Cross-linking of vaccine antigens is a proven method with an
excellent safety record (72); it was first used to create inactivated
polio vaccines and has since been used more widely (73). Al-

though the traditional cross-linker has been formaldehyde, there
are also extensive safety data on GLA-treated antigens from clin-
ical trials in allergy immunotherapy (74, 75) and in the context of
heart (76) and vascular (77) transplants. No clinical trials of EDC/
NHS cross-linked proteins have been conducted to date, although
its properties as a zero-length cross-linker that leaves no residual
atoms associated with the immunogen suggest that its use is un-
likely to have direct in vivo safety implications (78). Accordingly,
any B-cell antigen that is conformationally or structurally unsta-
ble, including but not limited to HIV-1 Env trimers, may benefit
from this cross-linking approach.

ACKNOWLEDGMENTS

We thank Dennis Burton and the Neutralizing Antibody Repository
for antibodies and reagents and Davide Corti, Antonio Lanzavecchia,
Michel Nussenzweig, Barton Haynes, John Mascola, Mark Connors,
and James Robinson for antibodies and expression plasmids. The EM
data were collected at The Scripps Research Institute Electron Micros-
copy Facility.

FUNDING INFORMATION
Bill and Melinda Gates Foundation provided funding to Quentin J. Sat-
tentau under grant number OPP1113647.

R.W.S. is a recipient of a Vidi grant from the Netherlands Organization for
Scientific Research (NWO) and a Starting Investigator Grant from the
European Research Council (ERC-StG-2011-280829-SHEV). This work
was supported by NIH grants P01AI082362, P01AI110657, and
UM1AI100663, the International AIDS Vaccine Initiative and Bill and
Melinda Gates Foundation Collaboration for AIDS Vaccine Discovery
(CAVD), and the Medical Research Council UK. Q.J.S. is a James Martin
Senior Fellow and a Jenner Investigator. The funders had no role in study
design, data collection and interpretation, or the decision to submit the
work for publication.

REFERENCES
1. Burton DR, Ahmed R, Barouch DH, Butera ST, Crotty S, Godzik A,

Kaufmann DE, McElrath MJ, Nussenzweig MC, Pulendran B, Scanlan
CN, Schief WR, Silvestri G, Streeck H, Walker BD, Walker LM, Ward
AB, Wilson IA, Wyatt R. 2012. A blueprint for HIV vaccine discovery.
Cell Host Microbe 12:396 – 407. http://dx.doi.org/10.1016/j.chom.2012
.09.008.

2. Schiffner T, Sattentau QJ, Dorrell L. 2013. Development of prophylactic
vaccines against HIV-1. Retrovirology 10:72. http://dx.doi.org/10.1186
/1742-4690-10-72.

3. Haynes BF. 2015. New approaches to HIV vaccine development. Curr
Opin Immunol 35:39 – 47. http://dx.doi.org/10.1016/j.coi.2015.05.007.

4. Stephenson KE, Barouch DH. 2013. A global approach to HIV-1 vaccine
development. Immunol Rev 254:295–304. http://dx.doi.org/10.1111/imr
.12073.

5. Burton DR, Mascola JR. 2015. Antibody responses to envelope glycopro-
teins in HIV-1 infection. Nat Immunol 16:571–576. http://dx.doi.org/10
.1038/ni.3158.

6. West AP, Jr, Scharf L, Scheid JF, Klein F, Bjorkman PJ, Nussenzweig
MC. 2014. Structural insights on the role of antibodies in HIV-1 vaccine
and therapy. Cell 156:633– 648. http://dx.doi.org/10.1016/j.cell.2014.01
.052.

7. Haynes BF, Gilbert PB, McElrath MJ, Zolla-Pazner S, Tomaras GD,
Alam SM, Evans DT, Montefiori DC, Karnasuta C, Sutthent R, Liao
HX, DeVico AL, Lewis GK, Williams C, Pinter A, Fong Y, Janes H,
DeCamp A, Huang Y, Rao M, Billings E, Karasavvas N, Robb ML,
Ngauy V, de Souza MS, Paris R, Ferrari G, Bailer RT, Soderberg KA,
Andrews C, Berman PW, Frahm N, De Rosa SC, Alpert MD, Yates NL,
Shen X, Koup RA, Pitisuttithum P, Kaewkungwal J, Nitayaphan S,
Rerks-Ngarm S, Michael NL, Kim JH. 2012. Immune-correlates analysis
of an HIV-1 vaccine efficacy trial. N Engl J Med 366:1275–1286. http://dx
.doi.org/10.1056/NEJMoa1113425.

8. Ringe RP, Sanders RW, Yasmeen A, Kim HJ, Lee JH, Cupo A, Korzun

Cross-Linking Env Trimers

January 2016 Volume 90 Number 2 jvi.asm.org 825Journal of Virology

http://dx.doi.org/10.1016/j.chom.2012.09.008
http://dx.doi.org/10.1016/j.chom.2012.09.008
http://dx.doi.org/10.1186/1742-4690-10-72
http://dx.doi.org/10.1186/1742-4690-10-72
http://dx.doi.org/10.1016/j.coi.2015.05.007
http://dx.doi.org/10.1111/imr.12073
http://dx.doi.org/10.1111/imr.12073
http://dx.doi.org/10.1038/ni.3158
http://dx.doi.org/10.1038/ni.3158
http://dx.doi.org/10.1016/j.cell.2014.01.052
http://dx.doi.org/10.1016/j.cell.2014.01.052
http://dx.doi.org/10.1056/NEJMoa1113425
http://dx.doi.org/10.1056/NEJMoa1113425
http://jvi.asm.org


J, Derking R, van Montfort T, Julien JP, Wilson IA, Klasse PJ, Ward
AB, Moore JP. 2013. Cleavage strongly influences whether soluble HIV-1
envelope glycoprotein trimers adopt a native-like conformation. Proc
Natl Acad Sci U S A 110:18256 –18261. http://dx.doi.org/10.1073/pnas
.1314351110.

