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We investigated how amino acid changes within and outside the V3 loop of the envelope glycoprotein of
human immunodeficiency virus type 1 influence the infectivity, host range, and syncytium-forming ability of
the virus. Our studies show that on the genomic backgrounds of the human immunodeficiency virus type 1
strains SF2 and SF13, a reciprocal exchange of full-loop sequences does not alter the syncytium-forming ability
of the viruses, indicating that a determinant(s) for this biological property maps outside the loop. However,
specific amino acid substitutions, both within and outside the V3 loop, resulted in loss of infectivity, host range,
and syncytium-forming potential of the virus. Furthermore, it appears that a functional interaction of the V3
loop with regions in the C2 domain of envelope gp120 plays a role in determining these biological properties.
Structural studies of mutant glycoproteins show that the mutations introduced affect the proper association of
gp120 with the transmembrane glycoprotein gp41. Our results suggest that mutations that alter the structure
of the V3 loop can affect the overall conformation of gp120 and that, reciprocally, the structure of the V3 loop
is influenced by the conformation of other regions of gp120. Since the changes in the replicative potential, host
range, and fusogenic ability of the mutant viruses correlate well with the changes in gp120 conformation, as
monitored by the association of gp120 with gp41, our results support a close relationship between envelope

gp120 structural conformation and the biological phenotype of the virus.

Human immunodeficiency virus type 1 (HIV-1) isolates
display a high degree of biological heterogeneity in vitro.
The viruses differ with respect to their replicative kinetics,
susceptibility to serum neutralization, and ability to infect
different cell types and to induce syncytia in the infected
cells (for reviews, see references 4, 5, and 9). Some of these
properties have been shown to correlate with pathogenicity
of the virus in vivo (1, 6, 29). To define the minimal amino
acid changes that confer differential cellular tropism as well
as replicative and cytopathic properties of HIV-1, recombi-
nant viruses were generated between two HIV-1 strains, SF2
and SF13 (HIV-1g, and HIV-1g,), which were recovered
over time from the same individual. These two isolates are
highly related at the nucleotide and amino acid sequence
levels, but they display distinct biological properties. Com-
pared with HIV-14p, (the early isolate), HIV-15g,; (the late
isolate) replicates faster and to higher titers in peripheral
blood mononuclear cells (PBMCs) and several T-cell lines
and is highly cytopathic (6, 7). Our prior characterization
of recombinant viruses generated between HIV-1g., and
HIV-1gg,; showed that a 0.49-kb Stul-Mst1I fragment of env
gp120, encompassing the V3 loop, contained a major deter-
minant(s) of host range and syncytium-forming ability of
these HIV-1 isolates (7). A comparison of the predicted
amino acid sequences of HIV-1g, and HIV-1gg, 5 reveals 10
amino acid differences within this region of gp120, 4 of which
are located in the V3 hypervariable region.

The V3 loop of gpl20 does not seem to play an important
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role in CD4 binding, since neither alteration in the V3
sequences (10, 11, 17, 23) nor V3-specific antibodies (19, 27)
affect the attachment of gp120 to CD4. This region does,
however, appear to be involved in the postbinding fusion
process necessary for viral entry (11, 15, 23, 24) and helps
determine cellular host range (8, 14, 26, 28, 33). The exact
mechanism by which the V3 loop mediates these events is
presently unclear. However, recent data accumulated in
several laboratories suggest that the V3 loop participates in
a process involving envelope conformational change (20, 25,
35) that leads to postbinding fusion with the cell membrane
(21).

To examine the role of V3 loop sequences of HIV-1gy, and
HIV-1gg,; in viral infectivity, host range, and syncytium-
forming ability, and the mechanism(s) by which amino acid
changes within and outside the V3 loop affect these biolog-
ical properties, mutant viruses were generated on the genetic
backgrounds of HIV-1gg, and HIV-14,; by site-directed
mutagenesis. The replicative ability, host range, and cyto-
pathic potential of the mutant viruses in vitro were then
determined. Furthermore, wild-type and mutant envelope
glycoproteins were expressed in transient expression sys-
tems. The expression and processing of these envelope
products, the association of gp120 with gp41, and the ability
to induce syncytia were examined.

