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ABSTRACT The Gag280 mutation is associated with HLA-C*01:02 but not with HLA-
B*52:01 in subtype A/E-infected individuals, whereas this mutation is associated with
HLA-B*52:01 but not with HLA-C*01:02 in subtype B infections. Although it is known
that the Gag280 mutant is selected by HLA-B*52:01-restricted GagRI8 (Gag275-282)-
specific T cells in subtype B infections, it remains unknown why this Gag280 muta-
tion is associated with HLA-C*01:02 rather than HLA-B*52:01 in subtype A/E infec-
tions. The subtype B and A/E viruses have different consensus sequence, with Thr and
Val at Gag280, respectively. To clarify the effect of this difference in Gag280 consensus
sequence, we investigated the role of HLA-C*01:02-restricted GagYI9 (Gag277-285)-spe-
cific T cells in selection of Gag280 mutations in subtype A/E-infected Vietnamese and
subtype B-infected Japanese individuals. GagYI19-4V-specific T cells, which were fre-
quently elicited in Vietnamese individuals infected with the consensus-type A/E virus,
failed to recognize GagV280T mutant A/E virus-infected cells. GagYI9-4T mutant epi-
tope-specific T cells, which were weakly elicited in individuals infected with the mu-
tant A/E virus, had weak or no ability to recognize the mutant virus. These results
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HLA-C*01:02-restricted GagYI9-4T-specific T cells were weakly elicited in subtype B-
infected Japanese. Together with our recent study which demonstrated the mecha-
nism for the accumulation of HLA-B*52:01-associated mutations, we clarified the
mechanism for the accumulation of different Gag280 mutations and the effect of
the difference in the consensus sequence on the accumulation of escape mutations.
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uman leukocyte antigen (HLA) class I-restricted HIV-1-specific CD8" T cells can

select viruses having mutations, which affects T-cell recognition in the context of
the HLA class | alleles expressed by the host (1-6). HIV sequences circulating in a given
population exhibit polymorphisms that reflect the HLA allele distribution in that popu-
lation (7-9). Numerous population-based studies of HLA-associated polymorphisms
(HLA-APs) have been performed in many countries and ethnic groups in Europe, North
America, Australia, Asia, and Africa (8, 10-14). Since HLA class | allele distributions differ
among racial and ethnic groups worldwide (15), the pattern and diversity of HLA-APs
are somewhat distinct to each race and region (9, 13). In addition, a difference in
sequences among HIV-1 subtypes may affect the diversity of HLA-APs (16). Thus, infor-
mation about HLA-APs among different HIV-1 subtypes will be useful for development
of a universal HIV-1 vaccine.

HLA-B27/B57 and HLA-B*52:01 are well known to be protective alleles in HIV-1
infections (17-21). HLA-B27/B57-associated mutations are found in protective epitopes
restricted by HLA-B27/B57 alleles among Caucasian and African individuals (12, 22-25).
These mutations critically affect suppression of HIV-1 replication by T cells specific for
these protective epitopes (4, 26-28), suggesting a critical effect of these mutations on
HIV-1 control by T cells specific for these protective epitopes. On the other hand,
recent studies showed that HLA-APs are not present in 10 of 11 protective T-cell epi-
topes among HIV-1 subtype B-infected Japanese individuals (13, 29). Thus, the accumu-
lation of escape mutations in the protective epitopes is a rare event in subtype
B-infected Japanese individuals. HLA-B*52:01-associated mutations are found at
GagT280A/S only within an HLA-B*52:01-restricted GagRI8 (Gag275-282: RMYSPTSI)
protective epitope in subtype B-infected individuals (13, 30). A recent study demon-
strated that GagRI8 epitope-specific T cells fail to recognize target cells infected with
GagT280A/S mutant viruses but that HLA-B*52:01* individuals infected with GagT280A/
S mutant viruses do not elicit T cells specific for these mutant epitopes (31), suggesting
that these escape mutants are selected by the GagRI8-specific T cells in subtype B-
infected Japanese individuals.

Although the GagT280V mutation is also found in approximately 10% of subtype
B-infected HLA-B*52:01* Japanese individuals, it is not an HLA-B*52:01-associated
mutation (13). A recent study showed that HLA-B*52:01* Japanese individuals infected
with the GagT280V mutant virus effectively elicit RI8-6V mutant-specific T cells and
that GagT280V mutant and Gag280 consensus-type (GagT280) subtype B viruses are
selected by GagRI8-specific and GagRI8-6V mutant-specific T cells, respectively, indicat-
ing a mechanism by which GagT280V mutant viruses are not accumulated in HLA-
B*52:01* Japanese individuals (31). A previous study demonstrated that the HLA-
C*01:02-associated GagV280T mutation is detected in Vietnamese individuals infected
with the subtype A/E virus carrying a consensus sequence with Val at Gag280
(GagV280); however, an HLA-B*52:01-associated mutation at Gag280 could not be ana-
lyzed in these individuals due to the low frequency of HLA-B*52:01 (32). These findings
imply that this HLA-C*01:02-associated GagV280T mutation may be selected by HLA-
C*01:02-restricted T cells rather than by HLA-B*52:01-restricted T cells in Vietnamese
individuals. A previous study showed that HLA-C*01:02-restricted GagY19-4V (Gag277-
285: YSPVSILDI)-specific T cells, which were established from an HLA-C*01:02*
Japanese individual infected with the HIV-1 subtype A/E virus, recognized a GagY19-4T
mutant peptide less effectively than it did a GagYI9-4V peptide, implying that the
GagYI9-4V-specific T cells selected for the GagV280T mutant (14). Since the recognition
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FIG 1 Gag275-285 consensus sequence in HIV-1 subtype B and A/E virus. HLA-C*01:02-restricted YI9
and HLA-B*52:01-restricted RI8 epitopes are included in this sequence.

by T cells of target cells infected with the GagV280T mutant virus was not examined in
this study (14), it still remains unknown whether the GagV280T mutant is selected by
the T cells specific for this epitope in the HLA-C*01:02" Vietnamese. The YI9 and RI8
epitopes are included in the 11-mer peptides (Gag275-285) covering Gag280, where a
difference in consensus sequence is found between subtype B and subtype A/E viruses
(Fig. 1). HIV-1 subtype A/E and subtype B are dominant in Vietnam and Japan, respec-
tively. This difference between these two subtypes may influence the accumulation of
escape mutations at both countries.

In the present study, we investigated the elicitation of HLA-C*01:02-restricted Y19-
specific T cells in subtype A/E virus-infected Vietnamese individuals and the selection
of the GagV280T mutation by these T cells. We further investigated the elicitation of
HLA-C*01:02-restricted Y19-specific T cells in the subtype B virus-infected Japanese indi-
viduals and HLA-B*52:01-restricted RI8-specific T cells in the subtype A/E virus-infected
Vietnamese. The present study clarified a mechanism for the accumulation of the HLA-
C*01:02-associated Gag280T mutation in the subtype A/E virus-infected Vietnamese
but not in the subtype B-infected Japanese and further demonstrated the effect of the
difference in the consensus sequence at Gag280 between these two subtypes on the
accumulation of different escape mutations.

RESULTS

Selection of GagV280T mutant virus by YI9-4V-specific CD8* T cells in HLA-
C*01:02* Vietnamese individuals infected with HIV-1 subtype A/E. A previous study
showed that the HLA-C*01:02-associated mutation GagV280T accumulates in subtype
A/E-infected Vietnamese individuals (14). To confirm this result, we identified Gag
sequences in 21 Vietnamese individuals chronically infected with the subtype A/E and
then reanalyzed HLA-C*01:02-associated mutation by using Gag 280 sequence data
from a total of 386 HIV-1 subtype A/E-infected Vietnamese, which data included that from
a previous analysis (14). The results showed that GagV280T accumulated in the subtype
A/E-infected HLA-C*01:02" Vietnamese individuals (P=5.91 x 107>, g=8.86 x 107°) but
that GagV280A and GagV280S were very rarely detected in them (Fig. 2A).