9. Mascola JR, Montefiori DC. 2010. The role of antibodies in HIV vaccines.
Annu Rev Immunol 28:413– 444. http://dx.doi.org/10.1146/annurev
-immunol-030409-101256.

10. Tran K, Poulsen C, Guenaga J, de Val N, Wilson R, Sundling C, Li Y,
Stanfield RL, Wilson IA, Ward AB, Karlsson Hedestam GB, Wyatt RT.
2014. Vaccine-elicited primate antibodies use a distinct approach to the
HIV-1 primary receptor binding site informing vaccine redesign. Proc
Natl Acad Sci U S A 111:E738 –747. http://dx.doi.org/10.1073/pnas
.1319512111.

11. Seaman MS, Janes H, Hawkins N, Grandpre LE, Devoy C, Giri A,
Coffey RT, Harris L, Wood B, Daniels MG, Bhattacharya T, Lapedes A,
Polonis VR, McCutchan FE, Gilbert PB, Self SG, Korber BT, Montefiori
DC, Mascola JR. 2010. Tiered categorization of a diverse panel of HIV-1
Env pseudoviruses for assessment of neutralizing antibodies. J Virol 84:
1439 –1452. http://dx.doi.org/10.1128/JVI.02108-09.

12. Sanders RW, Derking R, Cupo A, Julien JP, Yasmeen A, de Val N, Kim
HJ, Blattner C, de la Pena AT, Korzun J, Golabek M, de Los Reyes K,
Ketas TJ, van Gils MJ, King CR, Wilson IA, Ward AB, Klasse PJ, Moore
JP. 2013. 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 9:e1003618. http://dx.doi
.org/10.1371/journal.ppat.1003618.

13. Derking R, Ozorowski G, Sliepen K, Yasmeen A, Cupo A, Torres JL,
Julien JP, Lee JH, van Montfort T, de Taeye SW, Connors M, Burton
DR, Wilson IA, Klasse PJ, Ward AB, Moore JP, Sanders RW. 2015.
Comprehensive antigenic map of a cleaved soluble HIV-1 envelope
trimer. PLoS Pathog 11:e1004767. http://dx.doi.org/10.1371/journal.ppat
.1004767.

14. Sanders RW, van Gils MJ, Derking R, Sok D, Ketas TJ, Burger JA,
Ozorowski G, Cupo A, Simonich C, Goo L, Arendt H, Kim HJ, Lee JH,
Pugach P, Williams M, Debnath G, Moldt B, van Breemen MJ, Isik G,
Medina-Ramirez M, Back JW, Koff WC, Julien JP, Rakasz EG, Seaman
MS, Guttman M, Lee KK, Klasse PJ, LaBranche C, Schief WR, Wilson
IA, Overbaugh J, Burton DR, Ward AB, Montefiori DC, Dean H,
Moore JP. 2015. HIV-1 neutralizing antibodies induced by native-like
envelope trimers. Science 349:aac4223. http://dx.doi.org/10.1126/science
.aac4223.

15. 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 neutral-
izing antibodies bind to quaternary epitopes involving glycan-deficient
patches proximal to the CD4 binding site. PLoS Pathog 11:e1004932. http:
//dx.doi.org/10.1371/journal.ppat.1004932.

16. Munro JB, Gorman J, Ma X, Zhou Z, Arthos J, Burton DR, Koff WC,
Courter JR, Smith AB, III, Kwong PD, Blanchard SC, Mothes W. 2014.
Conformational dynamics of single HIV-1 envelope trimers on the surface
of native virions. Science 346:759 –763. http://dx.doi.org/10.1126/science
.1254426.

17. Do Kwon Y, Pancera M, Acharya P, Georgiev IS, Crooks ET, Gorman
J, Joyce MG, Guttman M, Ma X, Narpala S, Soto C, Terry DS, Yang Y,
Zhou T, Ahlsen G, Bailer RT, Chambers M, Chuang GY, Doria-Rose
NA, Druz A, Hallen MA, Harned A, Kirys T, Louder MK, O’Dell S,
Ofek G, Osawa K, Prabhakaran M, Sastry M, Stewart-Jones GB, Stuckey
J, Thomas PV, Tittley T, Williams C, Zhang B, Zhao H, Zhou Z, Donald
BR, Lee LK, Zolla-Pazner S, Baxa U, Schon A, Freire E, Shapiro L,
Lee KK, Arthos J, Munro JB, Blanchard SC, Mothes W, Binley JM,
McDermott AB, Mascola JR, Kwong PD. 2015. Crystal structure,
conformational fixation and entry-related interactions of mature ligand-
free HIV-1 Env. Nat Struct Mol Biol 22:522–531. http://dx.doi.org/10
.1038/nsmb.3051.

18. Munro JB, Mothes W. 2015. Structure and dynamics of the native HIV-1 Env
trimer. J Virol 89:5752–5755. http://dx.doi.org/10.1128/JVI.03187-14.

19. Kwong PD, Doyle ML, Casper DJ, Cicala C, Leavitt SA, Majeed S, Steen-
beke TD, Venturi M, Chaiken I, Fung M, Katinger H, Parren PW, Rob-
inson J, Van Ryk D, Wang L, Burton DR, Freire E, Wyatt R, Sodroski J,
Hendrickson WA, Arthos J. 2002. HIV-1 evades antibody-mediated neutral-

ization through conformational masking of receptor-binding sites. Nature
420:678–682. http://dx.doi.org/10.1038/nature01188.

20. Hartley O, Klasse PJ, Sattentau QJ, Moore JP. 2005. V3: HIV’s switch-
hitter. AIDS Res Human Retrovir 21:171–189. http://dx.doi.org/10.1089
/aid.2005.21.171.

