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It is well established that the gp120 V3 loop of T-cell-line-adapted human immunodeficiency virus type 1
(HIV-1) binds both cell-associated and soluble polyanions. Virus infectivity is increased by interactions
between HIV-1 and heparan sulfate proteoglycans on some cell types, and soluble polyanions such as heparin
and dextran sulfate neutralize HIV-1 in vitro. However, the analysis of gp120-polyanion interactions has been
limited to T-cell-line-adapted, CXCR4-using virus and virus-derived gp120, and the polyanion binding ability
of gp120 regions other than the V3 loop has not been addressed. Here we demonstrate by monoclonal-antibody
inhibition, labeled heparin binding, and surface plasmon resonance studies that a second site, most probably
corresponding to the newly defined, highly conserved coreceptor binding region on gp120, forms part of the
polyanion binding surface. Consistent with the binding of polyanions to the coreceptor binding surface, dextran
sulfate interfered with the gp120-CXCR4 association while having no detectable effect on the gp120-CD4
interaction. The interaction between polyanions and X4 or R5X4 gp120 was readily detectable, whereas weak
or undetectable binding was observed with R5 gp120. Analysis of mutated forms of X4 gp120 demonstrated that
the V3 loop is the major determinant for polyanion binding whereas other regions, including the V1/V2 loop
structure and the NH, and COOH termini, exert a more subtle influence. A molecular model of the electrostatic
potential of the conserved coreceptor binding region confirmed that it is basic but that the overall charge on
this surface is dominated by the V3 loop. These results demonstrate a selective interaction of gp120 with
polyanions and suggest that the conserved coreceptor binding surface may present a novel and conserved target

for therapeutic intervention.

A number of pathogenic microorganisms attach to cell sur-
faces via heparan sulfate proteoglycans (HSPG). Of these,
several viruses appear to use HSPG at a step prior to interac-
tion with their specific receptors. Thus, herpes simplex virus
(81), pseudorabies virus (27), human herpesvirus 7 (71), ad-
eno-associated virus (76), dengue virus (10), and vaccinia virus
(13) can all interact with cell surface HSPG. The crystal struc-
ture of a complex formed by foot-and-mouth disease virus and
heparin has recently been determined (29). Human immuno-
deficiency virus type 1 (HIV-1) binds cell surface HSPG, and
the type and quantity of HSPG on a given cell type modulate
virus infectivity in vitro (50, 57, 59, 65) and may influence viral
tropism in vivo (83).

It is well established that HIV-1 can interact with soluble
polyanions and cell surface HSPG via the gp120 V3 loop;
polyanions such as dextran sulfate (DexS) compete with V3
loop-specific monoclonal antibodies (MAbs) for binding (3, 8,
32, 63, 65) but interfere weakly or undetectably with soluble-
gp120-CD4 binding (8, 33). Moreover, radioactively labeled
heparin binds V3 loop peptides and recombinant gp120 (3, 33),
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and various polyanions neutralize the infectivity of T-cell-line-
adapted (TCLA) HIV-1 at low (micromolar) concentrations
(2, 41, 48, 82). The V3 loop-HSPG association is thought to
take place via electrostatic interactions between the acidic sul-
fate groups on heparan sulfate and basic residues within the V3
loop. Indeed, some TCLA viruses, such as the HXBc2 molec-
ular clone, have a V3 loop with a net charge of +9 and a
sequence motif of X-B-B-B-X-B-X-X-B-X (where X is a hy-
dropathic residue and B is a basic residue), similar to the
motifs described for other heparin-protein interactions (27).
However, not all strains of HIV-1 have such basic V3 loops;
those of CCRS5-using (R5 [4]) viruses are substantially less
basic than those of CXCR4-using (X4 [4]) and dualtropic,
CCRS- and CXCR4-using (R5X4 [4]) viruses (28, 42), and
primary isolate (PI) X4 viruses tend to have less-basic V3 loops
than TCLA X4 viruses. The level of positive charge present on
the gp120 surface may relate directly to coreceptor utilization,
in that the exposed surface of CXCR4 has been modeled as
highly acidic whereas that of CCR5 appears to be less so (17,
42). However, a recent study suggests that negatively charged
moities, including acidic amino acids and sulfated tyrosine
residues, may be important for binding of gp120 to both CCRS5
and CXCR4 (24).

The solution of the crystal structure of the gp120 core com-
plexed with domains 1 and 2 of CD4 and an Fab fragment of
a neutralizing MADb (44) has generated a great deal of infor-
mation with respect to gp120-CD4 interactions (44, 90), gp120-
coreceptor interactions (44, 64), and gp120-antibody interac-
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tions (88). Within this structure, the Fab fragment (17b) binds
an epitope that comprises part of the CD4-induced (CD4i)
region, so called because it becomes more accessible after CD4
binding (75, 77, 89). A comprehensive mutagenesis study based
on the RS gp120y,, has defined this region as a coreceptor
binding surface that is highly conserved among HIV-1, HIV-2,
and simian immunodeficiency virus isolates (64). It seems
likely, based on experimental and structural evidence, that this
surface is at least partially masked by the V1/V2 and V3 loops
in the intact gp120-gp41 trimer, and CD4 binding displaces
these variable loops, revealing the conserved surface (44, 64,
68, 75). The coreceptor binding site on gp120 most likely con-
sists of both the V3 loop, which defines coreceptor specificity
(12, 14, 37, 38), and the conserved surface, which mediates
tight attachment to the coreceptor and the induction of con-
formational changes within the gp120 oligomer (38, 44, 64, 68).
One striking aspect of the conserved coreceptor binding do-
main is its basic nature; seven basic amino acids are located
within a relatively restricted surface on gpl120y, (64). We
speculated that as a result of its positive charge and high
degree of conservation, this surface might bind polyanions and
be a potential target for attack by such molecules. Here we
provide evidence, obtained by MAb inhibition studies and la-
beled-heparin binding and surface plasmon resonance (SPR)
analyses, that the conserved coreceptor binding surface in as-
sociation with the V3 loop on X4 and R5X4 gp120, but not RS
gp120, binds polyanions. Based on these data and a molecular
model of the electrostatic potential on this surface of gp120, we
propose that HSPG binding probably takes place initially via a
selective and high-affinity interaction with the gp120 V3 loop
followed by a second, lower-affinity interaction with the con-
served coreceptor binding surface. These interactions may
have implications for HIV tropism and replication in vitro and
in vivo and may allow for the development of inhibitors with
therapeutic potential.