We previously revealed that T cells specific for the HLA-C*01:02-restricted YI9-4V
epitope, which cells were established from 2 HLA-C*01:02" Japanese individuals
infected the subtype A/E virus, recognized the YI9-4V peptide much more effectively
than the YI9-4T one (14). However, it remains unknown whether Y19-4V-specific T cells
are elicited in subtype A/E-infected HLA-C*01:02* Vietnamese individuals. We there-
fore sought to identify HLA-C*01:02-restricted Y19-4V-specific T cells in the subtype A/
E-infected HLA-C*01:02" Vietnamese individuals. We investigated the existence of
HLA-C*01:02-restricted YI9-specific T cells in an HLA-C*01:027B*52:01~ Vietnamese
individual infected with GagV280 consensus-type subtype A/E virus (VI-071) by per-
forming enzyme-linked immunosorbent spot (ELISPOT) analysis and flow cytometry
analysis using both HLA-C*01:02-Y19-4V and HLA-C*01:02-Y19-4T tetramers. The results
of the ELISPOT and flow cytometry analyses showed a strong T-cell response to the
Y19-4V peptide but not to the YI9-4T one (Fig. 2B, left) and the existence of a high num-
ber of HLA-C*01:02-restricted YI19-4V-specific T cells (Fig. 2B, right), respectively. Since
our previous study did not show recognition by YI9-4V-specific T cells of target cells
infected with the GagV280T mutant virus, we next investigated whether the YI19-4V-
specific T cells could recognize target cells infected with the GagV280T mutant virus.
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FIG 2 Accumulation and selection of YI9-4T mutation by HLA-C*01:02-restricted YI9-4V-specific T-
cells. (A) Mutations at Gag280 in 386 HIV-1 subtype A/E-infected Vietnamese individuals. Amino acid
sequence at Gag280 was compared between 107 HLA-C*01:02" individuals and 279 HLA-C*01:02-
individuals. T, S, A, I, and V were found at Gag280 in 18, 0, 1, 5, and 83 HLA-C*01:02" individuals,
respectively, whereas T, S, A, |, and V were detected at Gag280 in 11, 0, 1, 7, and 260 HLA-C*01:02"
individuals, respectively. (B) Response and identification of YI9-specific T cells in PBMCs from an
individual (VI-071) infected with the GagV280 virus. The T cell response to YI9-4V or YI9-4T peptide
was measured by using an ELISPOT assay (left). YI9 epitope-specific T cells in CD3*CD8" cells were
identified by staining PBMCs from patient VI-071 with HLA-C*01:02-Y19-4V and HLA-C*01:02-Y19-4T
tetramers (right). The percentages of tetramer-positive cells among CD3" CD8* 7-AAD™ T cells were
measured (right). (C and D) Recognition of Y19-4T mutant epitope by a YI9-4V-specific T-cell line. The
T-cell response to 721.221-C*01:02 cells prepulsed with YI9-4V or -4T peptide (C) and to those
infected with 93JP-NH1-GagV280 or -GagV280T were analyzed by performing an intracellular cytokine
staining (ICS) assay (D). The frequencies of p24 antigen-positive cells among 721.221-C*01:02 cells
infected with 93JP-NH1-GagV280 and -GagV280T were 26.6 and 33.9%, respectively, whereas the
frequency of 721.221-C*01:02 cells infected with 93JP-NH1-GagV280 was 21%. (E) Longitudinal
sequence analysis at Gag280 in an HLA-C*01:02* B*52:01~ Vietnamese individual (VI-047) infected
with the HIV-1 subtype A/E virus. (F) Longitudinal analysis of T-cell responses to YI9-4V peptide or -4T
mutant peptide in individual VI-047. The dotted line at 200 spots/10° CD8* T cells indicates a
threshold for a positive response (B and F). All data are presented as means and SD (n=3). Statistical
analysis was performed with the unpaired t test (B, C, D, and F), and the results are indicated by
asterisks (**, P < 0.01; ***, P < 0.001; ****, P < 0.0001).

We established a Y19-4V-specific T-cell line from patient VI-071 and analyzed the recog-
nition by this T-cell line of target cells prepulsed with YI9-4V or YI9-4T peptide and
those infected with the consensus-type subtype A/E virus (93JP-NH1) or Gag V280T
mutant one (93JP-NH1-GagV280T). The T-cell line strongly recognized 721.221 cells
expressing HLA-C*01:02 (721.221-C*01:02 cells) prepulsed with the YI9-4V peptide and
very weakly those prepulsed with the YI9-4T mutant one (Fig. 2C), whereas they recog-
nized 721.221-C*01:02 cells infected with the consensus-type virus but not those
infected with the mutant one (Fig. 2D). These findings taken together indicate that
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GagV280T was a mutation that had escaped from HLA-C*01:02-restricted Y19-4V-spe-
cific T cells.

We next analyzed an HLA-C*01:02* B*52:01~ Vietnamese individual, VI-047, who
exhibited the V to T substitution at Gag280 for over 6 months. The consensus-type sub-
type A/E virus was found in October 2012, and then the GagV280T mutant was
detected in April 2013 and October 2013 in this individual (Fig. 2E). We performed a
longitudinal analysis of YI19-4T/V-specific T cells. A T-cell response to the YI19-4V peptide
was detected in October 2012, and an increase in the response to this peptide was
found in April 2013, whereas the T-cell response to the YI9-4T mutant peptide was
weakly detected in April 2013 at the emergence of the GagV280T mutant virus (Fig.
2F). These findings suggest that the GagV280T mutation could be selected by YI19-4V-
specific T cells in this individual.

Recognition of consensus-type and GagV280T mutant viruses by YI9-4T-
specific, YI9-4V-specific, and cross-reactive T cells. We next investigated the elicita-
tion of YI9-4T mutant-specific T cells in HLA-C*01:02* Vietnamese individuals infected
with the GagV280T mutant virus. We selected two individuals, VI-346 and VI-165, who
had been infected with GagV280 consensus-type and GagV280T mutant viruses,
respectively. These individuals had positive T-cell responses to both YI9-4V and YI9-4T
peptides in the ELISPOT assay (Fig. 3A, left). Flow cytometry analysis using Y19-4V- and
Y19-4T-HLA-C*01:02 tetramers showed that VI-165 had both YI9-4V-specific and YI9-4T-
specific T cells but that VI-346 had only cross-reactive T cells (Fig. 3A, right). To investi-
gate the ability of these T cells to recognize cells infected with the GagV280T virus, we
established cross-reactive T-cell lines from patient VI-346 as well as YI9-4V-specific and
Y19-4T-specific T-cell lines from VI-165. Cross-reactive T cells evenly recognized both
peptides (Fig. 3B). The YI19-4V-specific T-cell line recognized both YI9-4V and YI9-4T
peptides, though this T-cell line recognized the former peptide more effectively than
the latter one, whereas the YI19-4T-specific T-cell line recognized the YI9-4T peptide
much more so than the Y19-4V one (Fig. 3B).

We next investigated the ability of these T-cell lines to recognize GagV280T virus-
infected cells. Cross-reactive and YI19-4V-specific T-cell lines recognized both 721.221-
C*01:02 cells infected with the GagV280 virus and those with the GagV280T virus,
though they recognized the former cells much more strongly than the latter ones (Fig.
3C, left and middle). In contrast, YI9-4T-specific T cells recognized target cells infected
with the GagV280T virus but very weakly those infected with the consensus-type one
(Fig. 3C, right). The HLA class | stabilization assay using RMA-S-C*01:02 cells demon-
strated that YI9-4V and YI9-4T peptides had very similar binding affinities for HLA-
C*01:02 molecules (Fig. 3D). In addition, the tetramer binding assay using HLA-
C*01:02-Y19-4V and HLA-C*01:02-YI19-4T tetramers gave results indicating that the
cross-reactive T cells had the same TCR affinity for these tetramers (Fig. 3E). These
results taken together showed that the cross-reactive T cells had TCRs with the same
affinity for HLA-C*01:02-Y19-4V and HLA-C*01:02-Y19-4T. Since these cross-reactive T
cells recognized the cells infected with the GagV280 virus more effectively than those
infected with the GagV280T one, it is likely that YI9-4T peptide could be less presented
in GagV280T virus-infected cells than YI9-4V in GagV280 virus-infected cells. These
results together suggest that the GagV280T mutation may have partially affected anti-
gen presentation of this epitope in the cells infected with this mutant virus.

We finally analyzed the ability of these T cells to suppress the replication of the con-
sensus-type virus or GagV280T mutant one in vitro. The cross-reactive T cells and YI9-
4V-specific T cells effectively suppressed the replication of GagV280 virus but not that
of the GagV280T one, whereas Y19-4T-specific T cells weakly suppressed the replication
of GagV280T virus but not that of GagV280 one (Fig. 3F). Thus, YI9-4T-specific T cells
had a weak ability to suppress the replication of GagV280T mutant virus, suggesting
that these T cells could not select for the consensus-type virus.

Elicitation of Y19-4V/4T-specific T cells in subtype A/E virus-infected HLA-C*01:02+
Vietnamese individuals. We next investigated T-cell responses to the YI9-4V peptide
or YI9-4T one in a large number of subtype A/E-infected HLA-C*01:02* B*52:01-
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FIG 3 Recognition of YI9-4T mutant epitope by HLA-C*01:02-restricted cross-reactive and YI9-4T-specific T cells. (A) Response and identification of YI9
epitope-specific T cells among PBMCs from VI-346 and VI-165 individuals infected with the consensus-type and GagV280T mutant virus, respectively. The T
cell response to Y19-4V or YI9-4T peptide was measured by using the ELISPOT assay (left). YI9 epitope-specific T cells were identified by flow cytometry
analysis using HLA-C*01:02-Y19-4V and HLA-C*01:02-Y19-4T tetramers (right). The dotted line at 200 spots/10° CD8" T cells indicates the threshold for a
positive response (left). (B and C) Recognition of YI9-4V or -4T epitope by Y19-4V-specific, YI9-4T-specific, or cross-reactive T cells. The cross-reactive T-cell
line was established from individual VI-346, whereas YI9-4V-specific and -4T-specific ones were established from individual VI-165. Responses of these T-cell
lines to 721.221-C*01:02 cells prepulsed with YI9-4V or Y19-4T peptide (B) and to those infected with 93JP-NH1-GagV280 or -GagV280T (C) were analyzed
by using the ICS assay. YI9-4V and YI9-4T peptides were used as a control for YI9-specific and cross-reactive T cells and for YI9-4T-specific T cells,
respectively (C). The frequencies of p24 antigen-positive cells among 721.221-C*01:02 cells infected with 93JP-NH1-GagV280 or -GagV280T were 20 or
20.8%, respectively, and those of 721.221-C*01:02 cells infected 93JP-NH1-GagV280 or -GagV280T were 16.3 and 18.6%, respectively. (D) Binding of YI9-4V
and YI9-4T epitope peptides to HLA-C*01:02. Binding affinity was measured by use of the HLA class | stabilization assay using RMA-S-C*01:02 cells. (E)
Binding ability of the cross-reactive T-cell line to HLA-C*01:02-Y19-4V and HLA-C*01:02-Y19-4T tetramers. The cross-reactive T cell line from individual VI-346
was stained with HLA-C*01:02-YI9-4V tetramer or HLA-C*01:02-YI9-4T tetramer at concentrations of 0.1 to 100nM. (F) Ability of YI9-4V-specific, YI9-4T-
specific or cross-reactive T cell lines to suppress the replication of Gag280-4V and Gag280-4T viruses. The percent suppression of HIV-1 replication is
presented. All data are shown as means and SD (n=3). Statistical analysis was performed by using the unpaired t test (B, C, and F). *, P < 0.05; **, P <
0.01; ***, P < 0.001; ****, P < 0.0001.