21. Kong L, Sattentau QJ. 2012. Antigenicity and immunogenicity in HIV-1
antibody-based vaccine design. J AIDS Clin Res S8:3.

22. Labrijn AF, Poignard P, Raja A, Zwick MB, Delgado K, Franti M, Binley
J, Vivona V, Grundner C, Huang CC, Venturi M, Petropoulos CJ, Wrin
T, Dimitrov DS, Robinson J, Kwong PD, Wyatt RT, Sodroski J, Burton
DR. 2003. Access of antibody molecules to the conserved coreceptor bind-
ing site on glycoprotein gp120 is sterically restricted on primary human
immunodeficiency virus type 1. J Virol 77:10557–10565. http://dx.doi.org
/10.1128/JVI.77.19.10557-10565.2003.

23. Sattentau QJ. 1995. Conservation of HIV-1 gp120 neutralizing epitopes
after formalin inactivation. AIDS 9:1383–1385. http://dx.doi.org/10.1097
/00002030-199512000-00017.

24. Yuan W, Bazick J, Sodroski J. 2006. Characterization of the multiple
conformational states of free monomeric and trimeric human immuno-
deficiency virus envelope glycoproteins after fixation by cross-linker. J
Virol 80:6725– 6737. http://dx.doi.org/10.1128/JVI.00118-06.

25. Haim H, Salas I, Sodroski J. 2013. Proteolytic processing of the human
immunodeficiency virus envelope glycoprotein precursor decreases con-
formational flexibility. J Virol 87:1884 –1889. http://dx.doi.org/10.1128
/JVI.02765-12.

26. Schiffner T, Kong L, Duncan CJ, Back JW, Benschop JJ, Shen X, Huang
PS, Stewart-Jones GB, Destefano J, Seaman MS, Tomaras GD, Monte-
fiori DC, Schief WR, Sattentau QJ. 2013. Immune focusing and en-
hanced neutralization induced by HIV-1 gp140 chemical cross-linking. J
Virol 87:10163–10172. http://dx.doi.org/10.1128/JVI.01161-13.

27. Leaman DP, Lee JH, Ward AB, Zwick MB. 2015. Immunogenic display
of purified chemically cross-linked HIV-1 spikes. J Virol 89:6725– 6745.
http://dx.doi.org/10.1128/JVI.03738-14.

28. Burton DR, Pyati J, Koduri R, Sharp SJ, Thornton GB, Parren PW,
Sawyer LS, Hendry RM, Dunlop N, Nara PL, Lamacchia M, Garratty E,
Stiehm ER, Bryson YJ, Cao Y, Moore JP, Ho DD, Barbas CF. 1994.
Efficient neutralization of primary isolates of HIV-1 by a recombinant
human monoclonal antibody. Science 266:1024 –1027. http://dx.doi.org
/10.1126/science.7973652.

29. 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
G Principal Investigators, Koff WC, Wilson IA, Burton DR, Poignard P.
2011. Broad neutralization coverage of HIV by multiple highly potent anti-
bodies. Nature 477:466–470. http://dx.doi.org/10.1038/nature10373.

30. Wu X, Yang ZY, Li Y, Hogerkorp CM, Schief WR, Seaman MS, Zhou
T, Schmidt SD, Wu L, Xu L, Longo NS, McKee K, O’Dell S, Louder MK,
Wycuff DL, Feng Y, Nason M, Doria-Rose N, Connors M, Kwong PD,
Roederer M, Wyatt RT, Nabel GJ, Mascola JR. 2010. Rational design of
envelope identifies broadly neutralizing human monoclonal antibodies to
HIV-1. Science 329:856 – 861. http://dx.doi.org/10.1126/science.1187659.

31. Choe H, Li W, Wright PL, Vasilieva N, Venturi M, Huang CC, Grund-
ner C, Dorfman T, Zwick MB, Wang L, Rosenberg ES, Kwong PD,
Burton DR, Robinson JE, Sodroski JG, Farzan M. 2003. Tyrosine sul-
fation of human antibodies contributes to recognition of the CCR5 bind-
ing region of HIV-1 gp120. Cell 114:161–170. http://dx.doi.org/10.1016
/S0092-8674(03)00508-7.

32. Wyatt R, Moore J, Accola M, Desjardin E, Robinson J, Sodroski J. 1995.
Involvement of the V1/V2 variable loop structure in the exposure of hu-
man immunodeficiency virus type 1 gp120 epitopes induced by receptor
binding. J Virol 69:5723–5733.

33. Moore JP, Willey RL, Lewis GK, Robinson J, Sodroski J. 1994. Immu-
nological evidence for interactions between the first, second, and fifth
conserved domains of the gp120 surface glycoprotein of human immuno-
deficiency virus type 1. J Virol 68:6836 – 6847.

34. Bonsignori M, Montefiori DC, Wu X, Chen X, Hwang KK, Tsao CY,
Kozink DM, Parks RJ, Tomaras GD, Crump JA, Kapiga SH, Sam NE,
Kwong PD, Kepler TB, Liao HX, Mascola JR, Haynes BF. 2012. Two
distinct broadly neutralizing antibody specificities of different clonal lin-
eages in a single HIV-1-infected donor: implications for vaccine design. J
Virol 86:4688 – 4692. http://dx.doi.org/10.1128/JVI.07163-11.

35. Buchacher A, Predl R, Strutzenberger K, Steinfellner W, Trkola A,
Purtscher M, Gruber G, Tauer C, Steindl F, Jungbauer A, Katinger H.

Schiffner et al.