Effects of amino acid composition of the V3 loop on viral
infectivity and syncytium-forming ability. The four amino
acid differences in the V3 loops of HIV-1g4g, and HIV-1gf,;5
are located in the variable regions flanking the conserved
GPG tip; two of these amino acid differences (at positions
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TABLE 1. Infectivity, host range, and syncytium-forming ébility
of V3 loop mutant viruses

Replication

LT S; ium
Steain V3 loop __ kinetiesin: _ firmaon
sequence’ HuT 78 inHUT 78
PBMCs cells cells®
HIV-14g5 308 320
KGIHIGPGRAVYT ++ ++ ++
Mul -S-Y------FH- ++ ++ ++
Mu2 -=-Y-oeoo o H- + - NA
Mu3 e H- - - NA
Mu4 I ET T + + ++
HIV-lgr, 35 20
WT KSIYIGPGRAFHT + + +
Mul -G-H------VY- + + +
Mu2 -—-H------- Y- + + +
Mu3 -—-H--------- + - NA
Mu4 = e Y- + + +

2 Amino acids of interest are shown in boldface type.

b ++, peak reverse transcriptase (13) activity (>10° cpm/ml) occurred
within 10 days postinfection; +, peak reverse transcriptase activity was
delayed for <7 days; +, peak reverse transcriptase activity was delayed for
>10 days; —, no reverse transcriptase activity above background level
(~2,000 cpm/ml) was detected for at least 30 days.

€ ++, >70% of the cells showed syncytia at time of peak reverse tran-
scriptase activity; +, ~20 to 30% of the cells showed syncytia at time of peak
reverse transcriptase activity; NA, not applicable.

4 WT, wild type.

311 and 319) are nonconserved (Table 1). Interestingly, the
amino acid substitutions at these positions are reciprocal;
i.e., a tyrosine-to-histidine (Y—H) change at position 311 of
HIV-14g,5 gpl20 is accompanied by a histidine-to-tyrosine
(H—Y) change at position 319. To evaluate the effects of
amino acid composition of the V3 loop on viral infectivity,
host range, and syncytium-forming ability, mutant viruses
were generated by site-directed mutagenesis (18) and then
RD-4 cells were cotransfected as described elsewhere (31,
36). The abilities of the mutant viruses to infect PBMCs and
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HUT 78 cells and to induce syncytia in the infected HUT 78
cells were examined. The results are summarized in Table 1.

On the genomic background of HIV-1gg,;, we observed
that the first mutant, Mul, which has the V3 loop amino acid
composition of HIV-1gg,, displays a biological phenotype
identical to that of wild-type HIV-1gg,;. HIV-1gr3 Mu2,
which has amino acid substitutions at positions 311 and 319,
replicates with much slower kinetics in PBMCs and is unable
to productively infect HUT 78 cells. A more dramatic effect
was observed with Mu3, which has a single amino acid
substitution at position 319 (Y—H). This mutant virus is not
infectious for either PBMCs or HUT 78 cells. A single amino
acid substitution at position 311 (H—Y) to generate Mu4,
however, only moderately affected the ability of the virus to
infect PBMCs and HUT 78 cells.

When mutant viruses were generated on the HIV-1gg,
genomic background, Mul, which has the V3 loop of
HIV-14r,3, was found to replicate with slower kinetics than
wild-type HIV-1gg, in PBMCs and HUT 78 cells. This
mutant virus also did not induce syncytia in infected HUT 78
cells. Mu2, which has amino acid substitutions at positions
311 and 319, was impaired only in its ability to infect HUT 78
cells. Mu3, which has a single amino acid substitution at
position 311 (Y—H), replicated with delayed kinetics in
PBMCs and did not productively infect HUT 78 cells. Mu4,
the virus with a single amino acid substitution at position 319
(H—Y), displayed a biological phenotype indistinguishable
from that of wild-type HIV-1gp,.