Vietnamese individuals. We analyzed 74 Vietnamese individuals (63 consensus-type
subtype A/E virus-infected and 11 GagV280T mutant virus-infected HLA-C*01:02*
ones) by performing an ELISPOT assay. The numbers (frequency) of responders to
Y19-4V and to YI9-4T were 47 (74.6%) and 22 (34.9%), respectively, in the 63 consen-
sus-type virus-infected individuals, whereas those to YI9-4V and YI9-4T were 5
(45.5%) and 4 (36.4%), respectively, in 11 GagV280T virus-infected individuals. The
frequency and magnitude of T-cell responses to the YI9-4V peptide in the GagV280
virus-infected individuals were stronger than those to the YI9-4T mutant one in
GagV280T virus-infected and GagV280 virus-infected ones (Fig. 4A), indicating that
Y19-4T-specific T cells were less effectively elicited in GagV280T virus-infected indi-
viduals. These results indicate that the YI9-4T peptide was much less presented to T
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FIG 4 YI19-4V and/or YI19-4T epitope in the subtype A/E virus-infected Vietnamese individuals. (A) T cell responses to YI9-4V peptide or the YI9-4T mutant
one in 63 GagV280 virus-infected and 11 GagV280T virus-infected HLA-C*01:02*HLA-B*52:01" Vietnamese individuals were analyzed by performing an
ELISPOT assay. T-cell responses to the peptide at a concentration of 100 nM were measured. The dotted line at 200 spots/10° CD8" T cells indicates the
threshold for a positive response. (B) T-cell responses to the YI9-4V peptide and the YI9-4T mutant in each individual. (C) Identification of YI9 epitope-
specific T cells in PBMCs from four GagV280 virus-infected (upper) and three GagV280T virus-infected individuals (lower). PBMCs were stained with HLA-
C*01:02-Y19-4V and -YI9-4T tetramers. The T-cell response to YI9-4V and -4T mutant epitope peptides in each individual are shown as the number of spots/
10° CD8" T cells. Statistical analysis was performed with the Mann-Whitney test, and the results are indicated (**, P < 0.01; ****, P < 0.0001; NS, not
significant).

cells in GagV280T virus-infected individuals. A weak presentation of the YI9-4T epi-
tope peptide by HLA-C*01:02 in GagV280T virus-infected cells would result in
weaker elicitation of YI9-4T-specific T cells in the GagV280T virus-infected HLA-
C*01:02" individuals.
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It should be noted that some HLA-C*01:02* individuals exhibited T cell responses
to both YI19-4V and YI9-4T peptides (Fig. 4B). From these findings, we speculated that
these individuals had (i) cross-reactive T cells recognizing both peptides, as shown in
VI-346, and/or (ii) both YI9-4V-specific and YI9-4T-specific T cells, as shown in the case
of patient VI-165. To clarify this, we selected four consensus-type virus-infected and
three GagV280T mutant virus-infected individuals who had responded to both pep-
tides and then analyzed peripheral blood mononuclear cells (PBMCs) from these indi-
viduals by using HLA-C*01:02-Y19-4V and HLA-C*01:02-Y19-4T tetramers. Both HLA-
C*01:02-Y19-4V tetramer-binding and HLA-C*01:02-Y19-4T tetramer-binding T cells were
found in all three GagV280T virus-infected individuals (Fig. 4C). The results from these
three individuals and VI-165 showed that both YI9-4T-specific and YI9-4V-specific T
cells were elicited in the GagV280T virus-infected responders who showed T-cell
responses to both peptides by the ELISPOT assay. The Y19-4V-specific T cells in these
individuals may have been memory T cells elicited during a phase of the consensus-
type virus infection. In contrast, only HLA-C*01:02-Y19-4V tetramer-binding T cells were
detected in all 4 GagV280 virus-infected individuals (Fig. 4C), suggesting that these T
cells may have carried TCRs with a much stronger affinity for the HLA-C*01:02-Y19-4V
complex than for HLA-C*01:02-Y19-4T. On the other hand, cross-reactive T cells having
TCRs recognizing evenly both HLA-C*01:02-Y19-4T and HLA-C*01:02-YI9-4V were de-
tected in patient VI-346 (Fig. 3B and E). Thus, cross-reactive T cells having a different
TCR affinity for HLA-C*01:02-Y19-4T/4V may have been elicited in the consensus-type
virus-infected individuals.

Elicitation of YI9-specific T cells in HIV-1 subtype B virus-infected HLA-01:02+
Japanese individuals. The frequency of HLA-C*01:02 in HIV-1 subtype B-infected
Japanese individuals is approximately 27%, which is similar to that in the subtype A/E-
infected Vietnamese individuals (13, 14). However, HLA-C*01:02-associated mutation at
Gag280 was not found in Japanese individuals infected with the HIV-1 subtype B virus
(13). We therefore reanalyzed the association of HLA-C*01:02 with the Gag280
sequence from 390 Japanese individuals chronically infected with the subtype B virus.
The result showed no HLA-C*01:02-associated Gag280 mutations (Fig. 5A). We next
investigated the frequency of HLA-C*01:02* individuals who had YI9-4T consensus-
type-specific T cells among the subtype B-infected HLA-C*01:02* Japanese individuals
and compared it to that of YI9-4V consensus-type-specific T cells in the subtype A/E-
infected HLA-C*01:02* Vietnamese. We analyzed the T-cell response to the YI19-4T pep-
tide in 52 HLA-C*01:02" Japanese individuals infected with the subtype B virus by per-
forming the ELISPOT assay and compared the results to those for the response to the
Y19-4V peptide in 74 HLA-C*01:02* Vietnamese individuals infected with the subtype
A/E virus. Nineteen percent of the Japanese were responders, whereas 70% of the
Vietnamese individuals were responders (Fig. 5B). The magnitude of these T cell
responses in the latter individuals was also much higher than that in the former ones
(Fig. 5C). These findings suggest that YI9 consensus-type epitope YI9-4T was less im-
munogenic in the subtype B infection compared to the YI9 consensus-type epitope
Y19-4V in the subtype A/E infection.

Elicitation of RI8-specific T cells in HIV-1 subtype A/E-infected HLA-B*52:01+
Vietnamese individuals. From the finding that HLA-B*52:01-associated mutations
were not detected at Gag280 in the subtype A/E virus-infected Vietnamese individuals,
we speculated two possibilities: (i) weaker T cell responses to the RI8 epitope were eli-
cited in the subtype A/E virus-infected Vietnamese individuals or (ii) HLA-B*52:01-asso-
ciated mutations did not accumulate due to a lower frequency of HLA-B*52:01 in
Vietnam. Indeed, the frequency of HLA-B*52:01 in Vietnam is only 3.7%. We investi-
gated the elicitation of RI8-specific T cells in nine subtype A/E-infected HLA-B*52:01"
Vietnamese individuals by performing the ELISPOT assay to analyze their T cell
responses to RI8-6V and RI8-6T peptides. Six of these individuals were responders to
the RI8-6V consensus-type peptide, but two of these responders showed a weak
response to the RI8-6T mutant peptide (Fig. 6A). Eight of these individuals were
infected with the consensus-type subtype A/E virus, but the sequence data at Gag280
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FIG 5 Comparison of T-cell responses to consensus-type YI9 epitope between HIV-1 subtype B-
infected Japanese and subtype A/E-infected Vietnamese individuals. (A) Mutations at Gag280 in 390
HIV-1 subtype B-infected Japanese individuals. The amino acid sequence at Gag280 was compared
between 104 HLA-C*01:02" individuals and 286 HLA-C*01:02" ones. V, S, A, |, and T were found at
Gag280 in 9, 10, 4, 1, and 80 HLA-C*01:02" individuals, respectively, whereas V, S, A, |, and T were
detected at Gag280 in 48, 24, 15, 5, and 194 HLA-C*01:02" individuals, respectively. (B and C) The T-
cell responses to YI9-4T peptide in 52 subtype B-infected Japanese individuals were analyzed by
performing an ELISPOT assay. The response was compared with that to YI9-4V in 74 subtype A/E-
infected Vietnamese. The frequency of the responders and the magnitude of the response are shown
in the pie charts (B and C, respectively). The dotted line at 200 spots/10° CD8* T cells indicates a
threshold for a positive response (C). Statistical analysis was performed with the Fisher exact test (B)
and Mann-Whitney tests (C), and the results are indicated. ****, P < 0.0001.