826 jvi.asm.org January 2016 Volume 90 Number 2Journal of Virology

http://dx.doi.org/10.1073/pnas.1314351110
http://dx.doi.org/10.1073/pnas.1314351110
http://dx.doi.org/10.1146/annurev-immunol-030409-101256
http://dx.doi.org/10.1146/annurev-immunol-030409-101256
http://dx.doi.org/10.1073/pnas.1319512111
http://dx.doi.org/10.1073/pnas.1319512111
http://dx.doi.org/10.1128/JVI.02108-09
http://dx.doi.org/10.1371/journal.ppat.1003618
http://dx.doi.org/10.1371/journal.ppat.1003618
http://dx.doi.org/10.1371/journal.ppat.1004767
http://dx.doi.org/10.1371/journal.ppat.1004767
http://dx.doi.org/10.1126/science.aac4223
http://dx.doi.org/10.1126/science.aac4223
http://dx.doi.org/10.1371/journal.ppat.1004932
http://dx.doi.org/10.1371/journal.ppat.1004932
http://dx.doi.org/10.1126/science.1254426
http://dx.doi.org/10.1126/science.1254426
http://dx.doi.org/10.1038/nsmb.3051
http://dx.doi.org/10.1038/nsmb.3051
http://dx.doi.org/10.1128/JVI.03187-14
http://dx.doi.org/10.1038/nature01188
http://dx.doi.org/10.1089/aid.2005.21.171
http://dx.doi.org/10.1089/aid.2005.21.171
http://dx.doi.org/10.1128/JVI.77.19.10557-10565.2003
http://dx.doi.org/10.1128/JVI.77.19.10557-10565.2003
http://dx.doi.org/10.1097/00002030-199512000-00017
http://dx.doi.org/10.1097/00002030-199512000-00017
http://dx.doi.org/10.1128/JVI.00118-06
http://dx.doi.org/10.1128/JVI.02765-12
http://dx.doi.org/10.1128/JVI.02765-12
http://dx.doi.org/10.1128/JVI.01161-13
http://dx.doi.org/10.1128/JVI.03738-14
http://dx.doi.org/10.1126/science.7973652
http://dx.doi.org/10.1126/science.7973652
http://dx.doi.org/10.1038/nature10373
http://dx.doi.org/10.1126/science.1187659
http://dx.doi.org/10.1016/S0092-8674(03)00508-7
http://dx.doi.org/10.1016/S0092-8674(03)00508-7
http://dx.doi.org/10.1128/JVI.07163-11
http://jvi.asm.org


1994. Generation of human monoclonal antibodies against HIV-1 pro-
teins; electrofusion and Epstein-Barr virus transformation for peripheral
blood lymphocyte immortalization. AIDS Res Hum Retroviruses 10:359 –
369. http://dx.doi.org/10.1089/aid.1994.10.359.

36. Robinson JE, Holton D, Pacheco-Morell S, Liu J, McMurdo H. 1990.
Identification of conserved and variant epitopes of human immunodefi-
ciency virus type 1 (HIV-1) gp120 by human monoclonal antibodies pro-
duced by EBV-transformed cell lines. AIDS Res Hum Retroviruses 6:567–
579. http://dx.doi.org/10.1089/aid.1990.6.567.

37. Huang J, Kang BH, Pancera M, Lee JH, Tong T, Feng Y, Imamichi H,
Georgiev IS, Chuang GY, Druz A, Doria-Rose NA, Laub L, Sliepen K,
van Gils MJ, de la Pena AT, Derking R, Klasse PJ, Migueles SA, Bailer
RT, Alam M, Pugach P, Haynes BF, Wyatt RT, Sanders RW, Binley JM,
Ward AB, Mascola JR, Kwong PD, Connors M. 2014. Broad and potent
HIV-1 neutralization by a human antibody that binds the gp41-gp120
interface. Nature 515:138 –142. http://dx.doi.org/10.1038/nature13601.

38. Klein F, Gaebler C, Mouquet H, Sather DN, Lehmann C, Scheid JF,
Kraft Z, Liu Y, Pietzsch J, Hurley A, Poignard P, Feizi T, Morris L,
Walker BD, Fätkenheuer G, Seaman MS, Nussenzweig MC. 2012. Broad
neutralization by a combination of antibodies recognizing the CD4 bind-
ing site and a new conformational epitope on the HIV-1 envelope protein.
J Exp Med 209:1469 –1479. http://dx.doi.org/10.1084/jem.20120423.

39. Falkowska E, Le KM, Ramos A, Doores KJ, Lee JH, Blattner C, Ramirez
A, Derking R, van Gils MJ, Liang CH, McBride R, von Bredow B,
Shivatare SS, Wu CY, Chan-Hui PY, Liu Y, Feizi T, Zwick MB, Koff
WC, Seaman MS, Swiderek K, Moore JP, Evans D, Paulson JC, Wong
CH, Ward AB, Wilson IA, Sanders RW, Poignard P, Burton DR. 2014.
Broadly neutralizing HIV antibodies define a glycan-dependent epitope
on the prefusion conformation of gp41 on cleaved envelope trimers. Im-
munity 40:657– 668. http://dx.doi.org/10.1016/j.immuni.2014.04.009.

40. Doria-Rose NA, Schramm CA, Gorman J, Moore PL, Bhiman JN,
DeKosky BJ, Ernandes MJ, Georgiev IS, Kim HJ, Pancera M, Staupe RP,
Altae-Tran HR, Bailer RT, Crooks ET, Cupo A, Druz A, Garrett NJ, Hoi
KH, Kong R, Louder MK, Longo NS, McKee K, Nonyane M, O’Dell S,
Roark RS, Rudicell RS, Schmidt SD, Sheward DJ, Soto C, Wibmer CK,
Yang Y, Zhang Z, NISC Comparative Sequencing Program, Mullikin
JC, Binley JM, Sanders RW, Wilson IA, Moore JP, Ward AB, Georgiou
G, Williamson C, Abdool Karim SS, Morris L, Kwong PD, Shapiro L,
Mascola JR. 2014. Developmental pathway for potent V1V2-directed
HIV-neutralizing antibodies. Nature 509:55– 62. http://dx.doi.org/10
.1038/nature13036.