Effects of amino acid substitutions outside the V3 loop on
viral infectivity, host range, and syncytium-forming ability.
The observations made with HIV-1g, Mul and HIV-14g,;
Mul suggest that regions outside the V3 loop, but within the
Stul-MstIl region of env gpl20, can affect the biological
properties of these viral strains. Six amino acid differences
are located outside the V3 loop, only one of which is noncon-
served: an asparagine-to-aspartic acid (N—D) substitution at
position 282 in the HIV-14,; envelope gpl120. To examine
whether this change affects the infectivity and syncytium-
forming ability of the virus, site-directed mutants were gen-
erated on the HIV-1g, and HIV-14g,; genomic backgrounds

TABLE 2. Infectivity, host range, and syncytium-inducing ability of HIV-1gg,,.. and HIV-1gg, 3, Viruses with mutations outside
as well as inside the V3 loop

Strain

Amino acid sequences®:

Replication kinetics? in:

Syncytium formation

Outside V3 loop Inside V3 loop PBMCs HUT 78 cells in HUT 78 cells®
HIV-15g5 309 319
FTDNAK GIHIGPGRAVY ++ ++ ++

Mud = e e H - - NA

Mu6 -=N-== eemmmmeeeo — — NA

Mu7 --N-—— e H + + +

327 341

WT DIRKAHCNISRAQWN ++ +4 ++

Mus 0 s VeuT--- ++ ++ ++
HIVlg, wo 2ss

WT FINNAK SIYIGPGRAFH + + +

Mu7 --D--—- e + + ++

“ Amino acids of interest are shown in boldface type.
® For explanations of symbols, see Table 1, footnote b.
€ For explanations of symbols, see Table 1, footnote c.

4 WT, wild type.
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FIG. 1. Synthesis and processing of HIV-1gg,; wild-type and
mutant envelope glycoproteins in COS-7 cells. Viral envelope
glycoproteins were detected by immunoprecipitation of the cell
lysates (A) and of the cell culture medium (B). Lanes: 1, control
COS-7 cells; 2 to 9, COS-7 cells transfected with HIV-15g,; wild
type, Mul, Mu2, Mu3, Mu4, Mu5, Mu6, and Mu7, respectively.
Numbers in parentheses indicate hours posttransfection.

and the biological properties of the mutant virpses were
examined. The results are summarized in Table 2.

On the HIV-14,; background, a single D—N substitution
at amino acid 282 of the envelope gpl120 resulted in a virus
that is noninfectious (Mu6). However, the effect of this
mutation can be partially compensated by an additional
change at amino acid 319 within the V3 loop (Y—H) to
generate Mu7. Furthermore, Mu7 was found to be less
cytopathic than wild-type HIVgg, , in infected HUT 78 cells.
The Y—H change alone at position 319, as noted above,
resulted in a noninfectious virus (Mu3). Mu5, which has
amino acid substitutions &t positions 335 and 338, displayed
a phenotype identical to that of wild-type HIV-1g, .

On the HIV-1g, genomic background, a single N—D
substitution at amino acid 282 of envelope gpl20 did not
affect the virus’s ability to infect PBMCs or HUT 78 cells,
but the mutant virus induced large syncytia in infected HUT
78 cells.

Processing and syncytium-forming ability of wild-type and
mutant envelope glycoproteins. To determine whether the
loss of infectivity and host cell tropism of mutant viruses
HIV-1gg,;; Mu2, Mu3, and Mu6 is due to a direct effect of the
mutations on envelope glycoprotein processing and struc-
ture, a 3.46-kb EcoRI-EcoRV fragment of the wild-type or
mutant genome encompassing the envelope glycoprotein
gene was introduced into the polylinker of the pSM vector
(3) at the EcoRI-Smal site and transiently expressed in
COS-7 cells. Expression of mutant glycoproteins, processing
of glycoprotein precursors, and association of gp4l and
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Syncytia: ++ +

Virus Syncytium-forming ability
SF13 WT 1

Mul ++

Mu2

Mu3

Mud 74

Mus 4

Mu6

Mu7 b

FIG. 2. Syncytium-forming ability of HIV-1gg,; wild-type (WT)
and mutant envelope glycoproteins. At 24 h posttransfection, 10*
COS-7 cells were coincubated with 10° Sup-T cells, and syncytia
were evaluated 18 to 20 h later. Similar results were obtained with
COS-7 cells at 38 and 48 h posttransfection. ++, Large, numerous
syncytia; +, smaller, less numerous syncytia; —, no syncytia.

gp120 glycoproteins were then examined by Western immu-
noblotting (32) and immunoprecipitation with a polyclonal
goat anti-gp120 antibody (Chiron Corp., Emeryville, Calif.).
Results for HIV-1gg,; wild-type and mutant glycoproteins
are presented in Fig. 1.