MATERIALS AND METHODS

Antisera, MAbs, and recombinant proteins. The anti-CD4 mouse MAb Q4120
(from H. Holmes and the MRC AIDS Reagent Project, Potters Bar, United
Kingdom), which was previously mapped to the first domain of CD4, competes
with gp120 for CD4 binding (35). Pooled HIV immune immunoglobulin (61) was
obtained from the AIDS Reagent Repository, National Institutes of Health
(NIH), Bethesda, Md. The following HIV-1 gp120-specific MAbs of human
origin were used (their specificities are in parentheses): 21h (CD4 binding site
[CD4bs]), 19b (V3 loop) (53), 17b, and 48d (CD4i epitope) (77) were from J.
Robinson (University of Connecticut), and 447-52D (V3 loop) (15, 31) was
purchased from Cellular Products Inc., Buffalo, N.Y. The chimpanzee anti-
gp120-V2 MADb C108G, prepared as previously described (86), was obtained
from S. Tilley, Public Health Research Institute, New York, N.Y. The anti-
CD4bs (IgG1b12) (7) and anti-V3 loop (Loop 2) (18) monospecific antibodies
were from D. Burton, Scripps Research Institute, La Jolla, Calif. The human
anti-gp120 MAb 2G12 (79, 80) was from A. Trkola, Aaron Diamond AIDS
Research Center, New York, N.Y. Murine MAb G3-136 (V2 specific) was from
Tannox Biosystems Inc., Houston, Tex. and D. D. Ho (Aaron Diamond AIDS
Research Center), SC258 was from Abbott Laboratories, 9284 (V3 specific) was
from NEN Life Science Products (Le Blanc Mesnil, France), and 110.I (V3
specific) was from F. Traincard, Institut Pasteur, Paris, France. The D7324
antibody, specific for a conserved region of the gp120 COOH terminus, was
obtained from Aalto Bioreagents, Dublin, Ireland. Recombinant soluble CD4
(sCD4) prepared in Chinese hamster ovary (CHO) cells was prepared by R.
Sweet, SmithKline and Beecham (King of Prussia, Pa.) (16) and was obtained
from the NIH AIDS Reagent Repository. Recombinant soluble gp120 (sgp120)
IIIB (BH10), HxBc2, and MN were derived from X4 TCLA viruses, SF-2 is from
an R5X4 TCLA virus, 89.6 and W61D are from R5X4 PI viruses, and Bal and
JRFL are from R5 PI viruses (19). IIIB, MN, W61D, and SF2 were obtained
from the MRC AIDS Reagent Project, and Bal was from R. Sweet, SmithKline
and Beecham. The V3-deleted form of JRFL was prepared as previously de-
scribed (78). Wild-type (WT) gp120gxp., Was derived from the IIIB X4 TCLA
isolate of HIV-1, and mutants in which the COOH and NH, termini and the
V1/V2 and V3 loops were deleted were prepared as previously described (89,
91). sgp120 was prepared either from purified CHO cell supernatants (IIIB,
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SF-2, JRFL, and JRFLAV3) or from Drosophila cells (MN, Bal, 89.6, HXBc2,
and mutants thereof).

Polyanion inhibition of MAb binding to monomeric gp120 detected by ELISA.
DexS, dextran, chondroitin sulfate, heparin, pentosan sulfate (PS), and aurintri-
carboxylic acid (ATA) were obtained from Sigma-Aldrich (Saint Quentin Falla-
vier, France). The interaction between monomeric recombinant sgp120 and
polyanions was measured by a sandwich enzyme-linked immunosorbent assay
(ELISA). Ninety-six-well Maxisorp ELISA plates (Nunc; Polylabo, Strasbourg-
Meinau, France) were coated overnight at 4°C with 50 ul of a 5-pg/ml solution
of D7324 in carbonate buffer (pH 8.5). Plates were washed twice in 25 mM
Tris-HCI (pH 8.0)-150 mM NaCl-0.05% Tween 20 (ELISA buffer [EB]), then
saturated with 2% bovine serum albumin (BSA) in phosphate-buffered saline
(PBS) for 1 h at room temperature (RT). After two washes with EB, sgp120 was
captured for 3 h at RT. Plates were washed six times and then incubated with 50
pl of one of the polyanions, at various concentrations, in PBS-2% BSA for 30
min at RT. Either MAbs were added directly to the mixture or, in some exper-
iments, the plates were washed twice before MAb addition. After incubation of
plates for 1 h at RT followed by six washes, bound MAbs were detected with
either peroxidase-conjugated goat anti-mouse immunoglobulin G (IgG) (1/2,500;
Immunotech, Marseille, France) or peroxidase-conjugated goat anti-human IgG
(1/5,000) in PBS-2% BSA by incubation for 1 h at RT. Detection was carried out
with a Sigma Fast o-phenylenediamine dihydrochloride kit from Sigma-Aldrich
in accordance with the supplier’s recommendations. For detection of polyanion
inhibition of MAD binding to gp120 complexed with sCD4, two methods were
used. In the first assay format, gp120 captured onto ELISA plates as described
above was incubated with a 1-pg/ml solution of sSCD4 for 1 h at RT, and then the
plates were washed before MAbs were added as in the original assay. In the
second assay format, ELISA plates were coated with the anti-CD4 MAb L120
overnight at 4°C, then blocked with PBS-2% BSA for 1 h at RT. After two
washes of the plates with EB, sCD4 was added at 1 pg/ml and the plates were
incubated for 3 h at RT. The plates were washed six times in EB, then incubated
with sgp120 at 1 pg/ml for 3 h at RT. Following six washes of the plates with EB,
polyanion diluted in PBS-2% BSA was added at various concentrations and the
plates were incubated for 30 min at RT. MAbs were added, and the plates were
incubated for 1 h at RT before detection of binding as described above.

Polyanion inhibition of MAb binding to HIV-1-infected cells. The T-cell line
HO9, obtained from M. Popovic and R. Gallo and supplied by the MRC AIDS
Reagent Project, was grown in RPMI 1640 supplemented with 10% fetal calf
serum (FCS), H9 cells were infected with either the HIV-1 TCLA X4 molecular
clone HX10 (obtained from B. Hahn, University of Alabama—Birmingham and
A. Fisher, Royal Post Graduate Medical School, Hammersmith Hospital, Lon-
don, United Kingdom) (25) or the HIV-1 TCLA X4 MN isolate (obtained from
R. Gallo via the NIH AIDS Repository) for 8 to 10 days. At this time postin-
fection there was no detectable CD4 remaining at the cell surface or syncytium
formation in the culture, but strong Env expression was detected using gp120-
specific MAbs and flow cytometry (see below). The interaction of the polyanions
with the infected cells was detected indirectly by measuring inhibition of MAb
binding to cell surface Env. Infected H9 cells (4 X 10°) were washed with
PBS-1% FCS-0.02% sodium azide (wash buffer [WB]) and resuspended in 50 .l
of WB containing polyanions at the appropriate concentration. After a 2-h
incubation at 37°C, the cells were washed twice in WB and then incubated with
MAbs. After a 1-h incubation with agitation at 4°C, the cells were washed twice
in WB and fixed overnight with 0.5% formaldehyde at 4°C. The cells were
washed twice, and then a goat anti-human IgG-phycoerythrin conjugate (Immu-
notech) was added at a 1/100 dilution in WB. After a further 1-h incubation at
4°C with agitation, the cells were washed twice, resuspended in 200 wl of WB,
and analyzed by single-color flow cytometry with a FACScan (Becton Dickinson,
San Diego, Calif.) equipped with Lysis II software. Each datum point represents
the acquisition of 10,000 events gated on side and forward light scatter and is the
mean of data from triplicate samples.