41. Sok D, van Gils MJ, Pauthner M, Julien JP, Saye-Francisco KL, Hsueh
J, Briney B, Lee JH, Le KM, Lee PS, Hua Y, Seaman MS, Moore JP,
Ward AB, Wilson IA, Sanders RW, Burton DR. 2014. Recombinant HIV
envelope trimer selects for quaternary-dependent antibodies targeting the
trimer apex. Proc Natl Acad Sci U S A 111:17624 –17629. http://dx.doi.org
/10.1073/pnas.1415789111.

42. Binley JM, Sanders RW, Clas B, Schuelke N, Master A, Guo Y, Kajumo
F, Anselma DJ, Maddon PJ, Olson WC, Moore JP. 2000. 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 74:627– 643. http://dx.doi.org/10.1128/JVI.74.2.627-643
.2000.

43. Bowles EJ, Schiffner T, Rosario M, Needham GA, Ramaswamy M,
McGouran J, Kessler B, LaBranche C, McMichael AJ, Montefiori D,
Sattentau QJ, Hanke T, Stewart-Jones GB. 2014. Comparison of neu-
tralizing antibody responses elicited from highly diverse polyvalent het-
erotrimeric HIV-1 gp140 cocktail immunogens versus a monovalent
counterpart in rhesus macaques. PLoS One 9:e114709. http://dx.doi.org
/10.1371/journal.pone.0114709.

44. Deen KC, McDougal JS, Inacker R, Folena-Wasserman G, Arthos J,
Rosenberg J, Maddon PJ, Axel R, Sweet RW. 1988. A soluble form of
CD4 (T4) protein inhibits AIDS virus infection. Nature 331:82– 84. http:
//dx.doi.org/10.1038/331082a0.

45. Allaway GP, Davis-Bruno KL, Beaudry GA, Garcia EB, Wong EL, Ryder
AM, Hasel KW, Gauduin MC, Koup RA, McDougal JS, Maddon PJ.
1995. Expression and characterization of CD4-IgG2, a novel heterote-
tramer that neutralizes primary HIV type 1 isolates. AIDS Res Hum Ret-
roviruses 11:533–539. http://dx.doi.org/10.1089/aid.1995.11.533.

46. Thali M, Moore JP, Furman C, Charles M, Ho DD, Robinson J,
Sodroski J. 1993. Characterization of conserved human immunodefi-

ciency virus type 1 gp120 neutralization epitopes exposed upon gp120-
CD4 binding. J Virol 67:3978 –3988.

47. Walker LM, Phogat SK, Chan-Hui PY, Wagner D, Phung P, Goss JL,
Wrin T, Simek MD, Fling S, Mitcham JL, Lehrman JK, Priddy FH,
Olsen OA, Frey SM, Hammond PW, Kaminsky S, Zamb T, Moyle M,
Koff WC, Poignard P, Burton DR. 2009. Broad and potent neutralizing
antibodies from an African donor reveal a new HIV-1 vaccine target. Sci-
ence 326:285–289. http://dx.doi.org/10.1126/science.1178746.

48. Corti D, Langedijk JP, Hinz A, Seaman MS, Vanzetta F, Fernandez-
Rodriguez BM, Silacci C, Pinna D, Jarrossay D, Balla-Jhagjhoorsingh S,
Willems B, Zekveld MJ, Dreja H, O’Sullivan E, Pade C, Orkin C, Jeffs
SA, Montefiori DC, Davis D, Weissenhorn W, McKnight A, Heeney JL,
Sallusto F, Sattentau QJ, Weiss RA, Lanzavecchia A. 2010. Analysis of
memory B cell responses and isolation of novel monoclonal antibodies
with neutralizing breadth from HIV-1-infected individuals. PLoS One
5:e8805. http://dx.doi.org/10.1371/journal.pone.0008805.

49. Chung NP, Matthews K, Kim HJ, Ketas TJ, Golabek M, de Los Reyes K,
Korzun J, Yasmeen A, Sanders RW, Klasse PJ, Wilson IA, Ward AB,
Marozsan AJ, Moore JP, Cupo A. 2014. Stable 293 T and CHO cell lines
expressing cleaved, stable HIV-1 envelope glycoprotein trimers for struc-
tural and vaccine studies. Retrovirology 11:33. http://dx.doi.org/10.1186
/1742-4690-11-33.

50. Pugach P, Ozorowski G, Cupo A, Ringe R, Yasmeen A, de Val N,
Derking R, Kim HJ, Korzun J, Golabek M, de Los Reyes K, Ketas TJ,
Julien JP, Burton DR, Wilson IA, Sanders RW, Klasse PJ, Ward AB,
Moore JP. 2015. A native-like SOSIP.664 trimer based on an HIV-1 sub-
type B env gene. J Virol 89:3380 –3395. http://dx.doi.org/10.1128/JVI
.03473-14.

51. Suloway C, Pulokas J, Fellmann D, Cheng A, Guerra F, Quispe J, Stagg
S, Potter CS, Carragher B. 2005. Automated molecular microscopy: the
new Leginon system. J Struct Biol 151:41– 60. http://dx.doi.org/10.1016/j
.jsb.2005.03.010.

52. Voss NR, Yoshioka CK, Radermacher M, Potter CS, Carragher B. 2009.
DoG Picker and TiltPicker: software tools to facilitate particle selection in
single particle electron microscopy. J Struct Biol 166:205–213. http://dx
.doi.org/10.1016/j.jsb.2009.01.004.

53. Lander GC, Stagg SM, Voss NR, Cheng A, Fellmann D, Pulokas J,
Yoshioka C, Irving C, Mulder A, Lau PW, Lyumkis D, Potter CS,
Carragher B. 2009. Appion: an integrated, database-driven pipeline to
facilitate EM image processing. J Struct Biol 166:95–102. http://dx.doi.org
/10.1016/j.jsb.2009.01.002.