At 24 h posttransfection, we observed comparable levels
of gpl60 expression and processing in mutant- and wild-
type-transfected cells with no gpl120 detected in the cell
supernatant. The exceptions were cells transfected with
Mu2, which expresses less gpl60 and gpl20, and those
transfected with Mu6, in which the processing of the enve-
lope gp160 appeared to be slower. At 38 and 48 h posttrans-
fection, decreasing amounts of cell-associated gp120 were
noted in cells transfected with HIV-1g;; Mu2, Mu3, and
Mu6, concomitant with an increase in the amounts of gp120
found in cell supernatants. Increasing amounts of gpl20
were also found in the supernatant of Mu7-transfected cells
at these time points, but more cell-associated gpl120 was
present than in Mu3- and Mu6-transfected cells. HIV-1¢g,5
Mul, Mu4, and Mu5, in contrast, were expressed and
processed at levels similar to that of the wild type at these
time points, although more gp120 was consistently found in
the supernatant of Mu5-transfected cells.

When the syncytium-forming ability of mutant glycopro-
teins was assessed at 24, 38, or 48 h posttransfection by
cocultivating transfected cells with Sup-T1 cells, the ability
of Mu4 and Mu7 glycoproteins to form syncytia was found to
be decreased compared with that of the envelope of the
wild-type virus, whereas Mu2, Mu3, and Mu6 glycoproteins
were unable to form syncytia (Fig. 2). In contrast, Mul and
Mu5 glycoproteins displayed full fusogenic capacity.

Conclusions. Our studies of HIV-14, and HIV-1g4g,; mu-
tant viruses reveal certain features of the envelope glyco-
protein gp120 that are important in determining the infectiv-
ity, host range, and syncytium-forming ability of HIV-1. We
observed that although the V3 loop of gp120 is involved in
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influencing these biological properties, it is not sufficient in
itself. An interaction of several regions of the envelope
gp120 that defines the gpl20 structural conformation is
primarily responsible. Our data show that single amino acid
substitutions within the variable regions of the V3 loop, in
particular those at positions 311 and 319, can substantially
reduce and even abolish the replicative potential of the virus
and limit its host range (e.g., HIV-1gg;3 Mu2 and Mu3 and
HIV-1gg, Mu3) (Table 1). The extents of the effects of amino
acid substitutions at these two positions, however, vary
according to the virus used and the overall composition of
the V3 loop (e.g., HIV-1gg,3 Mu3 versus HIV-1gz, Mu3)
(Table 1). These findings suggest that the conformation of
the V3 loop, as determined by its amino acid sequence, is
different for wild-type HIV-1gg,3 and HIV-1gp,.

Single amino acid changes in regions of the envelope other
than the V3 loop can also affect the infectivity and host range
of the virus. An aspartic acid-to-asparagine change at posi-
tion 282 of HIV-1g4g,; envelope glycoprotein resulted in a
mutant virus (HIV-1gg,3 Mu6) (Table 2) which has lost its
infectivity. Furthermore, the observations made with HIV-
1513 Mul and HIV-1gg, Mul (Table 1), in which full loop
sequences are exchanged, indicate that on the genomic
backgrounds of the two parental isolates, a determinant(s)
for syncytium formation maps outside the V3 loop.

The effects of mutations within (e.g., HIV-1gg,3 Mu3)
(Table 1) and outside (e.g., HIV-1gg,3 Mu6) (Table 2) the V3
loop, however, can compensate each other and partially
restore the functions of the envelope gp120. In contrast to
these two single-site mutants, HIV-1gg,; Mu7, which con-
tains mutations at both positions 311 and 282, replicates in
PBMCs and HUT 78 cells (Table 2) and induces a moderate
degree of syncytium formation (Fig. 2). Therefore, in agree-
ment with our findings with the Mul HIV-1g., and HIV-
1sr13 V3 loop mutant viruses, an interplay of the V3 loop
with other regions of envelope gpl20 is implicated. Similar
observations have been reported by others (22, 34, 35). In
particular, a functional interaction of the V3 domain with the
second conserved region of gpl20 has previously been
reported by Willey et al. (34) to determine HIV-1 infectivity.
Whether the changes introduced in these other regions of
gp120 alter the structure or presentation of the V3 loop
requires further investigation.