DexS inhibition of gp120-CXCR4 interactions. The assay used to measure
DexS inhibition of gp120-CXCR4 interactions was a modified version of a pre-
viously described method (50, 84). Briefly, sgp120 at 30 pg/ml that had or had not
been preincubated with various concentrations of DexS for 30 min at RT was
incubated with 10° A3.01 cells (obtained from T. Folks, Centers for Disease
Control and Prevention, Atlanta, Ga.) in a total volume of 50 pl for 1 h at 37°C
with agitation. Each sample was divided into five aliquots, one of which was
incubated directly with Q4120 (2 pg/ml) and three (replicates) of which were
incubated with 12G5 (5 pg/ml) in a total volume of 50 ul for 1 h at 4°C with
agitation. The fifth aliquot was washed twice in WB and incubated with either
HIV immune immunoglobulin (100 pwg/ml) or MAb 2G12 (10 pg/ml) for direct
detection of gp120 bound at the cell surface. The cells were subsequently washed
in WB, and bound MADb was labeled with phycoerythrin-conjugated goat anti-
mouse IgG (Immunotech) at a 1/200 dilution or a goat anti-human IgG—phyco-
erythrin conjugate (Immunotech) at a 1/100 dilution for 1 h at 4°C with agitation.
After the cells were washed in WB, bound antibody was detected by flow cyto-
metric analysis as described above. Percent inhibition of Q4120 and 12G5 bind-
ing was calculated by using the equation 100 — [(t — ¢)/(m — ¢) X 100], where
t represents the signal for the test sample, ¢ represents background staining in the
absence of MAb, and m represents staining in the absence of inhibitor (gp120).
Percent reduction of inhibition of 12G5 binding was calculated by taking the
maximum inhibition of 12GS5 binding in the presence of sgp120 as 0% and no
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FIG. 1. DexS inhibition of MAb binding to the conserved coreceptor binding site. Monomeric recombinant sgp120 derived from the MN or JRFL strain of HIV-1
was captured on the solid phase by an antibody to the conserved COOH terminus, then preincubated without (—) or with (+) 12.3 pM DexS prior to addition of
sequential dilutions of gp120 antibodies specific for the CD4bs (IgG1b12) (A), the V3 loop (447-52D) (B), and the CD4i epitopes 17b (C) and 48d (D). Detection of
bound MAD was carried out by ELISA, and the results are presented as optical densities at 450 nm. Each datum point is the mean of values obtained from triplicate

samples, and each experiment was repeated on at least three separate occasions.

inhibition of 12G5 binding in the absence of sgp120 as 100%. The absence of a
direct effect of DexS on the binding of MAbs Q4120 and 12G5 was determined
without sgp120, and, similarly, no effect of DexS on 2G12 binding to gp120 was
observed.

DexS inhibition of HIV-1 infectivity. HIV-1 clones HXBc2 (TCLA X4) and
JRCSF (PI RS) were obtained from J. Moore, Aaron Diamond AIDS Research
Center, and the NIH AIDS Research and Reference Reagents Program, Be-
thesda, Md., respectively. Infectious stocks of these viruses were prepared by
infecting peripheral blood lymphocytes (PBL) previously activated for 3 days
with phytohemagglutinin at 1 pg/ml and cultured in RPMI 1640 supplemented
with 10% heat-inactivated FCS and 40 IU of interleukin-2 (growth medium
[GM]). Approximately 100 50% tissue culture infective doses of each virus was
preincubated with various concentrations of DexS, in a total volume of 100 pl,
for 1 h at 37°C in a U-bottomed 96-well plate (Nunc). PBL at 5 X 10*well in 100
rl of GM were added to the virus-DexS mixture, which was then incubated for
a further 2 h at 37°C with agitation. The cells were washed and resuspended in
GM at 200 pl/well. After 7 days of culture, during which the cells were main-
tained at 1 X 10° to 2 X 10%ml, 100 wl of supernatant was harvested from each
well and tested for cell-free p24 activity as previously described (51). Results are
expressed as medians of data for three replicate wells = 1 standard deviation.
Chondroitin sulfate and dextran, used as negative controls, consistently failed to
reduce infectivity of either virus at the same concentrations as those at which
DexS was used (results not shown).

Binding of [**S]heparin to gp120. To measure binding of 3*S-labeled heparin
to gp120, we used a technique adapted from one described in reference 33.
Briefly, 3S-labeled heparin (40 wg/ml, corresponding to approximately 6 nCi)
(Amersham Ltd., Little Chalfont, United Kingdom) was incubated overnight at
RT with WT sgp120, mutated forms thereof, or sgp120 precomplexed for 1 h at
RT with a fivefold molar excess of MAb in 25 mM Tris-HCI buffer, pH 7.5, at
various concentrations in total volumes of 90 pl. Three 30-ul aliquots of each
incubation mixture were filtered through a reinforced nitrocellulose membrane
filter (0.2-pm pore size; Cellulosensitrat BA 83; Schleicher and Schuell, Dassel,
Germany) by using a 96-well micromanifold (Anderman and Co., Kingston,
United Kingdom). The wells were washed twice in Tris-HCI buffer, and the
filtered areas were excised and individually placed in scintillation vials containing
200 pl of 2 M NaCl. The vials were shaken for 1 h before addition of 4 ml of

scintillation fluid (Ecoscint; Packard, Meriden, Conn.). 338 radioactivity was then
measured on a Beckman LS 6500 scintillation counter. In some experiments, the
specificity of the interaction was determined by preincubation of the sgp120 with
an excess of unlabeled heparin prior to addition of the [**S]heparin. Negative
controls measured [>*S]heparin binding to the filter in the absence of any protein
or in the presence of MADbs such as 48d; similar levels of binding were obtained
in both cases.

Kinetic analysis of gp120-heparin interactions by SPR. Size-fractionated, bi-
otinylated heparin was immobilized onto a streptavidin-coated Biacore B1 sensor
chip at densities yielding 65, 35 or 20 resonance units (RU) to determine the
optimal concentration for sgp120 binding. WT or mutant sgp120 in Tris-buffered
saline was reacted with the sensor chip at flow rates of 5 to 15 wl/min. These
initial studies demonstrated that a maximum density of 20 to 25 RU of heparin
was required to give a detectable signal but avoid the mass transport effect, and
these densities were used for all subsequent kinetic studies. In a typical analysis,
several concentrations of gp120 (see legend to Fig. 6) were injected onto the
heparin-coated surface at a flow rate of 15 pl/min for 6 min, after which the
complexes were rinsed with buffer to analyze the dissociation phase. In other
studies, the association phase was allowed to proceed to equilibrium, which took
20 min. Subsequently, the heparin surface was regenerated with a 6-min pulse of
Tris-buffered saline containing 1.0 M NaCl. Sets of sensorgrams were analyzed
by global fitting of the data, using BIAevaluation 3.0 software.

Electrostatic modeling of the gp120 trimer. To analyze the influence of V3
loop charge on the overall electrostatic potential of the conserved coreceptor
binding surface, we carried out modeling, as described in reference 45, based on
the HXBc2 crystal structure of the monomeric gp120 core (44), in which opti-
mization of quantifiable surface parameters was used to model precisely the
gp120 core structure. Variations in the structure of the V3 loop were found to
have little influence on the contribution of the V3 electrostatic component to the
overall electrostatic potential (45). The models used here comprise a composite
model of the MN V3 loop nuclear magnetic resonance structure (9) grafted onto
the HXBc2 gp120 core X-ray structure (44). For the gp120s derived from the
HXBc2, 89.6, MN, and JRFL isolates, homology modeling was carried out by
using the program PrISM (A.-S. Yang and B. Honig, Columbia University,
unpublished data), thus adapting the initial composite model to the correct
sequence for each gp120. Because of the large sizes of the trimeric models, the
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TABLE 1. DexS inhibition of MADb binding to gp120

Fold reduction in half-maximal
MAD binding to gp120 of“:

Epitope MAb
IIIB (X4) JRFL (R5)
V2 G3-136 1.0 NB”
SC258 1.0 1.0
C108G 8.6 NB
V3 9284 5.0 NB
110.1 100 NB
50-23 1.2 NB
Loop2 NB 3.0
19b NB 1.4
447-52D NB 1.1
CD4bs I1gG1bl12 1.9 1.5
21h 1.0 1.0
CD4i 17b 50.0 1.8
48d 37.0 24
Other 2G12 1.0 1.5

“ Inhibition studies were performed in the presence of 12.3 wM DexS.
> NB, no significant MAb binding to gp120 species.

electrostatic potentials were calculated with the program Delphi (55), using a
129-division grid, which corresponds to 1.2 A per grid segment. Although small
local deviations can be observed as a result of the grid approximation used in the
calculation of the potential, the overall calculation is highly accurate (39).