54. Sorzano CO, Bilbao-Castro JR, Shkolnisky Y, Alcorlo M, Melero R,
Caffarena-Fernandez G, Li M, Xu G, Marabini R, Carazo JM. 2010. A
clustering approach to multireference alignment of single-particle projec-
tions in electron microscopy. J Struct Biol 171:197–206. http://dx.doi.org
/10.1016/j.jsb.2010.03.011.

55. van Heel M, Harauz G, Orlova EV, Schmidt R, Schatz M. 1996. A new
generation of the IMAGIC image processing system. J Struct Biol 116:17–
24. http://dx.doi.org/10.1006/jsbi.1996.0004.

56. Pettersen EF, Goddard TD, Huang CC, Couch GS, Greenblatt DM,
Meng EC, Ferrin TE. 2004. UCSF Chimera—a visualization system for
exploratory research and analysis. J Comput Chem 25:1605–1612. http:
//dx.doi.org/10.1002/jcc.20084.

57. Migneault I, Dartiguenave C, Bertrand MJ, Waldron KC. 2004. Glutar-
aldehyde: behavior in aqueous solution, reaction with proteins, and appli-
cation to enzyme crosslinking. Biotechniques 37:790 –796, 798 – 802.

58. Guttman M, Garcia NK, Cupo A, Matsui T, Julien JP, Sanders RW,
Wilson IA, Moore JP, Lee KK. 2014. CD4-induced activation in a soluble
HIV-1 Env trimer. Structure 22:974 –984. http://dx.doi.org/10.1016/j.str
.2014.05.001.

59. Chen L, Kwon YD, Zhou T, Wu X, O’Dell S, Cavacini L, Hessell AJ,
Pancera M, Tang M, Xu L, Yang ZY, Zhang MY, Arthos J, Burton DR,
Dimitrov DS, Nabel GJ, Posner MR, Sodroski J, Wyatt R, Mascola JR,
Kwong PD. 2009. Structural basis of immune evasion at the site of CD4
attachment on HIV-1 gp120. Science 326:1123–1127. http://dx.doi.org/10
.1126/science.1175868.

60. Lyumkis D, Julien JP, de Val N, Cupo A, Potter CS, Klasse PJ, Burton DR,
Sanders RW, Moore JP, Carragher B, Wilson IA, Ward AB. 2013. Cryo-EM
structure of a fully glycosylated soluble cleaved HIV-1 envelope trimer. Sci-
ence 342:1484–1490. http://dx.doi.org/10.1126/science.1245627.

61. Pancera M, Zhou T, Druz A, Georgiev IS, Soto C, Gorman J, Huang J,
Acharya P, Chuang GY, Ofek G, Stewart-Jones GB, Stuckey J, Bailer RT,
Joyce MG, Louder MK, Tumba N, Yang Y, Zhang B, Cohen MS, Haynes

Cross-Linking Env Trimers

January 2016 Volume 90 Number 2 jvi.asm.org 827Journal of Virology

http://dx.doi.org/10.1089/aid.1994.10.359
http://dx.doi.org/10.1089/aid.1990.6.567
http://dx.doi.org/10.1038/nature13601
http://dx.doi.org/10.1084/jem.20120423
http://dx.doi.org/10.1016/j.immuni.2014.04.009
http://dx.doi.org/10.1038/nature13036
http://dx.doi.org/10.1038/nature13036
http://dx.doi.org/10.1073/pnas.1415789111
http://dx.doi.org/10.1073/pnas.1415789111
http://dx.doi.org/10.1128/JVI.74.2.627-643.2000
http://dx.doi.org/10.1128/JVI.74.2.627-643.2000
http://dx.doi.org/10.1371/journal.pone.0114709
http://dx.doi.org/10.1371/journal.pone.0114709
http://dx.doi.org/10.1038/331082a0
http://dx.doi.org/10.1038/331082a0
http://dx.doi.org/10.1089/aid.1995.11.533
http://dx.doi.org/10.1126/science.1178746
http://dx.doi.org/10.1371/journal.pone.0008805
http://dx.doi.org/10.1186/1742-4690-11-33
http://dx.doi.org/10.1186/1742-4690-11-33
http://dx.doi.org/10.1128/JVI.03473-14
http://dx.doi.org/10.1128/JVI.03473-14
http://dx.doi.org/10.1016/j.jsb.2005.03.010
http://dx.doi.org/10.1016/j.jsb.2005.03.010
http://dx.doi.org/10.1016/j.jsb.2009.01.004
http://dx.doi.org/10.1016/j.jsb.2009.01.004
http://dx.doi.org/10.1016/j.jsb.2009.01.002
http://dx.doi.org/10.1016/j.jsb.2009.01.002
http://dx.doi.org/10.1016/j.jsb.2010.03.011
http://dx.doi.org/10.1016/j.jsb.2010.03.011
http://dx.doi.org/10.1006/jsbi.1996.0004
http://dx.doi.org/10.1002/jcc.20084
http://dx.doi.org/10.1002/jcc.20084
http://dx.doi.org/10.1016/j.str.2014.05.001
http://dx.doi.org/10.1016/j.str.2014.05.001
http://dx.doi.org/10.1126/science.1175868
http://dx.doi.org/10.1126/science.1175868
http://dx.doi.org/10.1126/science.1245627
http://jvi.asm.org


BF, Mascola JR, Morris L, Munro JB, Blanchard SC, Mothes W,
Connors M, Kwong PD. 2014. Structure and immune recognition of
trimeric pre-fusion HIV-1 Env. Nature 514:455– 461. http://dx.doi.org/10
.1038/nature13808.

62. Kong L, Lee JH, Doores KJ, Murin CD, Julien JP, McBride R, Liu Y,
Marozsan A, Cupo A, Klasse PJ, Hoffenberg S, Caulfield M, King CR,
Hua Y, Le KM, Khayat R, Deller MC, Clayton T, Tien H, Feizi T,
Sanders RW, Paulson JC, Moore JP, Stanfield RL, Burton DR, Ward
AB, Wilson IA. 2013. Supersite of immune vulnerability on the glycosy-
lated face of HIV-1 envelope glycoprotein gp120. Nat Struct Mol Biol
20:796 – 803. http://dx.doi.org/10.1038/nsmb.2594.