in patient VI-311 could not be obtained due to a very low plasma viral load (pVL). We
further analyzed PBMCs from two individuals, VI-118 and VI-592, by staining them with
HLA-B*52:01-RI8-6T and HLA-B*52:01-RI8-6V tetramers. We found a high frequency of
RI8-6V-specific T cells in both individuals, whereas VI-592 also had cross-reactive T cells
which bind to both tetramers (Fig. 6B). We next established bulk T cells from VI-592 by
stimulating PBMCs from this patient with RI8-6V peptide or RI8-6T one and then cultur-
ing them for 2 weeks. Both RI8-6V-specific and cross-reactive bulk T cells were estab-
lished by stimulation with RI8-6V peptide, whereas only cross-reactive bulk T cells were
obtained by that with the RI8-6T peptide (Fig. 6C). The former T cells strongly
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virus. (B) Identification of RI8-specific T cells among PBMCs from VI-118 and VI-592. PBMCs were stained with both HLA-B*52:01-
RI8-6V and HLA-B*52:01-RI8-6T tetramers. (C) Identification of RI8-specific T cells among CD8* bulk T cells induced from PBMCs
from patient VI-592 by stimulating the cells with RI8-6V or -6T peptide. Cells were stained with both HLA-B*52:01-RI8-6V and HLA-
B*52:01-RI8-6T tetramers. (D and E) Recognition of RI8-6T mutant epitope by RI8-6V-specific T cells and cross-reactive ones. T-cell
responses to 721.221-B*52:01 cells prepulsed with RI8-6V or -6T peptide (D) and those to those infected with 93JP-NH1-GagV280
virus or 93JP-NH1-GagV280T virus (E) were analyzed. The frequencies of p24-positive cells among 721.221-B*52:01 cells infected
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given as means with the SD (n=3). Statistical analysis was performed by using an unpaired t test. **, P < 0.01; ***, P < 0.001;
P < 0.0001.

recognized the RI8-6V peptide but not the RI8-6T peptide, whereas the latter recog-
nized RI8-6V more so than RI8-6T (Fig. 6D). However, both T cells recognized GagV280
virus-infected cells but not GagV280T mutant virus-infected cells (Fig. 6E). These results
support the idea that RI8-6V-specific T cells or the cross-reactive ones could select the
GagV280T mutant subtype A/E virus. Therefore, the low frequency of HLA-B*52:01 in
Vietnam may explain the fact that HLA-B*52:01-associated mutations had not accumu-
lated in the A/E virus-infected Vietnamese. We further analyzed recognition of these T
cells for RI8-6A and RI8-6S peptides. Both types of T cells failed to recognize these pep-
tides (Fig. 6F).

Viral-replication capacity of HIV-1 subtype A/E and B viruses having T/V
mutation at Gag280. Next, we investigated the effect of the GagV280T mutation on
the viral-replication capacity of the subtype A/E virus. The subtype A/E clone virus hav-
ing the GagV280T mutation was generated by site-direct mutagenesis by using the
subtype A/E clone 93JP-NH1 having Val at Gag280. CD4* T cells isolated from 3 HLA-
C*01:02" healthy donors were used as target cells for 93JP-NH1 and its GagV280T mu-
tant virus in the viral-replication capacity assay. The result showed that the subtype A/
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FIG 7 Replication kinetics of Gag280 mutant viruses in CD4* T cells. In vitro viral replication analysis
of Gag280 mutant virus was performed. Activated CD4* T cells from three HLA-C*01:02* donors (U-
60, U-75, and U-32) were infected with 93JP-NH1-GagV280 or 93JP-NH1-GagV280T (left), while those
from three HLA-B*52:01" donors (U-4, U-75, and U-32) were infected with NL4-3-GagV280 or NL4-3-
GagV280T (right). The concentration of p24 antigen in the culture supernatant was determined by
using an enzyme immunoassay. All data are shown as means and SD (n=3). Statistical analysis was
performed by using the unpaired t test. **, P < 0.01; ***, P < 0.001; ****, P < 0.0001.

E virus with the GagV280T mutation had significantly reduced viral-replication capacity
compared to the consensus-type one (Fig. 7A). We also analyzed the viral-replication
capacity of the subtype B clone NL4-3 (Thr at Gag280) and its mutant virus NL43-
GagT280V. The result showed that this capacity of both subtype B viruses was almost
identical (Fig. 7B). These results together indicate that the effect of the Gag280 muta-
tion on viral replication capacity different between the subtype A/E and subtype B
viruses.

The low viral-replication capacity of the mutant subtype A/E virus suggests a rever-
sion of the mutant A/E virus to the consensus-type one in HLA-C*01:02-negative indi-
viduals. Taken together with the selection of GagV280T mutant viruses by YI9-4V-spe-
cific T cells in HLA-C*01:02" individuals, this also suggests a mechanism for the
accumulation of HLA-C*01:02-associated GagV280T mutation in subtype A/E-infected
individuals.

Contribution of YI9-4V-specific or YI9-4T-specific CD8* T cells to clinical outcome
in the subtype A/E infection. Y19-4V-specific T cells had strong ability to suppress repli-
cation of the consensus-type A/E virus in vitro, whereas Y19-4T-specific T cells had weak
ability to suppress that of the mutant virus (Fig. 3F), suggesting that Y19-4V-specific T
cells effectively suppress replication of this consensus-type A/E virus. We therefore ana-
lyzed the role of YI9-specific T cells in the clinical outcome of subtype A/E-infected
HLA-C*01:02"7B*52:01- Vietnamese individuals. We found no significant difference in
CD4 count or pVL between the responders to YI9-4V in the consensus-type virus-
infected HLA-C*01:02* individuals or in those to YI9-4T in GagV280T mutant virus-
infected ones and nonresponders in the subtype A/E infection (Fig. 8). These findings
cause a hypothesis that the YI19-4V-specific T cells did not have stronger ability to sup-
press HIV-1 replication in vivo compared to other T cells in these individuals. However,
the mechanism explaining the discrepancy between in vitro and in vivo function of the
T cells remains unknown.

DISCUSSION

Previous studies demonstrated that HLA-C*01:02-associated Gag280 mutations are
found in subtype A/E-infected Vietnamese individuals (14) but not in subtype B-
infected Japanese ones (13). Since the frequencies of HLA-C*01:02 are 28.7 and 27.2%
in the Vietnamese and Japanese individuals, respectively, this difference would not
affect the difference in accumulation of HLA-C*01:02-associated Gag280 mutations
between these two populations. On the other hand, we demonstrated that the differ-
ence in the consensus sequence at Gag280 between the subtype B and A/E viruses did
affect the elicitation of HLA-C*01:02-restricted Y19-4V/4T-specific T cells and the recog-
nition by these T cells of Gag280 mutations. YI9-4V-specific T cells were elicited in
approximately 70% of the subtype A/E-infected HLA-C*01:02* Vietnamese individuals.
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FIG 8 Comparison of clinical outcome between T-cell responders to YI9 and nonresponders.
Comparison of CD4 count and pVL between the responders to the YI9-4V peptide epitope among
the consensus-type virus-infected individuals and those to YI9-4T in GagV280T mutant virus-
infected individuals and nonresponders among 74 subtype A/E-infected HLA-C*01:02%B*52:01"
Vietnamese. Statistical analysis was performed by using the Mann-Whitney test. The red lines in
each figure represent the medians for CD4 count and pVL.

These T cells could select the Gag V280T mutant in the subtype A/E infection since
they had a strong ability to suppress the replication of the consensus-type subtype A/E
virus but failed to suppress that of the GagV280T mutant virus (Fig. 9A). In the subtype
B virus-infected Japanese individuals, only 10% of them were infected with the
GagT280V mutant virus. Since the frequency of HLA-C*01:02 is approximately 27% in
Japanese individuals, it would be expected that effective YI9-4V-specific T cells would
be elicited in only 2 to 3% of the subtype B-infected individuals and that the remaining
25% of the individuals, who were infected with the GagT280 consensus-type virus,
would weakly respond to the YI9-4T epitope. Indeed, only 19% of HLA-C*01:02"
Japanese individuals infected with the subtype B virus were responders to YI9-4T.
These findings suggest that HLA-C*01:02-restricted YI9-4T-specific T cells were not
involved in the accumulation of Val at Gag280 in the Japanese individuals infected
with the subtype B virus (Fig. 9B).

A cross-reactive T cell line from patient VI-346 evenly recognized both YI9-4T and
Y19-4V peptides, and the binding affinity of the 2 C*01:02-tetramers to the T cell line
was identical. These findings strongly suggest that the cross-reactive T cell line carried
TCRs with the same affinity for both HLA-C*01:02-Y19-4V/4T molecules. This T cell line
recognized target cells infected with the GagV280 consensus-type virus more effec-
tively than it did those infected with the GagV280T virus, whereas it suppressed the
replication of the former virus but not that of the latter one. These results together
indicate that the antigen presentation of the Y19-4T peptide in GagV280T mutant virus-
infected cells was reduced compared to that of the YI9-4V peptide in GagV280 consen-
sus-type virus-infected cells. Reduced antigen presentation of YI9-4T peptides may
have resulted in a weak elicitation of HLA-C*01:02-restricted YI9-4T-specific T cells in
HLA-C*01:02* individuals infected with the subtype A/E GagV280T virus or with the
consensus-type subtype B virus. YI9-4T-specific T cells recognized GagV280T mutant vi-
rus-infected cells more than did the cross-reactive T cells, whereas the ability of these
Y19-4T-specific T cells to suppress the replication of GagV280T mutant viruses was
weaker than that of Y19-4V-specific T cells to suppress the replication of the consensus-
type ones (Fig. 3C and F). The weak recognition of the mutant-specific T cells for
GagV280T virus-infected cells may have led to the accumulation of GagV280T mutant
virus in the HLA-C*01:02* Vietnamese individuals.