RESULTS

Polyanions selectively inhibit binding of MAbs to the gp120
V3 loop and the CD4i epitopes. Previous studies have demon-
strated that polyanions inhibit binding of MAbs to the V3 loop
of TCLA X4 gp120. To investigate whether polyanions are also
able to interact with other regions of gp120, we tested the
ability of DexS, a well-characterized polyanion with relatively
potent gp120 V3 loop binding activity, to interfere with the
binding of a panel of gp120-specific MAbs in an ELISA. We
initially chose to study gp120 derived from the following vi-
ruses: MN, an X4 TCLA HIV-1 isolate, and JRFL, an R5
clone. Four MAbs that are known to react with both gp120s
were selected: 447-52D (specific for V3), IgG1b12 (specific for
the CD4bs), and 17b and 48d (specific for CD4i). As shown in
Fig. 1, DexS at 12.3 pM, a dose previously demonstrated to
inhibit substantially TCLA HIV-1 infectivity (see Fig. 4), re-
duced the binding of MAbs 17b and 48d to gp120,, by ap-
proximately 10- and 30-fold, respectively, as determined by
measuring the displacement of the antibody binding curves,
but had only a very weak effect on their binding to gp120;g gy -
The binding of MAbs IgG1b12 and 447-52D to both gp120s
was unaffected by DexS, confirming data of a previous study
(65) demonstrating that the CD4bs and certain V3 loop
epitopes are unaffected or only weakly affected by polyanions.
To further dissect the effect of polyanions on MADb binding to
gp120, we tested the ability of DexS to interfere with the
binding of a number of MAbs to different epitopes on
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gp120;;5 (TCLA X4) and gp120,; . These MAbs were cho-
sen because they bind neutralizing epitopes on monomeric
gp120 that are well exposed on the virion-associated trimeric
form of gp120 (52, 69). As shown in Table 1, substantial re-
ductions in half-maximal (50%) MADb binding to IIIB gp120
were seen for the V3 loop MADbs 9284 and 110.I (5- and
100-fold reductions, respectively) and the two CD4i MAbs 17b
and 48d (50- and 37-fold, respectively). Moderate (8.6-fold)
inhibition was observed for the V2-specific MAb C108G,
whereas inhibition of MAbs specific for the CD4bs and the
2G12 epitopes was weak or absent. By contrast, little inhibition
of binding of any MAb was observed for JRFL: only the V3
loop-specific MAb Loop 2 and the CD4i-specific MAbs 17b
and 48b demonstrated reductions in 50% binding (3.0, 1.8, and
2.4-fold, respectively). We evaluated the ability of DexS to
interfere with binding of 17b and 48d to gp120 molecules with
different viral origins and coreceptor usages: gp120 BH10; MN
(TCLA X4), SF2 (TCLA R5X4), 89.6, and W61D (PI R5X4);
and JRFL and Bal (PI RS). DexS potently inhibited binding of
48d and 17b to gp120 BH10 (IIIB), MN, SF-2, 89.6, and W61D
but had little or no effect on IgG1b12 binding (Table 2). By
contrast, DexS had more subtle effects on MAb binding to the
R5 gp120 molecules. Inhibition of 48d and 17b binding to
JRFL was very weak (maximum, 2.4-fold), whereas inhibition
of binding of the same MAbs to Bal gp120 was intermediate (5-
to 6-fold). Finally, we tested the abilities of other polyanions to
interfere with the binding of 17b and 48d to gp120. ATA, PS,
and heparin are all anionic and have been previously demon-
strated to reduce HIV infectivity, whereas dextran (uncharged)
and chondroitin sulfate (weakly anionic) do not. The spectrum
of potency observed for inhibition of 17b binding by the dif-
ferent polyanions was ATA > DexS > PS, with dextran and
chondroitin sulfate failing to interfere with the binding of any
MAD (results not shown).

Influence of sCD4 binding on DexS inhibition of CD4i-
specific MAbs. To investigate whether the inability of polyan-
ions to interfere with binding of 17b and 48d to gp120;g ;. Was
a result of masking by the variable loops or an inappropriate
conformation of the conserved coreceptor binding region in
the absence of CD4, we attempted to inhibit the binding of
these MADbs after sCD4 was complexed with gp120. The
gp120yn-sCD4 complex bound 17b, 48d, and a third CD4i-
specific MAb, CG10, with higher affinity than did MN gp120
alone, confirming the CD4-induced nature of these epitopes
(Table 3). By contrast, no significant alteration of the V3 loop-
specific MADb 447-52D was observed, in accordance with the
constitutively well-exposed nature of this epitope. The addition
of DexS at 12.3 uM reduced 48d binding similarly regardless of
whether sCD4 was complexed (without sCD4 there was a 50-
fold reduction, and with sCD4 there was a 43-fold reduction),
whereas 17b binding was inhibited by approximately 4-fold
more in the presence of sCD4 (without sCD4 there was a
20-fold reduction, while with sCD4 there was an 80-fold re-
duction). Thus, sCD4 appears to selectively increase the acces-
sibility of the polyanion binding site on MN gp120. Since CG10

TABLE 2. DexS inhibition of MAb binding to gp120 molecules of different origins

Fold reduction in half-maximal binding of MAb to gp120 of“:

MAb

ITIB (X4) MN (X4) SF-2 (X4) 89.6 (R5X4) W61D (R5X4) JRFL (R5) Bal (R5)
IgG1bl12 1.9 1.2 1.0 1.3 34 1.5 1.2
48d 37.0 40.0 30.0 66.7 5.1 2.4 5.0
17b 50.0 17.7 13.5 7.5 16.5 1.8 6.0

¢ Inhibition studies were performed in the presence of 12.3 pM DexS.
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TABLE 3. Effect of sSCD4 treatment on DexS inhibition of
MAD binding

Concn of MADb (nM) required for half-
maximal antibody binding?

DexS
MAb treatment® MN JRFL
—sCD4 +sCD4 —sCD4 +sCD4
447-52D No 0.01 0.01 0.01 0.02
Yes 0.01 0.02 0.02 0.02
CG10 No NB¢ 0.03 NB 0.13
Yes NB 1.9 NB 0.13
17b No 0.33 0.06 1.91 0.19
Yes 6.67 4.66 1.91 0.19
48d No 0.13 0.05 6.66 0.13
Yes 6.66 1.99 6.66 0.06

“ sgp120, complexed or not complexed with sCD4, was or was not treated with
DexS at 12.3 pM.

b sgp120 was (+) or was not (—) pretreated with a molar excess of sSCD4 before
addition of DexS and/or MAb.