63. Lee JH, Leaman DP, Kim AS, Torrents de la Pena A, Sliepen K,
Yasmeen A, Derking R, Ramos A, de Taeye SW, Ozorowski G, Klein F,
Burton DR, Nussenzweig MC, Poignard P, Moore JP, Klasse PJ, Sand-
ers RW, Zwick MB, Wilson IA, Ward AB. 2015. Antibodies to a confor-
mational epitope on gp41 neutralize HIV-1 by destabilizing the Env spike.
Nat Commun 6:8167. http://dx.doi.org/10.1038/ncomms9167.

64. Yonath A, Sielecki A, Moult J, Podjarny A, Traub W. 1977. Crystallo-
graphic studies of protein denaturation and renaturation. 1. Effects of
denaturants on volume and X-ray pattern of cross-linked triclinic ly-
sozyme crystals. Biochemistry 16:1413–1417.

65. Grabarek Z, Gergely J. 1990. Zero-length crosslinking procedure with the
use of active esters. Anal Biochem 185:131–135. http://dx.doi.org/10.1016
/0003-2697(90)90267-D.

66. Julien JP, Cupo A, Sok D, Stanfield RL, Lyumkis D, Deller MC, Klasse
PJ, Burton DR, Sanders RW, Moore JP, Ward AB, Wilson IA. 2013.
Crystal structure of a soluble cleaved HIV-1 envelope trimer. Science 342:
1477–1483. http://dx.doi.org/10.1126/science.1245625.

67. Yasmeen A, Ringe R, Derking R, Cupo A, Julien JP, Burton DR, Ward
AB, Wilson IA, Sanders RW, Moore JP, Klasse PJ. 2014. Differential
binding of neutralizing and non-neutralizing antibodies to native-like sol-
uble HIV-1 Env trimers, uncleaved Env proteins, and monomeric sub-
units. Retrovirology 11:41. http://dx.doi.org/10.1186/1742-4690-11-41.

68. Forsell MN, Dey B, Morner A, Svehla K, O’Dell S, Hogerkorp CM, Voss
G, Thorstensson R, Shaw GM, Mascola JR, Karlsson Hedestam GB,
Wyatt RT. 2008. B cell recognition of the conserved HIV-1 co-receptor
binding site is altered by endogenous primate CD4. PLoS Pathog
4:e1000171. http://dx.doi.org/10.1371/journal.ppat.1000171.

69. Tong T, Crooks ET, Osawa K, Binley JM. 2012. HIV-1 virus-like parti-
cles bearing pure Env trimers expose neutralizing epitopes but occlude
nonneutralizing epitopes. J Virol 86:3574 –3587. http://dx.doi.org/10
.1128/JVI.06938-11.

70. Crooks ET, Tong T, Osawa K, Binley JM. 2011. Enzyme digests eliminate
nonfunctional Env from HIV-1 particle surfaces, leaving native Env trim-
ers intact and viral infectivity unaffected. J Virol 85:5825–5839. http://dx
.doi.org/10.1128/JVI.00154-11.

71. McLellan JS, Chen M, Joyce MG, Sastry M, Stewart-Jones GB, Yang Y,
Zhang B, Chen L, Srivatsan S, Zheng A, Zhou T, Graepel KW, Kumar
A, Moin S, Boyington JC, Chuang GY, Soto C, Baxa U, Bakker AQ,
Spits H, Beaumont T, Zheng Z, Xia N, Ko SY, Todd JP, Rao S, Graham
BS, Kwong PD. 2013. Structure-based design of a fusion glycoprotein
vaccine for respiratory syncytial virus. Science 342:592–598. http://dx.doi
.org/10.1126/science.1243283.

72. Rappuoli R. 1994. Toxin inactivation and antigen stabilization: two dif-
ferent uses of formaldehyde. Vaccine 12:579 –581. http://dx.doi.org/10
.1016/0264-410X(94)90259-3.

73. Melnick JL. 1978. Advantages and disadvantages of killed and live polio-
myelitis vaccines. Bull World Health Organ 56:21–38.

74. Garcia-Selles J, Pascual A, Funes E, Pagan JA, Lopez JD, Negro JM,

Hernandez J. 2003. Clinical efficacy and safety of a depigmented and glutar-
aldehyde polymerized therapeutic vaccine of Parietaria judaica. Allergol Im-
munopathol 31:63–69. http://dx.doi.org/10.1016/S0301-0546(03)79170-8.

75. Riechelmann H, Schmutzhard J, van der Werf JF, Distler A, Kleinjans
HA. 2010. Efficacy and safety of a glutaraldehyde-modified house dust
mite extract in allergic rhinitis. Am J Rhinol Allergy 24:e104 – e109.

76. Manji RA, Ekser B, Menkis AH, Cooper DK. 2014. Bioprosthetic heart
valves of the future. Xenotransplantation 21:1–10. http://dx.doi.org/10
.1111/xen.12080.

77. Dardik H, Wengerter K, Qin F, Pangilinan A, Silvestri F, Wolodiger F,
Kahn M, Sussman B, Ibrahim IM. 2002. Comparative decades of expe-
rience with glutaraldehyde-tanned human umbilical cord vein graft for
lower limb revascularization: an analysis of 1275 cases. J Vasc Surg 35:64 –
71. http://dx.doi.org/10.1067/mva.2002.121053.

78. Park SN, Park JC, Kim HO, Song MJ, Suh H. 2002. Characterization of
porous collagen/hyaluronic acid scaffold modified by 1-ethyl-3-(3-
dimethylaminopropyl)carbodiimide cross-linking. Biomaterials 23:
1205–1212. http://dx.doi.org/10.1016/S0142-9612(01)00235-6.