HLA-B*52:01-associated Gag280 mutations have not been analyzed in subtype A/E-
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FIG 9 Summary of this study. (A) Accumulation and selection of Gag280 mutations in HIV-1 subtype A/E-infected Vietnamese individuals. (B)
Accumulation and selection of Gag280 mutations in HIV-1 subtype B-infected Japanese individuals.

infected Vietnamese individuals due to a low frequency of HLA-B*52:01 (3.7% in the
subtype A/E-infected Vietnamese). The present study demonstrated that HLA-B*52:01-
restricted RI8-6V-specific T cells were effectively elicited in the subtype A/E-infected
HLA-B*52:01* individuals and recognized cells infected with the consensus-type virus.
These findings suggest that RI8-6V-specific T cells had the ability to select GagV280T
mutant subtype A/E viruses. Therefore, failed accumulation of HLA-B*52:01-associated
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Gag280 mutations in HIV-1-infected Vietnamese might be explained by the low fre-
quency of HLA-B*52:01 in them. Thus, the role of the HLA-B*52:01-restricted T cells on
the accumulation of GagV280T would be minimal in the subtype A/E-infected
Vietnamese individuals. These findings together suggest that GagV280T was selected
by the HLA-C*01:02-restricted T cells rather than by the HLA-B*52:01-restricted T cells
in the subtype A/E-infected Vietnamese (Fig. 9A).

The analysis of viral-replication capacity by using subtype A/E clone 93JP-NH1
showed that the subtype A/E virus with the GagV280T mutation had reduced viral rep-
lication capacity compared to that for the consensus-type virus. The consensus
sequence of Gag280 in the HIV-1 subtype C virus was Val. A recent study demonstrated
a reduced viral replication capacity of the subtype C virus having a GagV280T/S/A
mutation compared to that of the consensus-type subtype C virus (33). This present
study also showed no significant difference in viral-replication capacity between the
subtype B virus (NL4-3) having GagT280 and the mutant virus having GagT280V. Thus,
the effect of Gag280 mutations on viral-replication capacity was different among HIV-1
subtypes. The reduced viral-replication capacity in subtype A/E and C viruses may have
contributed to the accumulation of these mutations in HLA-C*01:02" and HLA-
B*52:01* individuals infected with subtype A/E and C viruses, respectively.

The expression level of HLA-C molecules on cells is lower than that of HLA-A or
HLA-B ones (34, 35). The lower expression of HLA-C is found even on HIV-1-infected
cells in which HLA-A and HLA-B molecules are downregulated by Nef (36). These find-
ings suggest that HLA-C-restricted T cells may be less sufficiently elicited in HIV-1-
infected individuals. A previous study showed that the expression level of HLA-C alleles
is positively correlated with the frequency of HLA-C-restricted HIV-1-specific T-cell
responses (37). YI19-4V-specific T cells were detected in 74.6% of HLA-C*01:02*
Vietnamese individuals infected with the consensus-type virus. Since HLA-C*01:02
is expressed on the cell surface as the second highest among 16 HLA-C alleles in
African-Americans (37), higher expression of HLA-C*01:02 may account for effective
elicitation of Y19-4V-specific T cells in these individuals.

In the present study, we demonstrated that the GagYI9-4V-specific T cells, which
were frequently elicited in the individuals infected with the consensus-type subtype A/
E virus, failed to recognize GagV280T mutant A/E virus-infected cells, whereas GagYI9-
4T mutant epitope-specific T cells, which were weakly elicited in individuals infected
with GagV280T mutant A/E virus, had weak or no ability to recognize the mutant virus.
These results suggest a mechanism for selection and accumulation of GagV280T
mutants in a subtype A/E infection (Fig. 9A). A previous study showed that HLA-
B*52:01-restricted RI8-6T-specific T cells can select GagV280A/S mutations in subtype
B-infected Japanese individuals (13, 30). HLA-B*52:01-restricted RI8-6V-specific T cells
are elicited in subtype A/E-infected HLA-B*52:01* Vietnamese individuals and these T
cells recognized target cells infected with the consensus-type virus but failed to recog-
nize RI8-6A/S mutant epitopes (Fig. 6E and F). These findings imply that the RI8-6V-spe-
cific T cells can select the GagV280A/S mutations. Therefore, it is likely that GagV280A/
S mutations did not accumulate in the population due to the low frequency of HLA-
B*52:01 in Vietnam. On the other hand, HLA-C*01:02-restricted GagYI9-4T-specific T
cells were weakly elicited in individuals infected with the subtype B virus having the
GagT280 consensus sequence, leading to no selection of the GagT280V mutant virus.
HLA-B*52:01-restricted RI8-6T/6V-specific T cells were effectively elicited in both sub-
type B-infected and subtype A/E-infected individuals. Thus, the difference in consensus
sequence affected the elicitation of HLA-C*01:02-restricted GagYI9-specific T cells but
not that of HLA-B*52:01-restricted RI8-specific T cells. These findings account for the
difference in the accumulation of HLA-associated Gag280 mutations between the sub-
type A/E and B infections.

A previous study on HLA-APs in Uganda revealed that 34% of the identified HLA-
associated polymorphisms were significantly and differentially selected between sub-
types A1 and D (16). This study showed only that the subtype A1 consensus peptide
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had stronger affinity for HLA-B*15:03 than the subtype D consensus peptide, as found
from the analysis of one case of these HLA-APs, Nef K105R, which is selected due to
the presence of putative HLA-B*15:03-restricted epitope NefRL9 in subtype A1 but not
subtype D. Thus, this study implied that the difference in consensus sequence affects
the selection of CTL escape mutations. In the present study, we demonstrated that the
difference in consensus sequence between the subtype B and A/E viruses influenced
the elicitation of the GagYI9-specific T cells and the recognition of the mutant virus,
leading to the difference in the accumulation of HLA-associated Gag280 mutations.
The result suggests that an HIV-1 vaccine using antigens having different consensus
sequences may influence elicitation of effective T cells for protection against an HIV-1
infection. In this respect, analysis of the immunogenicity of HIV-1 vaccines using chi-
meric antigens in conserved regions covering different HIV-1 subtypes is important to
evaluate the vaccines (38-41). The present study also has an impact on the develop-
ment of HIV-1 vaccines covering different HIV-1 subtype viruses.

MATERIALS AND METHODS

Subjects. Treatment-naive Vietnamese individuals chronically infected with subtype A/E were
recruited from the National Hospital of Tropical Diseases, Vietnam. This study was approved by the
Ethics Committee of the Vietnamese Ministry of Health (no. 2342/0D-BYT). Treatment-naive Japanese
individuals chronically infected with HIV-1 subtype B were recruited from the National Center for Global
Health and Medicine, Japan. This study was approved by the ethics committees of Kumamoto University
(RINRI-1340 and GENOME-342) and the National Center for Global Health and Medicine (NCGM-A-
000172-01). Three HLA-C*01:02" healthy donors were recruited for this study, which was approved by
the Ethical Committee of Kumamoto University, Japan. Informed consent was obtained from all individu-
als according to the Declaration of Helsinki. PBMCs were separated from whole blood. HLA types of HIV-
infected individuals were determined by standard sequence-based genotyping. The pVLs of the individ-
uals at their first visit were measured by using the Cobas TagMan HIV-1 real-time PCR version 2.0 assay
(Roche Diagnostics, NJ).

Cell lines. 721.221 cells expressing CD4 molecules and HLA-C*01:02 (721.221-C*01:02) or HLA-
B*52:01 (721.221-B*52:01) were previously generated (42, 43). RMA-S cells expressing HLA-C*01:02 were
generated by the introduction of HLA-C*01:02 genes into RMA-S cell lines. These cells were maintained
in RPMI 1640 medium (Invitrogen) containing 5% fetal calf serum (R5) and 0.15 mg/ml of hygromycin B
or 0.2mg/ml neomycin. The NP2/CD4 cell line expressing CXCR4 with the long terminal repeat (LTR)-
driven luciferase gene (44) was provided by Y. Maeda, Department of Microbiology, Kumamoto
University, Kumamoto, Japan.

HIV-1 mutant clones. NL4-3 mutant (NL4-3-GagT280V) was previously generated (30). 93JP-NH1
mutant (93JP-NH1-GagV280T) was generated by introducing the GagV280T mutation into 93JP-NH1 by
use of a previously described site-directed mutagenesis system (45).

Identification of HIV-1 subtype and YI9 epitope sequence. To identify HIV-1 subtype (subtype B
and subtype A/E), the sequences of whole Gag from HIV-1-infected individuals were analyzed by using
the Recombinant Identification Program (RIP 3.0; https://www.hiv.lanl.gov/content/sequence/RIP/RIP
.html). Determination of the epitope sequence for YI9 was performed as previously described (13, 14).
The YI9 sequence data from 386 chronically HIV-1 subtype A/E-infected treatment-naive Vietnamese
individuals were analyzed after excluding 4 individuals having a mixture amino acid sequence at
Gag280 from previous analyzed ones and adding 21 new individuals (14). Amino acid sequence data at
Gag280 were collected from Gag sequence data previously identified from 390 Japanese individuals
infected with the subtype B virus (13, 31).