¢ NB, no significant binding to gp120 in the absence of sCD4.

is unable to react with gp120 in the absence of CD4, we were
unable to determine polyanion inhibition of this MAb under
these conditions. However, the potent inhibition of CG10
binding to the CD4-gp120 complex is consistent with the data
obtained for 17b and 48d. The binding of CD4i-specific MAbs
to gp120,, ;. Was increased from approximately 10-fold (17b)
to >100-fold (CG10) in the presence of sCD4. However, the
increased binding of the CD4i-specific MADbs had little impact
on the ability of DexS to interfere with MAb binding to
gp120,r ¢ ; NO significant inhibition of binding of any of the
CDd4i-specific MAbs was observed under any conditions. The
inability of sCD4 complexing to facilitate the binding of DexS
to the conserved coreceptor binding site on gp120,z¢; implies
that the lack of association is constitutive rather than confor-
mational or cryptic.

Polyanions inhibit the binding of MAbs 17b and 48d to
oligomeric, functional X4 gp120. Soluble, monomeric gp120 is
a useful tool for analyzing a variety of interactions but does not
fully represent the behavior of the oligomeric, functional form
of the glycoprotein. We therefore attempted to establish
whether the binding of polyanions to oligomeric, mature X4
gp120 interfered with the binding of MADbs to the CD4i
epitope. For this we used H9 cells infected with the HIV-1,,y
isolate. Different MAbs were titrated onto cells that had or had
not been pretreated with DexS or ATA. As can be seen in Fig.
2, low concentrations of DexS (<100 nM) inhibited the binding
of 17b and 48d to the cells by >50%. Interestingly, the CD4bs-
specific MAb IgG1b12 was also partially inhibited by DexS,
suggesting the occurrence of either polyanion interference with
the CD4bs on oligomeric as opposed to monomeric gp120 or
DexS-induced dissociation of gp120 from gp41 as has been
previously reported (6). The latter explanation seems unlikely
to account entirely for the IgG1b12 inhibition, however, since
447-52D binding was only weakly inhibited by DexS at all
concentrations tested whereas gp120 dissociation would affect
both epitopes in the same way. ATA was also a potent inhibitor
of 17b binding but had little effect on IgG1b12 binding at the
concentrations used (Fig. 2B). Since ATA does not induce
significant gp120 dissociation (unpublished results), this result
is consistent with a direct effect of anionic compounds on MAb
binding to CD4i epitopes. Levels of CD4i and CD4bs MADb
inhibition similar to those obtained in this experiment were
observed for cells infected with HIV-1yy;, (results not
shown).

J. VIROL.

100

—O0— IgG1b12
—o— 447d
—o— 17b

—h—— 48d

=]
= 2
=1 S
- =
2 =
<
- 100
© B
75
50 -
—O— IgGlbl12
o
25 17b
0_
-25 T T T T T T
s =2 2 > - 2 8 8
2 2 < - 2
g 3 =

Polyanion concentration (nM)

FIG. 2. Inhibition of MAb binding to oligomeric Env expressed on the sur-
face of HIV-1y-infected cells. Cells were preincubated with various concen-
trations of DexS (A) or ATA (B) before being washed, and gp120-specific MAbs
were added. Bound MAD was detected by indirect immunofluorescence and flow
cytometry, and the results are expressed as percent inhibition of MAD binding
relative to the positive (no inhibitor) and negative (no MAb) controls. Each
datum point is the mean of values for triplicate samples.

DexS interferes with gp120-CXCR4 interactions. We
showed previously that the binding of TCLA X4 gp120 to
CD4" CXCR4" cells inhibited the binding of the CXCR4-
specific MAb 12G5, demonstrating a CD4-dependent interac-
tion between gp120 and CXCR4 (49, 84). The observation that
DexS could associate with the V3 loop and conserved chemo-
kine binding surface of gp120 implied that polyanions would
interfere with gp120-coreceptor interactions. To test this, we
attempted to block the inhibition of CXCR4-specific MAb
binding by sgp120 at the surface of CD4* CXCR4" cells by
pretreating the sgp120 with polyanions prior to incubation with
the cells. The attachment of sgp120 to CD4 was monitored
indirectly by measuring the inhibition of binding of a CD4
MAD (Q4120) that competes with gp120 for CD4 binding (49,
84). Incubation of the cells with gp120,, inhibited 12G5 bind-
ing by approximately 35% (data not shown). Increasing con-
centrations of DexS reduced the inhibition of CXCR4 MAb
12G5 binding to the cells to a maximum of about 80% at 6.6
wM, suggesting that the polyanion was interfering with the
gp120-CXCR4 interaction (Fig. 3A). We excluded the possi-
bility of any effects of DexS on the binding of gp120 to CD4 by
demonstrating that Q4120 inhibition was essentially complete
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FIG. 3. DexS inhibition of gp120-CXCR4 interactions. (A) A3.01 (CD4*
CXCR4™") T cells were preincubated with various concentrations of DexS prior
to the addition of HIV-1y,y gpl120. The CXCR4-specific MAb 12G5 or the
CD4-specific MAb Q4120 was subsequently added. (B) A3.01 cells were prein-
cubated with DexS prior to addition of MAb 12G5 or Q4120. Bound MAb was
detected by indirect immunofluorescence and flow cytometry, and the results are
expressed as percent inhibition of MAb binding relative to the positive (no
inhibitor) and negative (no MAb) controls. Each datum point is the mean of
values obtained from triplicate samples.

at all concentrations of DexS used, and we eliminated the
possibility that DexS inhibited the binding of 12G5 or Q4120 to
CXCR4 and CD4, respectively, by preincubating the cells and
MADs directly with DexS in the absence of gp120 (Fig. 3B).

Selective inhibition of X4 virus infectivity by DexS. To de-
termine whether the ability of polyanions to selectively bind
basic gp120 molecules correlated with inhibition of viral infec-
tivity, we tested the effect of DexS on the infection of activated
PBL by HIV-1xpe (X4 TCLA) and HIV-1,zcsr (RS PI).
Equivalent infectious doses of each virus were preincubated
with various concentrations of DexS and then incubated with
phytohemagglutinin-activated PBL for 2 h. The cells were sub-
sequently washed thoroughly, to prevent inhibition of viral
infectivity at steps subsequent to virus binding and entry, and
cultured for 7 days. Infectivity was assayed by detection of
cell-free HIV-1 p24. Figure 4 shows that the HXBc2 titer was
reduced in a dose-dependent manner from 0.66 ng/ml in the
absence of DexS to 0.15 ng/ml in the presence of 37.5 nM DexS
(a 77% reduction in infectivity), whereas the titer of JRCSF
remained constant, at about 0.7 ng/ml, regardless of the pres-
ence of DexS. Thus, X4 HIV-1 appears to be considerably
more susceptible to DexS inhibition than is R5 HIV-1, coor-
dinate with the results of polyanion binding to gp120 (see
below).
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FIG. 4. Inhibition of HIV-1 infectivity by DexS. HIV-1yxp., and HIV-
1yrcse Were preincubated for 1 h at 37°C with the concentrations of DexS shown,
then added to activated PBL for a further 1 h. After being washed, the cells were
cultured for 7 days, and then the production of virus was measured by detection
of cell-free viral p24 in the supernatant. The results, expressed as picograms of
p24 per milliliter, were calculated from the optical densities at 492 nm. Each bar
represents the mean of values for three replicate wells, and the error bars
indicate * 1 standard deviation.