79. Zhou T, Xu L, Dey B, Hessell AJ, Van Ryk D, Xiang SH, Yang X, Zhang
MY, Zwick MB, Arthos J, Burton DR, Dimitrov DS, Sodroski J, Wyatt
R, Nabel GJ, Kwong PD. 2007. Structural definition of a conserved
neutralization epitope on HIV-1 gp120. Nature 445:732–737. http://dx
.doi.org/10.1038/nature05580.

80. Diskin R, Scheid JF, Marcovecchio PM, West AP, Jr, Klein F, Gao H,
Gnanapragasam PN, Abadir A, Seaman MS, Nussenzweig MC, Bjork-
man PJ. 2011. Increasing the potency and breadth of an HIV antibody by
using structure-based rational design. Science 334:1289 –1293. http://dx
.doi.org/10.1126/science.1213782.

81. Zhou T, Georgiev I, Wu X, Yang ZY, Dai K, Finzi A, Kwon YD, Scheid
JF, Shi W, Xu L, Yang Y, Zhu J, Nussenzweig MC, Sodroski J, Shapiro
L, Nabel GJ, Mascola JR, Kwong PD. 2010. Structural basis for broad and
potent neutralization of HIV-1 by antibody VRC01. Science 329:811– 817.
http://dx.doi.org/10.1126/science.1192819.

82. Acharya P, Tolbert WD, Gohain N, Wu X, Yu L, Liu T, Huang W,
Huang CC, Kwon YD, Louder RK, Luongo TS, McLellan JS, Pancera M,
Yang Y, Zhang B, Flinko R, Foulke JS, Jr, Sajadi MM, Kamin-Lewis R,
Robinson JE, Martin L, Kwong PD, Guan Y, DeVico AL, Lewis GK,
Pazgier M. 2014. Structural definition of an antibody-dependent cellular
cytotoxicity response implicated in reduced risk for HIV-1 infection. J
Virol 88:12895–12906. http://dx.doi.org/10.1128/JVI.02194-14.

83. McLellan JS, Pancera M, Carrico C, Gorman J, Julien JP, Khayat R,
Louder R, Pejchal R, Sastry M, Dai K, O’Dell S, Patel N, Shahzad-ul-
Hussan S, Yang Y, Zhang B, Zhou T, Zhu J, Boyington JC, Chuang GY,
Diwanji D, Georgiev I, Kwon YD, Lee D, Louder MK, Moquin S,
Schmidt SD, Yang ZY, Bonsignori M, Crump JA, Kapiga SH, Sam NE,
Haynes BF, Burton DR, Koff WC, Walker LM, Phogat S, Wyatt R,
Orwenyo J, Wang LX, Arthos J, Bewley CA, Mascola JR, Nabel GJ,
Schief WR, Ward AB, Wilson IA, Kwong PD. 2011. Structure of HIV-1
gp120 V1/V2 domain with broadly neutralizing antibody PG9. Nature
480:336 –343. http://dx.doi.org/10.1038/nature10696.

84. 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 pen-
etrates the HIV glycan shield. Science 334:1097–1103. http://dx.doi.org
/10.1126/science.1213256.

Schiffner et al.

828 jvi.asm.org January 2016 Volume 90 Number 2Journal of Virology

http://dx.doi.org/10.1038/nature13808
http://dx.doi.org/10.1038/nature13808
http://dx.doi.org/10.1038/nsmb.2594
http://dx.doi.org/10.1038/ncomms9167
http://dx.doi.org/10.1016/0003-2697(90)90267-D
http://dx.doi.org/10.1016/0003-2697(90)90267-D
http://dx.doi.org/10.1126/science.1245625
http://dx.doi.org/10.1186/1742-4690-11-41
http://dx.doi.org/10.1371/journal.ppat.1000171
http://dx.doi.org/10.1128/JVI.06938-11
http://dx.doi.org/10.1128/JVI.06938-11
http://dx.doi.org/10.1128/JVI.00154-11
http://dx.doi.org/10.1128/JVI.00154-11
http://dx.doi.org/10.1126/science.1243283
http://dx.doi.org/10.1126/science.1243283
http://dx.doi.org/10.1016/0264-410X(94)90259-3
http://dx.doi.org/10.1016/0264-410X(94)90259-3
http://dx.doi.org/10.1016/S0301-0546(03)79170-8
http://dx.doi.org/10.1111/xen.12080
http://dx.doi.org/10.1111/xen.12080
http://dx.doi.org/10.1067/mva.2002.121053
http://dx.doi.org/10.1016/S0142-9612(01)00235-6
http://dx.doi.org/10.1038/nature05580
http://dx.doi.org/10.1038/nature05580
http://dx.doi.org/10.1126/science.1213782
http://dx.doi.org/10.1126/science.1213782
http://dx.doi.org/10.1126/science.1192819
http://dx.doi.org/10.1128/JVI.02194-14
http://dx.doi.org/10.1038/nature10696
http://dx.doi.org/10.1126/science.1213256
http://dx.doi.org/10.1126/science.1213256
http://jvi.asm.org

	MATERIALS AND METHODS
	Proteins and antibodies.
	Cross-linking and antibody selection.
	ELISA. (i) Standard capture ELISA.
	(ii) Inverted capture ELISA.
	(iii) Direct antigen coating ELISA.
	SPR.
	DSC.
	Negative-stain EM. (i) Sample preparation.
	(ii) Data processing.
	Computational modeling of modification sites.

	RESULTS
	Optimizing GLA cross-linking conditions for BG505 SOSIP.664 trimers.
	Antigenic profile of GLA cross-linked BG505 trimers.
	EDC/NHS cross-linking.
	Positive and negative affinity selection of cross-linked BG505 trimers.

	DISCUSSION
	ACKNOWLEDGMENTS
	REFERENCES