Structural studies of mutant glycoproteins showed that
the mutations introduced at positions 311, 319, and 282
(HIV-1gg, 3 Mu2, Mu3, and Mu6, respectively) (Tables 1 and
2) alter the association of gpl20 with gp4l. Furthermore,
these mutant glycoproteins are defective in their syncytium-
forming ability (Fig. 2). These observations indicate a close
relationship between changes in gp120 conformation and the
biological phenotype of HIV-1. Nevertheless, the finding
that MuS5 displayed properties identical to those of wild-type
HIV-14g,; (Table 2 and Fig. 2) yet released more gp120 into
the supernatant of transfected cells (Fig. 1) suggests that
gp120 dissociation is indicative of a gross structural change
in the envelope gpl20 which can be easily monitored but
which may not be related to other more subtle conforma-
tional changes that are critical for viral infectivity, host
range, and syncytium-forming ability. This conclusion is in
agreement with data reported by others regarding sCD4-
induced shedding of gp120 (2, 30).

Amino acids 311, 319, and 282 are located away from the
C-terminal and N-terminal domains of gp120, regions that
are reported to be involved in the association of gp120 with
gp41 (12, 16). It is possible that either the V3 loop or the C2
domain is in close proximity with either the C terminus or
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the N terminus of native gpl120 and that aberrant V3 or C2
conformations affect the C1 and C5 regions of gp120. Alter-
natively, the changes in the structures of the V3 and C2
regions can be transmitted to and affect the conformation of
other portions of the envelope gp120, e.g., the C4 domain,
which has been implicated to have a structural relationship
to the V3 loop (35) and has also been shown to modulate the
interaction of gp120 and gp41 (12).

In conclusion, we have shown that the V3 loop of enve-
lope gp120 by itself does not regulate the entry of the virus
into target cells and does not control the syncytium-forming
ability of the HIV-1 isolates studied here. Our data suggest
that the amino acid composition within the V3 loop deter-
mines the overall structure and/or presentation of the loop.
An interplay between several regions of the envelope glyco-
protein, including the V3 loop, determines the gp120 struc-
tural conformation. The conformation of gp120, in turn, may
define the extent and type of postbinding structural changes
that lead to viral entry. Changes in one region of gp120 can
affect the functions of other regions of the viral envelope.
Therefore, the biologic phenotype of a particular viral isolate
appears to be determined by the overall conformation of its
envelope glycoprotein and not by the structure or sequence
of a particular region.

We thank Jay Levy for valuable comments, Oanh Nguyen for
technical assistance, and Ann Murai for preparation of the manu-
script.

This work was supported by a grant from the National Institutes
of Health (AT 29857) and a postdoctoral fellowship (F91UPO001) to
L.S. from the California Universitywide AIDS Research Program.

REFERENCES

1. Asjo, B., J. Albert, A. Karlsson, E. M. Fenyo, L. Morfeldt-
Manson, G. Biberfeld, and K. Lidman. 1986. Replicative prop-
erties of human immunodeficiency virus from patients at vary-
ing severity of HIV infection. Lancet ii:660—662.

2. Berger, E. A., J. R. Sisler, and P. L. Earl. 1992. Human
immunodeficiency virus type 1 envelope glycoprotein molecules
containing membrane fusion-impairing mutations in the V3
region efficiently undergo soluble CD4-stimulated gp120 release.
J. Virol. 66:6208-6212.

3. Brodsky, M. H., M. Warton, R. M. Myers, and D. R. Littman.
1990. Analysis of the site in CD4 that binds to the HIV envelope
glycoprotein. J. Immunol. 144:3078-3086.

4. Castro, B. A., C. Cheng-Mayer, L. A. Evans, and J. A. Levy.
1988. HIV heterogeneity and viral pathogenesis. AIDS 2(Suppl.
1):s17-s27.

5. Cheng-Mayer, C. 1990. Biological and molecular features of
HIV-1 related to tissue tropism. AIDS 4:549-s56.

6. Cheng-Mayer, C., D. Seto, M. Tateno, and J. A. Levy. 1988.
Biological features of HIV-1 that correlate with virulence in the
host. Science 240:80-82.

7. Cheng-Mayer, C., T. Shioda, and J. A. Levy. 1991. Host range,
replicative, and cytopathic properties of human immunodefi-
ciency virus type 1 are determined by very few amino acid
changes in zat and gp120. J. Virol. 65:6931-6941.