Binding of [**Slheparin to WT and mutated forms of
sgpl120. The inhibition of CD4i-specific MAb binding to
sgp120 by polyanions may be the result of direct competition
for MADb binding to the epitope cluster or of indirect effects,
such as steric inhibition resulting from polyanion attachment
to the V3 loop or polyanion-induced conformational changes
in the MAD epitopes. In an attempt to discriminate between
these different possibilities, we measured the binding of *S-
labeled heparin to WT and mutated forms of sgp120 lacking
the V3 loop. Initial experiments established that [>*S]heparin
bound X4 sgp120 in a dose-dependent and saturable manner
and that unlabeled heparin could efficiently compete with the
labeled heparin for binding sites (results not shown). Incuba-
tion of WT HXBc2 with [**S]heparin under the above-de-
scribed conditions resulted in a signal-to-noise ratio of about
40-fold (Fig. 5A). Deletion of the V3 loop resulted in a dra-
matic decrease in heparin binding (~12-fold). By contrast,
gp120;x bound [**S]heparin only weakly (about twice the
background level), and deletion of the V3 loop resulted in a
reduction of [**S]heparin binding to close to background lev-
els. These data suggest that the V3 loop of X4 gpl20 is an
important determinant of polyanion binding but imply that
other regions also contribute, albeit to a lesser extent. To
address which other regions of X4 gp120 might be implicated
in polyanion binding, we tested gp120xp., molecules with
more-substantial deletions and attempted to inhibit [>*S]hepa-
rin binding with MAb 48d, which is specific for the CD4i
epitope. In this experiment, the level of [>*S]heparin binding to
WT gpl120;xpe> Was about ninefold higher than the back-
ground (Fig. 5B). Preincubation of WT gp120y;xp., With 48d
resulted in a modest but significant decrease in [*°S]heparin
binding. Deletion of the NH, and COOH termini and the
V1/V2 loop structure (HXBc2g5ac5av1v2) resulted in a sim-
ilarly small decrease in [**S]heparin binding, and preincuba-
tion of this mutant with MADb 48d reduced the signal further.
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FIG. 5. Direct binding of [**S]heparin to immobilized gp120. gp120 and
mutated forms thereof were incubated with [3°S]heparin before being blotted
onto a nitrocellulose membrane. The radioactivity in bound material was deter-
mined with a scintillation counter, and results are expressed as counts per
minute. (A) Binding of [**S]heparin to 400 nM gp120;;xpes, 280120;rpr, and V3
loop deletion mutants thereof. (B) Binding of [*S]heparin to 170 nM
2p120y;xpe2, and mutants thereof, precomplexed (or not) with a molar excess of
MAD 48d. The background value for [**S]heparin represents binding to the filter
in the absence of protein. Each bar represent the mean of values for triplicate
samples, and the error bars represent = 1 standard deviation.

An additional deletion of the V3 loop (HXBc2 goxc5avivava)
dramatically reduced [**S]heparin binding, and preincubation
of this mutant with 48d further reduced binding to background
levels. These data suggest that the COOH and NH, termini
and the V1/V2 loops of HXBc2 gp120 contribute minimally
to the attachment of polyanions whereas the V3 loop is the
major determinant. Moreover, the inhibition by MAb 48d of
[**S]heparin binding to all three forms of gp120 (WT,
HXBc2pgoacsavivay and HXBe2yg5acsavivavs) is consistent
with [*S]heparin interaction with the conserved chemokine
receptor binding surface.

Analysis of the gp120-heparin interaction by SPR. The re-
sults obtained in the labeled heparin binding studies suggest
that the affinity of heparin for monomeric sgp120 depends on
the conservation of the V3 loop and is strongly influenced by

J. VIROL.

the V3 loop charge. However, the binding of soluble polyan-
ions to sgp120 in solution is a poor imitation of the physiolog-
ical interaction between cell membrane-anchored HSPG and
gp120. Thus, we adopted a more physiologically relevant sys-
tem in which heparin is coupled to the solid phase and sgp120
binding is analyzed by SPR. Not only does this system better
represent HSPG presentation at the cell surface, but the mul-
timerization of the heparin-binding sites may increase the avid-
ity for sgp120 if binding occurs at more than one site. Injection
of a range of concentrations (up to 45 nM) of X4 sgp120;;xpes
over a sensor chip coated with no more than 20 to 25 RU of
size-fractionated heparin gave typical sensorgrams (Fig. 6A).
Higher densities of heparin were not used on the sensor chip
because they gave rise to a mass transport effect that precluded
precise kinetic analyses. Preliminary evaluation of the sensor-
grams by linear transformation of the primary data indicated
that the binding was complex and did not follow single expo-
nential curves. Kinetic analyses were therefore performed by
numerical integration, which allows fitting of the data to com-
plex interaction models. Simultaneous fitting to all curves (in-
cluding both association and dissociation phases), a procedure
which improves the robustness of the fitting procedure (54),
was carried out by using the Biaeval 3.0 software. Our data
could not be fitted to single one-to-one binding as indicated
above, and such a model returned a x* value (which describes
the closeness of the fit) of 4.25. There are several possible
explanations for a value of this magnitude (some of which are
inherent to the technology itself [43]), but it is likely that this
reflects the existence of a complex binding process (see below).
To analyze the gp120-heparin interaction in more detail, we
generated data under conditions in which the association phase
was allowed to proceed to equilibrium. Equilibrium was
reached after 20 min (data not shown), and these data were
analyzed to provide an affinity value independently of the ki-
netic aspect of the binding (Fig. 6B). The overall equilibrium
constant was 220 nM, a value considerably lower than the K,
(10 nM) previously determined by direct binding of [**S]hepa-
rin to MN gp120 (33). However, these previously performed
experiments were carried out in the absence of salt, whereas all
of our binding buffers contained a physiological concentration
of NaCl (0.15 M), an important point for electrostatic-based
interactions (heparin-gp120 binding is completely inhibited by
1 M Na(l, and this concentration was used to regenerate the
chip after each gp120 injection). The stochiometry of the bind-
ing indicated that on average, 4.4 gp120 molecules bind each
heparin chain.

In view of the data presented above (Fig. 1, 2, and 4) which
suggest the existence of two distinct heparin binding domains
within the gp120 molecule (the V3 loop and the CD4i region),
we investigated the possibility that our data could be described
by a more complex binding model such as the bivalent analyte
model. Using this model, the fitting procedure returned a x>
value of 1.5, demonstrating that this model described our data
well. The first gp120-heparin binding event was thus charac-
terized by a relatively high on rate, k,,1 = 2.7 X 10° M 's™ !,
and by a rapid dissociation rate constant, kg1 = 0.147 s,
resulting in an affinity of K, = k_41/k,,1 = 550 nM. A second
binding event, whose dissociation constant, k.2, was 1.58 X
1072 s, further stabilized the complex, yielding the observed
affinity. To add support to the existence of two heparin binding
sites on gp120, we investigated the effect of prebinding MAbs
to sgp120 before reaction with immobilized heparin. In this
assay, 45 nmol of gp120 was preincubated with 450 nmol of
MADb 50-23 (V3 loop) or MAD 48d (CD4i), either alone or in
combination, and then injected over the heparin surface. The
results (Fig. 6C) show that a complex made up of gp120 and an
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FIG. 6. SPR analysis of X4-derived gp120-heparin interactions: overlay of sensorgrams showing binding of WT and mutated forms of gp120y;xp., to immobilized
heparin. sgp120 (used at concentrations of [from top to bottom] 45, 30, 22.5, 15, and 11.5 nM) was injected for 6 min over a heparin-activated surface at a flow rate
of 15 pl/min to analyze the association phase, after which running buffer alone was injected to analyze the dissociation phase. (A) Binding curves for wild-type
2p1204;xpeo- (B) Scatchard plot of the equilibrium binding data directly measured on the sensorgrams after a 25-min period of interaction. (C) Binding curves for
2p120y;xpe2, alone or preincubated with a 10-fold molar excess of MAb 50-23, 48d, or both (from top to bottom). (D) Maximum responses measured at the end of the
association phases shown in panel C. (E and F) Binding curves for gp120yxpoagiacsavive (E) and gp120gxpaasiacsavivayvs (F) injected at (from top to bottom)