IFN-y ELISPOT assay. Ex vivo gamma interferon (IFN-y) ELISPOT assays were performed as previously
described (30, 40). The number of spots for a T-cell response to each peptide was finally calculated by
subtracting the number of spots in wells without peptides from that of spots with peptides. The
mean (plus 3 standard deviations [SD]) spot number of samples from 13 HIV-1-naive individuals for the
peptides was 162 spots/10° CD8™ T cells (30, 40). Therefore, we defined >200 spots/10° CD8* T cells as
positive responses.

Tetramer staining. HLA-C*01:02-Y19-4V/4T tetrameric complexes (tetramers) were generated as pre-
viously described (46, 47). HLA-B*52:01-RI8-6T/6V tetrameric complexes (tetramers) were previously gen-
erated (31). PBMCs or HIV-1-specific T-cell lines were stained at 37°C for 30 min with a combination of
APC-conjugated YI9-4V and phycoerythrin (PE)-conjugated YI9-4T-HLA-C*01:02 tetramers or a combina-
tion of PE-conjugated RI8-6T and allophycocyanin (APC)-conjugated RI8-6V-HLA-B*52:01 tetramers at
100 nM. For determination of the binding affinity of TCRs, the cross-reactive T cells were stained with
Y19-4V and YI9-4T-HLA-C*01:02 tetramers at various concentrations at 37°C for 30 min. The cells were
subsequently stained with fluorescein isothiocyanate (FITC)-conjugated anti-CD3 (Dako, Glostrup,
Denmark), Pacific Blue-conjugated anti-CD8 monoclonal antibody (MAb; BD Biosciences), and 7-AAD (BD
Pharmingen) at 4°C for 30 min and analyzed with a FACS-Canto Il (BD Bioscience, CA). The frequency of
HLA-tetramer™ cells was measured after gating the CD3* CD8" population.

Generation of epitope-specific T-cell lines. PBMCs were stained with PE- or APC-conjugated tet-
ramers, FITC-conjugated anti-CD3 (Dako), Pacific Blue-conjugated anti-CD8 MAb (BD Biosciences), and 7-
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AAD (BD Pharmingen), after which CD3" CD8" 7-AAD" tetramer™ T cells were sorted in U-bottomed 96-
well microtiter plates (100 to 500 cells/well for T-cell lines) by using a FACS Aria (BD Biosciences). The
sorted cells were stimulated with corresponding epitope peptide and cultured as previously described
(47). For the RI8-specific bulk T cells, PBMCs were stimulated with specific RI8-6V or -6T peptide
(100 nM). After 2 to 3 weeks in culture, epitope-specific CD8™" T cells were used in functional assays after
their purity had been confirmed by flow cytometry analysis using tetramers.

Intracellular cytokine staining assay. 721.221 cells prepulsed with HIV-1 epitope peptide or
721.221 cells infected with HIV-1 virus were cocultured with T-cell clones or lines in a 96-well plate
for 2 h at 37°C. Brefeldin A (10 ug/ml) was then added, and the cells were incubated further for 4 h at
37°C. The cells were then fixed with 4% paraformaldehyde and incubated in permeabilization buffer
(0.1% saponin, 10% FBS, phosphate-buffered saline) and then were stained with APC-conjugated
anti-CD8 MAb (Dako), followed by FITC-conjugated anti-IFN-y MAb (BD Biosciences). The percentage
of IFN-yproducing cells among the CD8" T-cell population was determined by using the FACS-
Canto Il

HLA stabilization assay. The affinity of peptide binding to HLA-C*01:02 was examined by using
RMA-S-C*01:02 cells, as previously described (48, 49). Briefly, these RMA-S transfectant cells were cul-
tured at 26°C for 16 h, then pulsed with peptides at 26°C for 1 h, and subsequently incubated at 37°C for
3 h. Staining of the cell surface HLA molecules was performed by using HLA-C-specific MAb DT-9 (36)
and FITC-conjugated sheep anti-mouse IgG (Jackson ImmunoResearch). The fluorescence intensity was
measured with the FACS-Canto II.

HIV-1 replication suppression assay. The ability of epitope-specific CD8" T cells to suppress HIV-1
replication was measured as described previously (45, 50). CD4* T cells isolated from HLA-matched
healthy donor PBMCs were infected with HIV-1 virus and then cocultured with epitope-specific T cells at
E:T ratios of 1:1,0.1:1, and 0:1. On day 5 postinfection, the concentration of p24 antigen in the culture su-
pernatant was measured by using an enzyme-linked immunosorbent assay kit (HIV-1 p24 Ag ELISA kit;
ZeptoMetrix). The percentage of suppression was calculated as follows: [(concentration of p24 without
CTLs - concentration of p24 with CTLs)/concentration of p24 without CTLs] x 100.

Replication kinetics assay. The replication kinetics of the NL43-GagT280 and NL43-GagT280V
viruses were examined as previously described (51, 52). CD4" T cells isolated from HLA-matched healthy
donor PBMCs were cultured for 5 to 7 days in wells coated with anti-human CD3 MAb (clone OKT3).
After activated CD4" T cells (2 x 10°) had been exposed to NL43-GagT280 or NL43-GagT280V infectious
virus (500 blue cell-forming units in MAGIC-5 cells), the cells were cultured in 200 | of R10 containing
1% nonessential amino acid solution and 1% 100 mM sodium pyruvate (complete medium) plus 200
U/ml of rlL-2. For the subtype A/E clone viruses, 93JP-NH1-GagV280 and -GagV280T, the CD4™ T cells
(2 x 10°/well) were infected with 6 x 10° relative luminescence units (RLU) of either 93JP-NH1-GagV280T
or -GagV280 virus. The culture supernatant was collected from day 2 to day 8 postinfection, and the con-
centration of supernatant p24 antigen was measured by ELISA. The appropriate RLU were determined
by infecting a NP2/CD4 cell line expressing CXCR4 with the LTR-driven luciferase gene (44) at various
titers of virus, and then the RLU were measured by using a luciferase assay system (Promega).

Statistical analysis. The frequency of the mutation between HLA* and HLA™ individuals was statisti-
cally analyzed by using a Fisher exact test. Groups were compared by performing the unpaired t test or
two-tailed Mann-Whitney U tests. P values of <0.05 were considered significant.

ACKNOWLEDGMENTS

This study was supported by a Grant-in-Aid for AIDS Research (20wm0225015h0001)
from AMED, a JSPS KAKENHI Grant-in-Aid for Scientific Research B (grant 20H03726),
and a Joint Research Grant with the Institute of Tropical Medicine, Nagasaki University.

We thank Sachiko Sakai and Sachie Kawazoe for secretarial assistance.

Y.Z. performed experiments, analyzed data, and wrote the manuscript. H.M., T.C,,
T.A., and N.K. performed experiments. G.V.T., TV.N., H.G., K.V.N., and S.O. supplied
samples and clinical data from patients. M.T. designed the study, supervised all
experiments, and wrote the manuscript. All authors revised and edited the manuscript.

We have no financial conflicts of interest. The funders had no role in study design,
data collection and interpretation, or the decision to submit the work for publication.

REFERENCES

Journal of Virology

1. Phillips RE, Rowland-Jones S, Nixon DF, Gotch FM, Edwards JP, Ogunlesi infection demonstrated by rapid selection of CTL escape virus. Nat Med

AO, Elvin JG, Rothbard JA, Bangham CR, Rizza CR. 1991. Human immuno-
deficiency virus genetic variation that can escape cytotoxic T cell recogni-
tion. Nature 354:453-459. https://doi.org/10.1038/354453a0.

. Koup RA. 1994. Virus escape from CTL recognition. J Exp Med 180:779-782.
https://doi.org/10.1084/jem.180.3.779.

. Borrow P, Lewicki H, Wei X, Horwitz MS, Peffer N, Meyers H, Nelson JA,
Gairin JE, Hahn BH, Oldstone MB, Shaw GM. 1997. Antiviral pressure
exerted by HIV-1-specific cytotoxic T lymphocytes (CTLs) during primary

March 2021 Volume 95 Issue 6 e02061-20

3:205-211. https://doi.org/10.1038/nm0297-205.

. Goulder PJ, Phillips RE, Colbert RA, McAdam S, Ogg G, Nowak MA,

Giangrande P, Luzzi G, Morgan B, Edwards A, McMichael AJ, Rowland-
Jones S. 1997. Late escape from an immunodominant cytotoxic T-lym-
phocyte response associated with progression to AIDS. Nat Med
3:212-217. https://doi.org/10.1038/nm0297-212.

. Price DA, Goulder PJ, Klenerman P, Sewell AK, Easterbrook PJ, Troop M,

Bangham CR, Phillips RE. 1997. Positive selection of HIV-1 cytotoxic T

jviasm.org 16


https://doi.org/10.1038/354453a0
https://doi.org/10.1084/jem.180.3.779
https://doi.org/10.1038/nm0297-205
https://doi.org/10.1038/nm0297-212
https://jvi.asm.org

Elicitation of HLA-C*01:02-Restricted T Cells

20.

21.

March 2021

lymphocyte escape variants during primary infection. Proc Natl Acad Sci
U'S A 94:1890-1895. https://doi.org/10.1073/pnas.94.5.1890.

. Goulder PJR, Watkins DI. 2004. HIV and SIV CTL escape: implications

for vaccine design. Nat Rev Immunol 4:630-640. https://doi.org/10.1038/
nri1417.