8. Chesebro, B., K. Wehrly, J. Nishio, and S. Perryman. 1992.
Macrophage-tropic human immunodeficiency virus isolates
from different patients exhibit unusual V3 envelope sequence
homogeneity in comparison with T-cell-tropic isolates: defini-
tion of critical amino acids involved in cell tropism. J. Virol.
66:6547-6554.

9. Fenyo, E. M., J. Albert, and B. Asjo. 1989. Replicative capacity,
cytopathic effect, and cell tropism of HIV. AIDS 3:s5-s12.

10. Freed, E. O., and R. Risser. 1991. Identification of conserved
residues in the human immunodeficiency virus type 1 principal
neutralizing determinant that are involved in fusion. AIDS Res.
Hum. Retroviruses 7:807-811.

11. Grimaila, R. J., B. A. Fuller, P. D. Rennert, M. B. Nelson, M.-L.



VoL. 67, 1993

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.
22.

24.

Hammarskjold, B. Potts, M. Murray, S. D. Putney, and G. Gray.
1992. Mutations in the principal neutralization determinant of
human immunodeficiency virus type 1 affect syncytium forma-
tion, virus infectivity, growth kinetics, and neutralization. J.
Virol. 66:1875-1883.

Helseth, E., U. Olshevsky, C. Furman, and J. Sodroski. 1991.
Human immunodeficiency virus type 1 gp120 envelope glycop-
rotein regions important for association with the gp4l trans-
membrane glycoprotein. J. Virol. 65:2119-2123.

Hoffman, A. D., B. Banapour, and J. A. Levy. 1985. Character-
ization of the AIDS-associated retrovirus transcriptase and
optimal conditions for its detection in virions. Virology 147:326—
33s.

Hwang, S. R., T. J. Boyle, K. Lyerly, and B. R. Cullen. 1991.
Identification of the envelope V3 loop as the primary determi-
nant of cell tropism in HIV-1. Science 253:71-74.

Ivanoff, L. A., J. W. Dubay, J. F. Morris, S. J. Roberts, L.
Gutshall, E. J. Sternberg, E. Hunter, T. J. Matthews, and S. R.
Petteway, Jr. 1992. V3 loop region of the HIV-1 gp120 envelope
protein is essential for virus infectivity. Virology 187:423-432.
Ivey-Hoyle, M., R. K. Clark, and M. Rosenberg. 1991. The
N-terminal 31 amino acids of human immunodeficiency virus
type 1 envelope glycoprotein gpl20 contain a potential gp4l
contact site. J. Virol. 65:2682-2685.

Kowalski, M., J. Potz, L. Basiripour, T. Dorfman, W. C. Goh, E.
Terwilliger, A. Dayton, W. Haseltine, and J. Sodroski. 1987.
Functional regions of the envelope glycoprotein of human
immunodeficiency virus type 1. Science 237:1351-1355.
Kunkel, T. A., J. D. Roberts, and R. A. Zakour. 1987. Rapid and
efficient site-directed mutagenesis without phenotype selection.
Methods Enzymol. 154:367-382.

Linsley, P. S., J. A. Ledbetter, E. Kinney-Thomas, and S.-L. Hu.
1988. Effects of anti-gpl20 monoclonal antibodies on CD4
receptor binding by the env protein of human immunodeficiency
virus type 1. J. Virol. 62:3695-3702.

McKeating, J. A., J. Cordell, C. J. Dean, and P. Balfe. 1992.
Synergistic interactions between ligands binding to the CD4
binding site and V3 domain of human immunodeficiency virus
type 1 gp120. Virology 191:732-742.

Moore, J. P., and P. L. Nara. 1991. The role of the V3 loop of
gp120 in HIV infection. AIDS 5:s31-s33.

Nara, P. L., L. Smit, N. Dunlop, W. Hatch, M. Merges, D.
Waters, J. Kelliher, R. C. Gallo, P. J. Fischinger, and J.
Goudsmit. 1990. Emergence of viruses resistant to neutraliza-
tion by V3-specific antibodies in experimental human immuno-
deficiency virus type 1 IIIB infection of chimpanzees. J. Virol.
64:3779-3791.