90, 60, 45, and 30 nM over the heparin surface.

anti-V3-loop MAD was still able to bind heparin, supporting
the existence of a binding site outside of the 50-23 MAb
epitope. Prebinding MADb 48d strongly inhibited the gp120-
heparin interaction, consistent with the results obtained in
[**S]heparin-gp120 binding studies (Fig. 5B). Finally, a com-
plex of both MAbs with gp120 reduced the heparin-gp120
interaction to close to background levels. The total responses
(in RU) at the end of the injections are shown in Fig. 6D. The
percentage inhibition caused by MAbs could not be ascer-
tained because the SPR signal is sensitive to mass, and the
responses were obtained from different gp120-MAb com-
plexes. However, it is clear from a visual inspection that occu-
pation of both the V3 loop and the CD4i region is required to
produce almost complete (>90%) inhibition of gp120-heparin
binding.

The mutant gp120;;xpeaanacavive gave binding curves dif-
ferent from those obtained with the intact molecule; they did
not fit any obvious model of ligand-receptor binding, probably
as a result of mass transport (Fig. 6E). Although we were
unable to determine an affinity constant for this molecule,
visual inspection of the curves clearly reveals significant hepa-
rin binding. The mutant gp120xpeoanacavivays, from which
the V3 loop had been further deleted, did not show any sig-
nificant heparin binding activity under the conditions used
(Fig. 6F), consistent with the idea that the V3 loop is the

primary high-affinity binding site on gp120. Increasing the den-
sity of heparin on the sensor chip resulted in detectable but
weak gpl20yxpeoanacavivays binding (results not shown),
confirming weak polyanion binding activity in the absence of
the V3 loop. We next used the same binding assay to compare
the heparin binding activities of two R5X4-derived sgp120s,
89.6 and W61D. Results show that gp120g, ¢ (Fig. 7A), but not
gp120w6.p (Fig. 7B), interacts significantly with the low-den-
sity immobilized heparin. These data suggest that the V3 loop
charge alone may not be sufficient to explain the heparin bind-
ing activity, since these two gp120s differ by only one unit of
charge (89.6 = +7 and W61D = +6). It is likely that the other
parameters, such as the conformation of the V3 loop and the
charge of regions outside of the V3 loop, also influence hep-
arin binding. Finally, RS gp120; 5, which was analyzed under
the same experimental conditions of low heparin density, did
not show significant binding activity (Fig. 7C), and deletion of
the V3 loop did not obviously modify this activity (Fig. 7D).
Weak binding of RS gp120,x;. was detected when the protein
was injected over a higher-density immobilized heparin, con-
sistent with a very-low-affinity interaction (data not shown).
Electrostatic potential of the conserved coreceptor binding
surface and the V3 loop. To better understand the interactions
taking place between gp120 and polyanions, we prepared mod-
els representing the electrostatic potential on the chemokine
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FIG. 7. SPR analysis of R5X4- and R5-derived gp120-heparin interactions: overlay of sensorgrams showing binding of gp120 to immobilized heparin. (A and B)
Binding curves for R5X4 gp120gg 4 (A) and R5X4 gp120y, (B) injected at (from top to bottom) 60, 45, 30, 22.5, and 15 nM. (C and D) Binding curves for wild-type

RS gp120;rg. (C) and V3 loop-deleted gp120;r gy (D) injected at (from top to bottom) 90, 60, 45, and 30 nM over the heparin surface. Binding conditions were similar
to those described in the legend to Fig. 6. S, seconds.

receptor binding surface based on the recently published gp120
core structure. The gp120 cores were modeled as a trimer in a
companion paper (45) to give a better indication of the overall

various origins, modeled as described in that paper (45), were
superimposed on the gpl20 core structure to illustrate the
influence of this loop on the electrostatic potential. Figure 8

charge on this surface, and the V3 loops of gp120 molecules of shows models oriented with the coreceptor binding surface

V3

core+V3

89.6

HxBc2 JRFL MN

FIG. 8. Modeling of the electrostatic potential for the coreceptor binding surface of the gp120 trimer. The molecular models of the gp120 trimer shown here are
orientated with the trimer axis perpendicular to the page, showing the conserved surfaces of the HIV-1 clones HXBc2, MN, 89.6, and JRFL. The top panels show the
gp120 core, the middle panels show the V3 loop, and the bottom panels show the V3 loop integrated into the gp120 core. These models are depicted in a Ca worm
representation (left column) and an electrostatic surface representation (other four columns). The Ca worm representations for the different strains are essentially
indistinguishable: the one corresponding to the HXBc2 sequence is shown with the core colored rust brown and the V3 loop colored green. The electrostatic potentials
were calculated with the program Delphi and are depicted at the solvent-accessible surface, which is colored according to the local electrostatic potential, ranging from
dark blue (most positive, corresponding to 10 kT/e) to red (most negative). The figure was prepared with the program GRASP (56).
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facing out from the page. The top panel represents the elec-
trostatic potential of the gp120xpeoanacavivays core. The
coreceptor binding surface is weakly basic (basic is represented
by blue, acidic is represented by red, and neutral is represented
by white). Subtle differences are, however, evident in the de-
gree of positivity; the coreceptor binding surface on the gp120
core of HXBc2 is slightly more basic than those of the other
gp120s. The middle panel of Fig. 8 represents the electrostatic
potential on models of the V3 loops derived from primary env
sequences of the viruses MN (X4), HXBc2 (X4), 89.6 (R5X4),
and JRFL (RS5). The HXBc2, MN, and 89.6 V3 loops are
highly basic (+9, +8, and +7 charge, respectively), whereas
the JRFL V3 loop is relatively weakly basic (+4). The lower
panel of Fig. 8 illustrates the overall charge of the coreceptor
binding surface with the V3 loop modeled onto the gp120 core.
It is clear from these models that the V3 loop charge domi-
nates the electrostatic potential. The spatial overlap of the V3
loop and the conserved coreceptor binding surface observed in
the electrostatic model is consistent with the sulfated chains of
polyanionic molecules being able to bind both sites.