. Stephens HAF. 2005. HIV-1 diversity versus HLA class | polymorphism.

Trends Immunol 26:41-47. https://doi.org/10.1016/j.it.2004.11.001.

. Avila-Rios S, Ormsby CE, Carlson JM, Valenzuela-Ponce H, Blanco-Heredia

J, Garrido-Rodriguez D, Garcia-Morales C, Heckerman D, Brumme ZL,
Mallal S, John M, Espinosa E, Reyes-Teran G. 2009. Unique features of
HLA-mediated HIV evolution in a Mexican cohort: a comparative study.
Retrovirology 6:72. https://doi.org/10.1186/1742-4690-6-72.

. Carlson JM, Le AQ, Shahid A, Brumme ZL. 2015. HIV-1 adaptation to

HLA: a window into virus-host immune interactions. Trends Microbiol
23:212-224. https://doi.org/10.1016/j.tim.2014.12.008.

. Brumme ZL, John M, Carlson JM, Brumme CJ, Chan D, Brockman MA,

Swenson LC, Tao |, Szeto S, Rosato P, Sela J, Kadie CM, Frahm N, Brander
C, Haas DW, Riddler SA, Haubrich R, Walker BD, Harrigan PR, Heckerman
D, Mallal S. 2009. HLA-associated immune escape pathways in HIV-1 sub-
type B Gag, Pol, and Nef proteins. PLoS One 4:e6687. https://doi.org/10
.1371/journal.pone.0006687.

. Huang K-HG, Goedhals D, Carlson JM, Brockman MA, Mishra S, Brumme

ZL, Hickling S, Tang CSW, Miura T, Seebregts C, Heckerman D, Ndung'u T,
Walker B, Klenerman P, Steyn D, Goulder P, Phillips R, van Vuuren C,
Frater J, Bloemfontein-Oxford Collaborative Group. 2011. Progression to
AIDS in South Africa is associated with both reverting and compensatory
viral mutations. PLoS One 6:19018. https://doi.org/10.1371/journal.pone
.0019018.

. Carlson JM, Listgarten J, Pfeifer N, Tan V, Kadie C, Walker BD, Ndung'u T,

Shapiro R, Frater J, Brumme ZL, Goulder PJR, Heckerman D. 2012. Wide-
spread impact of HLA restriction on immune control and escape path-
ways of HIV-1. J Virol 86:5230-5243. https://doi.org/10.1128/JVI.06728-11.

. Chikata T, Carlson JM, Tamura Y, Borghan MA, Naruto T, Hashimoto M,

Murakoshi H, Le AQ, Mallal S, John M, Gatanaga H, Oka S, Brumme ZL,
Takiguchi M. 2014. Host-specific adaptation of HIV-1 subtype B in the Jap-
anese population. J Virol 88:4764-4775. https://doi.org/10.1128/JVI
.00147-14.

. Van Tran G, Chikata T, Carlson JM, Murakoshi H, Nguyen DH, Tamura Y,

Akahoshi T, Kuse N, Sakai K, Sakai S, Cobarrubias K, Oka S, Brumme ZL,
Van Nguyen K, Takiguchi M. 2016. A strong association of human leuko-
cyte antigen-associated Pol and Gag mutations with clinical parameters
in HIV-1 subtype A/E infection. AIDS 30:681-689. https://doi.org/10.1097/
QAD.0000000000000969.

. Solberg OD, Mack SJ, Lancaster AK, Single RM, Tsai Y, Sanchez-Mazas A,

Thomson G. 2008. Balancing selection and heterogeneity across the
classical human leukocyte antigen loci: a meta-analytic review of 497
population studies. Hum Immunol 69:443-464. https://doi.org/10.1016/j
.humimm.2008.05.001.

. Kinloch NN, Lee GQ, Carlson JM, Jin SW, Brumme CJ, Byakwaga H,

Muzoora C, Bwana MB, Cobarrubias KD, Hunt PW, Martin JN, Carrington
M, Bangsberg DR, Harrigan PR, Brockman MA, Brumme ZL. 2018. Geno-
typic and mechanistic characterization of subtype-specific HIV adaptation
to host cellular immunity. J Virol 93:e01502-18. https://doi.org/10.1128/
JVI.01502-18.

. Costello C, Tang J, Rivers C, Karita E, Meizen-Derr J, Allen S, Kaslow RA.

1999. HLA-B*5703 independently associated with slower HIV-1 disease
progression in Rwandan women. AIDS 13:1990-1991. https://doi.org/10
.1097/00002030-199910010-00031.

. Migueles SA, Sabbaghian MS, Shupert WL, Bettinotti MP, Marincola FM,

Martino L, Hallahan CW, Selig SM, Schwartz D, Sullivan J, Connors M.
2000. HLA B*5701 is highly associated with restriction of virus replication
in a subgroup of HIV-infected long term nonprogressors. Proc Natl Acad
Sci U S A 97:2709-2714. https://doi.org/10.1073/pnas.050567397.

. O'Brien SJ, Gao X, Carrington M. 2001. HLA and AIDS: a cautionary tale.

Trends Mol Med 7:379-381. https://doi.org/10.1016/51471-4914(01)02131-1.
Fellay J, Shianna KV, Ge D, Colombo S, Ledergerber B, Weale M, Zhang K,
Gumbs C, Castagna A, Cossarizza A, Cozzi-Lepri A, De Luca A, Easterbrook
P, Francioli P, Mallal S, Martinez-Picado J, Miro JM, Obel N, Smith JP,
Wyniger J, Descombes P, Antonarakis SE, Letvin NL, McMichael AJ,
Haynes BF, Telenti A, Goldstein DB. 2007. A whole-genome association
study of major determinants for host control of HIV-1. Science 317:944-947.
https://doi.org/10.1126/science.1143767.

Naruto T, Gatanaga H, Nelson G, Sakai K, Carrington M, Oka S, Takiguchi
M. 2012. HLA class I-mediated control of HIV-1 in the Japanese

Volume 95 Issue6 €02061-20

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

Journal of Virology

population, in which the protective HLA-B*57 and HLA-B*27 alleles are
absent. J Virol 86:10870-10872. https://doi.org/10.1128/JV1.00689-12.
Kelleher AD, Long C, Holmes EC, Allen RL, Wilson J, Conlon C, Workman C,
Shaunak S, Olson K, Goulder P, Brander C, Ogg G, Sullivan JS, Dyer W,
Jones |, McMichael AJ, Rowland-Jones S, Phillips RE. 2001. Clustered
mutations in HIV-1 gag are consistently required for escape from HLA-
B27-restricted cytotoxic T lymphocyte responses. J Exp Med 193:375-386.
https://doi.org/10.1084/jem.193.3.375.

Leslie AJ, Pfafferott KJ, Chetty P, Draenert R, Addo MM, Feeney M, Tang Y,
Holmes EC, Allen T, Prado JG, Altfeld M, Brander C, Dixon C, Ramduth D,
Jeena P, Thomas SA, St John A, Roach TA, Kupfer B, Luzzi G, Edwards A,
Taylor G, Lyall H, Tudor-Williams G, Novelli V, Martinez-Picado J, Kiepiela
P, Walker BD, Goulder PJR. 2004. HIV evolution: CTL escape mutation
and reversion after transmission. Nat Med 10:282-289. https://doi.org/10
.1038/nm992.

Brockman MA, Schneidewind A, Lahaie M, Schmidt A, Miura T, Desouza |,
Ryvkin F, Derdeyn CA, Allen S, Hunter E, Mulenga J, Goepfert PA, Walker
BD, Allen TM. 2007. Escape and compensation from early HLA-B57-medi-
ated cytotoxic T-lymphocyte pressure on human immunodeficiency virus
type 1 Gag alter capsid interactions with cyclophilin A. J Virol 81:12608-
12618. https://doi.org/10.1128/JV1.01369-07.

Schneidewind A, Brockman MA, Yang R, Adam R, Li B, Le Gall S, Rinaldo
CR, Craggs SL, Allgaier RL, Power KA, Kuntzen T, Tung C-S, LaBute MX,
Mueller SM, Harrer T, McMichael AJ, Goulder PJR, Aiken C, Brander C,
Kelleher AD, Allen TM. 2007. Escape from the dominant HLA-B27-re-
stricted cytotoxic T-lymphocyte response in Gag is associated with a dra-
matic reduction in human immunodeficiency virus type 1 replication. J
Virol 81:12382-12393. https://doi.org/10.1128/JVI.01543-07.

Feeney ME, Tang Y, Roosevelt KA, Leslie AJ, McIntosh K, Karthas N, Walker
BD, Goulder PJR. 2004. Immune escape precedes breakthrough human
immunodeficiency virus type 1 viremia and broadening of the cytotoxic
T-lymphocyte response in an HLA-B27-positive long-term-nonprogress-
ing child. J Virol 78:8927-8930. https://doi.org/10.1128/JVI.78.16.8927
-8930.2004.

Crawford H, Lumm W, Leslie A, Schaefer M, Boeras D, Prado JG, Tang J,
Farmer P, Ndung'u T, Lakhi S, Gilmour J, Goepfert P, Walker BD, Kaslow R,
Mulenga J, Allen S, Goulder PJR, Hunter E. 2009. Evolution of HLA-B*5703
HIV-1 escape mutations in HLA-B*5703-positive individuals and their
transmission recipients. J Exp Med 206:909-921. https://doi.org/10.1084/
jem.20081984.