. Page, K. A., S. M. Stearns, and D. R. Littman. 1992. Analysis of

mutations in the V3 domain of gpl60 that affect fusion and
infectivity. J. Virol. 66:524-533.

Rusche, J. R., K. Javaherian, C. McDanal, J. Petro, D. L. Lynn,
R. Grimaila, A. Langlois, R. C. Gallo, L. O. Arthur, P. J.
Fischinger, D. P. Bolognesi, S. D. Putney, and T. J. Matthews.
1988. Antibodies that inhibit fusion of human immunodeficiency

26.

27.

29.

30.

31.

32.

33.

34,

35.

36.

NOTES 5639

virus-infected cells bind a 24 amino-acid sequence of the viral
envelope. Proc. Natl. Acad. Sci. USA 85:3198-3202.

. Sattentau, Q. J., and J. P. Moore. 1991. Conformational changes

in the human immunodeficiency virus envelope glycoproteins
by soluble CD4 binding. J. Exp. Med. 174:407-415.

Shioda, T., J. A. Levy, and C. Cheng-Mayer. 1992. Small amino
acid changes in the V3 hypervariable region of gp120 can affect
the T-cell line and macrophage tropism of human immunodefi-
ciency virus type 1. Proc. Natl. Acad. Sci. USA 89:9434-9438.
Skinner, M. A., A. J. Langlois, C. B. McDanal, J. S. McDougal,
D. P. Bolognesi, and T. J. Matthews. 1988. Neutralizing antibod-
ies to an immunodominant envelope sequence do not prevent
gp120 binding to CD4. J. Virol. 62:4195-4200.

. Takeuchi, Y., M. Akutsu, K. Murayama, N. Shimizu, and H.

Hoshino. 1991. Host range mutant of human immunodeficiency
virus type 1: modification of cell tropism by a single point
mutation at the neutralization epitope in the env gene. J. Virol.
65:1710-1718.

Tersmette, M., R. A. Gruters, F. de Wolf, R. E. Y. de Goede,
J. M. A. Lange, P. T. A. Schellekens, J. Goudsmit, H. G.
Huisman, and F. Miedema. 1989. Evidence for a role of virulent
human immunodeficiency virus (HIV) variants in the pathogen-
esis of acquired immunodeficiency syndrome: studies on se-
quential HIV isolates. J. Virol. 63:2118-2125.

Thali, M., C. Furman, E. Helseth, H. Repke, and J. Sodroski.
1992. Lack of correlation between soluble CD4-induced shed-
ding of the human immunodeficiency virus type 1 exterior
envelope glycoprotein and subsequent membrane fusion events.
J. Virol. 66:5516-5524.

Velpandi, A., T. Nagashunmugam, S. Murthy, M. Cartas, C.
Monken, and A. Srinivasan. 1991. Generation of hybrid human
immunodeficiency virus utilizing the cotransfection method and
analysis of cellular tropism. J. Virol. 65:4847-4852.

Werner, A., and J. A. Levy. 1993. Human immunodeficiency
virus type 1 envelope gpl120 is cleaved after incubation with
recombinant soluble CD4. J. Virol. 67:2566-2574.

Westervelt, P., D. B. Trowbridge, L. G. Epstein, B. M. Blum-
berg, Y. Li, B. H. Hahn, G. M. Shaw, R. W. Price, and L.
Ratner. 1992. Macrophage tropism determinants of human im-
munodeficiency virus type 1 in vivo. J. Virol. 66:2577-2582.
Willey, R. L., E. K. Ross, A. J. Buckler-White, T. S. Theodore,
and M. A. Martin. 1989. Functional interaction of constant and
variable domains of human immunodeficiency virus type 1
gp120. J. Virol. 63:3595-3600.

Wyatt, R., M. Thali, S. Tilley, A. Pinter, M. Posner, D. Ho, J.
Robinson, and J. Sodroski. 1992. Relationship of the human
immunodeficiency virus type 1 gpl20 third variable loop to a
component of the CD4 binding site in the fourth conserved
region. J. Virol. 66:6997-7004.

York-Higgins, D., C. Cheng-Mayer, D. Bauer, J. A. Levy, and D.
Dina. 1990. Human immunodeficiency virus type 1 cellular host
range, replication, and cytopathicity are linked to the envelope
region of the viral genome. J. Virol. 64:4016-4020.