DISCUSSION

In this study we have demonstrated by several different tech-
niques that polyanions interact with the V3 loop and the newly
characterized conserved coreceptor binding surface on gp120
in a manner dependent on viral origin and coreceptor usage.
Thus, the monomeric X4 and R5X4 gp120 molecules tested
here bind polyanions strongly whereas R5 gp120 binds polya-
nions relatively weakly (gp120g,,) or not at all (gp120;xey)-
Most of this variation comes from changes in the charge and
structure of the V3 loop, but variability in the conserved co-
receptor binding surface, which displays some interisolate dif-
ferences in electrostatic potential (Fig. 8 and results not
shown), may also influence polyanion binding. The data that
we have obtained from kinetic and MADb inhibition studies of
gp120-heparin binding strongly suggest a phenomenon based
on an initial high-affinity association via the V3 loop followed
by weaker binding via a second site, most probably the con-
served coreceptor binding region. Although we do not have
unequivocal evidence of a direct interaction between polyan-
ions and the conserved coreceptor binding surface, the data
presented here provide a strong case for this. Thus, (i) polya-
nions potently inhibit the attachment of MAbs specific for the
conserved coreceptor binding surface and regions of the V3
loop but, with the exception of one V2 loop-specific MADb, have
little or no effect on MAbs to other exposed regions of gp120;
(ii) CD4i-specific and V3 loop-specific MAbs inhibit the hep-
arin-gp120 interaction in an additive manner; (iii) heparin
binds mutants of gp120 from which the NH, and COOH ter-
mini and the variable loops V1, V2, and V3 have been deleted,
and the CD4i MADb 48d interferes with the binding of hep-
arin to this mutant; and (iv) weak binding of heparin to
gP120uxpe2avas 8P1205rpravs, and gpl20yxpeaasaacsavivavs
can be observed under the appropriate conditions.

The molecular model of the electrostatic potential on the
coreceptor-binding face of gp120 shows that the basic nature of
the combined V3 loop-conserved coreceptor binding surface is
dominated by the V3 loop charge. Although the models pre-
sented here and in reference 45 are of low resolution, it is clear
that relatively long-chain sulfated polysaccharides such as hep-
arin would be capable of spanning the V3 loop and the con-
served coreceptor binding surface, which exhibit considerable
spatial overlap. Moreover, several molecules of gp120 could
bind a single heparin chain. V3 loop charge and conformation
(12, 14, 60, 73, 85), in association with the variable loops V1
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and V2 (11, 46, 67, 72), determine coreceptor usage and viral
tropism in vitro. It seems likely, based on our current under-
standing of HIV-1 attachment to receptor-bearing cells, that
polyanion binding to gp120 parallels, at least to some extent,
the interaction between gp120 and its coreceptors. Binding of
gp120 to the appropriate coreceptor is thought to take place
initially via the V3 loop, an interaction that determines core-
ceptor-gp120 specificity (12, 14, 38, 92), followed by exposure
and binding of the conserved coreceptor binding region (64,
78, 87). The importance of electrostatic interactions in the
gp120-coreceptor association is underscored by a series of
studies that demonstrate a reduction in gp120-CCRS binding
and coreceptor function in virus infectivity and fusion assays
following substitution of acidic or potentially sulfated amino
acids in the amino terminus of CCRS (21, 23, 24, 62). However,
interactions other than those mediated by the chemokine re-
ceptor NH,, terminus are also required for virus fusion to be
fully activated, such as those based around the second extra-
cellular loops of CCRS (20) and CXCR4 (5).

There is no direct evidence for HIV-1 adaptation to HSPG
use in vivo; the evolution of the V3 loop toward a more basic
structure appears to come from adaptation to CXCR4 usage
(70). However, adaptation of HIV-1 to replicate in T-cell lines
in vitro may be driven, at least in part, by increased interaction
between the V3 loop and cell surface HSPG, since human
T-lymphotropic leukemia virus type 1-immortalized T-cell
lines such as H9, MT-2, and ¢8166 that have been used rou-
tinely to isolate, propogate, and phenotype viruses from in-
fected individuals express large amounts of surface HSPG (57).
Indeed, this may help to explain why viruses passaged only in
primary cells such as activated CD4 " T cells and macrophages,
which express only small amounts of HSPG (40, 57, 58), do not
have V3 loops with net positive charges greater than +5 or +6
whereas viruses passaged in immortalized cell lines that ex-
press high levels of HSPG frequently have very basic V3 loops
with net positive charges of +8 and +9 (28, 42). In the present
study, analysis of X4 gp120 was carried out with TCLA virus-
derived clones. Clearly, further studies of PI X4 virus-derived
sgp120 will have to be done as this becomes available. How-
ever, the finding that the R5X4 PI gp120 89.6 binds heparin
implies that PI X4 virus sgp120 will have a similar phenotype.

Although HIV-1 may use HSPG as a low-affinity attachment
receptor, allowing the virus to scan the cell surface for specific
entry receptors (34, 83), the biological implications of gp120
binding to HSPG are unclear, since the principal target cells
for HIV-1 in vivo, CD4™ T cells and macrophages, have little
HSPG on their surfaces. Nevertheless, even low levels of
HSPG influence the efficiency of viral attachment and there-
fore entry and so may have important consequences for infec-
tivity and cellular tropism in vivo. A selective ability of X4 and
R5X4 viruses to attach to these cells via HSPG may give these
viruses an advantage over RS viruses that are potentially less
able to do so. Other cell types that carry large amounts of
HSPG are endothelial and epithelial cells (50), and certain
tissues, such as the liver, are very rich in HSPG expression (66).
These cell and tissue types are considered to be nonpermissive
for HIV infection, but one potential consequence of HSPG
expression may be the preferential trapping of X4 and R5X4
viruses onto their surfaces, leading to selective exhaustion of
these viral phenotypes in vivo (83). Such a phenomenon may
help to explain the preferential transmission and early domi-
nance of RS viruses over R5X4 and X4 viruses in vivo.

Our observation that polyanions bind recombinant, mono-
meric sgp120 was reproduced with oligomeric, gp41-associated
forms of X4 gp120 expressed on HIV-1-infected cells, suggest-
ing that the monomeric form may represent to some extent the
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functional heterotrimeric form of gp120. However, it is very
likely that the trimeric form will have a greater avidity for
membrane HSPG complexes. Experimental evidence support-
ing this comes from a study by Roderiquez et al. (65), who
demonstrated that whereas no binding of monomeric TCLA
X4 gpl120 to cell surface HSPG was detectable, oligomeric
TCLA X4 gp140 derived from the same isolate bound specif-
ically. Thus, the 220 nM affinity constant observed for mono-
meric sgp120;xp., binding to immobilized heparin may be of
high avidity when multiple interactions of this type take place
on the surface of a virion. This idea is consistent with the
predicted occupation of four or five molecules of gp120 by one
heparin chain under our experimental conditions. Moreover,
although we observed only a weak association between soluble
or immobilized polyanions and monomeric RS sgp120, the
interaction with oligomeric gp120, either soluble or virion as-
sociated, could be stronger, as predicted by the electrostatic
properties of the gpl20 trimer. Future studies will need to
address the kinetics of binding of oligomeric gp140 or whole
virus particles to immobilized heparin or membrane HSPG.
The use of polyanionic compounds such as DexS as anti-
HIV therapeutic agents systemically has not had obvious suc-
cess in clinical trials, since there has been no obvious benefit to
the patients (1, 26), adsorption has been considered poor (47),
and some toxicity has been observed (26). However, other
studies are more optimistic with regard to the use of polyan-
ionic compounds as anti-HIV and antiviral therapeutic agents
either systemically (30, 36) or locally (74). One reason for the
failure of these molecules in vivo may be their weak neutral-
ization activity for RS viruses (Fig. 4), the viral phenotype
associated with HIV-1 transmission and early infection. An-
other is that HIV variants resistant to DexS inhibition are
rapidly generated in vitro, suggesting that similar events would
occur in vivo (22). However, the finding that the basic and
highly conserved coreceptor binding region interacts with
polyanions and the recent availability of the gp120 core crystal
structure may allow for novel strategies in the rational devel-
opment of small-molecule inhibitors of X4 and perhaps RS
HIV-1 infection based on electrostatic interactions with gp120.
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