Ammaranond P, van Bockel DJ, Petoumenos K, McMurchie M, Finlayson R,
Middleton MG, Davenport MP, Venturi V, Suzuki K, Gelgor L, Kaldor JM,
Cooper DA, Kelleher AD. 2011. HIV immune escape at an immunodominant
epitope in HLA-B*27-positive individuals predicts viral load outcome. J
Immunol 186:479-488. https://doi.org/10.4049/jimmunol.0903227.
Murakoshi H, Kuse N, Akahoshi T, Zhang Y, Chikata T, Borghan MA,
Gatanaga H, Oka S, Sakai K, Takiguchi M. 2018. Broad recognition of circu-
lating HIV-1 by HIV-1-specific cytotoxic T-lymphocytes with strong ability
to suppress HIV-1 replication. J Virol 93:e01480-18. https://doi.org/10
.1128/JV1.01480-18.

Murakoshi H, Akahoshi T, Koyanagi M, Chikata T, Naruto T, Maruyama R,
Tamura Y, Ishizuka N, Gatanaga H, Oka S, Takiguchi M. 2015. Clinical con-
trol of HIV-1 by cytotoxic T cells specific for multiple conserved epitopes.
J Virol 89:5330-5339. https://doi.org/10.1128/JV1.00020-15.

Zhang Y, Kuse N, Akahoshi T, Chikata T, Gatanaga H, Oka S, Murakoshi H,
Takiguchi M. 2020. Role of escape mutant-specific T cells in suppression
of HIV-1 replication and co-evolution with HIV-1. J Virol 94:e01151-20.
https://doi.org/10.1128/JV1.01151-20.

Chikata T, Tran GV, Murakoshi H, Akahoshi T, Qi Y, Naranbhai V, Kuse N,
Tamura Y, Koyanagi M, Sakai S, Nguyen DH, Nguyen DT, Nguyen HT,
Nguyen TV, Oka S, Martin MP, Carrington M, Sakai K, Nguyen KV,
Takiguchi M. 2017. HLA class |-mediated HIV-1 control in Vietnamese
infected with HIV-1 subtype A/E. J Virol 92:e01749-17. https://doi.org/10
.1128/JV1.01749-17.

Tsai M-HC, Singh S, Adland E, Goulder P. 2020. Impact of HLA-B*52:01-
driven escape mutations on viral replicative capacity. J Virol 94:e02025-
19. https://doi.org/10.1128/JV1.02025-19.

Snary D, Barnstable CJ, Bodmer WF, Crumpton MJ. 1977. Molecular struc-
ture of human histocompatibility antigens: the HLA-C series. Eur J Immu-
nol 7:580-585. https://doi.org/10.1002/eji.1830070816.

Neefjes JJ, Ploegh HL. 1988. Allele and locus-specific differences in cell
surface expression and the association of HLA class | heavy chain with
beta 2-microglobulin: differential effects of inhibition of glycosylation on

jviasm.org 17


https://doi.org/10.1073/pnas.94.5.1890
https://doi.org/10.1038/nri1417
https://doi.org/10.1038/nri1417
https://doi.org/10.1016/j.it.2004.11.001
https://doi.org/10.1186/1742-4690-6-72
https://doi.org/10.1016/j.tim.2014.12.008
https://doi.org/10.1371/journal.pone.0006687
https://doi.org/10.1371/journal.pone.0006687
https://doi.org/10.1371/journal.pone.0019018
https://doi.org/10.1371/journal.pone.0019018
https://doi.org/10.1128/JVI.06728-11
https://doi.org/10.1128/JVI.00147-14
https://doi.org/10.1128/JVI.00147-14
https://doi.org/10.1097/QAD.0000000000000969
https://doi.org/10.1097/QAD.0000000000000969
https://doi.org/10.1016/j.humimm.2008.05.001
https://doi.org/10.1016/j.humimm.2008.05.001
https://doi.org/10.1128/JVI.01502-18
https://doi.org/10.1128/JVI.01502-18
https://doi.org/10.1097/00002030-199910010-00031
https://doi.org/10.1097/00002030-199910010-00031
https://doi.org/10.1073/pnas.050567397
https://doi.org/10.1016/S1471-4914(01)02131-1
https://doi.org/10.1126/science.1143767
https://doi.org/10.1128/JVI.00689-12
https://doi.org/10.1084/jem.193.3.375
https://doi.org/10.1038/nm992
https://doi.org/10.1038/nm992
https://doi.org/10.1128/JVI.01369-07
https://doi.org/10.1128/JVI.01543-07
https://doi.org/10.1128/JVI.78.16.8927-8930.2004
https://doi.org/10.1128/JVI.78.16.8927-8930.2004
https://doi.org/10.1084/jem.20081984
https://doi.org/10.1084/jem.20081984
https://doi.org/10.4049/jimmunol.0903227
https://doi.org/10.1128/JVI.01480-18
https://doi.org/10.1128/JVI.01480-18
https://doi.org/10.1128/JVI.00020-15
https://doi.org/10.1128/JVI.01151-20
https://doi.org/10.1128/JVI.01749-17
https://doi.org/10.1128/JVI.01749-17
https://doi.org/10.1128/JVI.02025-19
https://doi.org/10.1002/eji.1830070816
https://jvi.asm.org

Zhang et al.

36.

37.

38.

39.

40.

41.

42.

43.

March 2021

class | subunit association. Eur J Immunol 18:801-810. https://doi.org/10
.1002/€ji.1830180522.

Apps R, Meng Z, Del Prete GQ, Lifson JD, Zhou M, Carrington M. 2015.
Relative expression levels of the HLA class-I proteins in normal and HIV-
infected cells. J Immunol 194:3594-3600. https://doi.org/10.4049/jimmunol
.1403234.

Apps R, Qi Y, Carlson JM, Chen H, Gao X, Thomas R, Yuki Y, Del Prete GQ,
Goulder P, Brumme ZL, Brumme CJ, John M, Mallal S, Nelson G, Bosch R,
Heckerman D, Stein JL, Soderberg KA, Moody MA, Denny TN, Zeng X,
Fang J, Moffett A, Lifson JD, Goedert JJ, Buchbinder S, Kirk GD, Fellay J,
McLaren P, Deeks SG, Pereyra F, Walker B, Michael NL, Weintrob A,
Wolinsky S, Liao W, Carrington M. 2013. Influence of HLA-C expression
level on HIV control. Science 340:87-91. https://doi.org/10.1126/science
.1232685.

Ondondo B, Murakoshi H, Clutton G, Abdul-Jawad S, Wee EGT, Gatanaga
H, Oka S, McMichael AJ, Takiguchi M, Korber B, Hanke T. 2016. Novel con-
served-region T-cell mosaic vaccine with high global HIV-1 coverage is
recognized by protective responses in untreated infection. Mol Ther
24:832-842. https://doi.org/10.1038/mt.2016.3.

Murakoshi H, Zou C, Kuse N, Akahoshi T, Chikata T, Gatanaga H, Oka S,
Hanke T, Takiguchi M. 2018. CD8 T cells specific for conserved, cross-reac-
tive Gag epitopes with strong ability to suppress HIV-1 replication. Retro-
virology 15:46. https://doi.org/10.1186/512977-018-0429-y.

Zou C, Murakoshi H, Kuse N, Akahoshi T, Chikata T, Gatanaga H, Oka S,
Hanke T, Takiguchi M. 2019. Effective suppression of HIV-1 replication by
cytotoxic T lymphocytes specific for Pol epitopes in conserved mosaic
vaccine immunogens. J Virol 93:e02142-18. https://doi.org/10.1128/JVI
.02142-18.

Mohamed YS, Borthwick NJ, Moyo N, Murakoshi H, Akahoshi T, Siliquini F,
Hannoun Z, Crook A, Hayes P, Fast PE, Mutua G, Jaoko W, Silva-Arrieta S,
Llano A, Brander C, Takiguchi M, Hanke T. 2020. Specificity of CD8 T-cell
responses following vaccination with conserved regions of HIV-1 in Nai-
robi, Kenya. Vaccines 8:260. https://doi.org/10.3390/vaccines8020260.
Watanabe K, Murakoshi H, Tamura Y, Koyanagi M, Chikata T, Gatanaga H,
Oka S, Takiguchi M. 2013. Identification of cross-clade CTL epitopes in
HIV-1 clade A/E-infected individuals by using the clade B overlapping
peptides. Microbes Infect 15:874-886. https://doi.org/10.1016/j.micinf
.2013.08.002.

Yagita Y, Kuse N, Kuroki K, Gatanaga H, Carlson JM, Chikata T, Brumme ZL,
Murakoshi H, Akahoshi T, Pfeifer N, Mallal S, John M, Ose T, Matsubara H,
Kanda R, Fukunaga Y, Honda K, Kawashima Y, Ariumi Y, Oka S, Maenaka K,
Takiguchi M. 2013. Distinct HIV-1 escape patterns selected by cytotoxic T
cells with identical epitope specificity. J Virol 87:2253-2263. https://doi
.org/10.1128/JVI1.02572-12.

Volume 95 Issue6 €02061-20

44,

45,

46.

47.

48.

49.

50.

51.

52.

Journal of Virology

Maeda Y, Takemura T, Chikata T, Kuwata T, Terasawa H, Fujimoto R, Kuse
N, Akahoshi T, Murakoshi H, Tran GV, Zhang Y, Pham CH, Pham AHQ,
Monde K, Sawa T, Matsushita S, Nguyen TV, Nguyen KV, Hasebe F,
Yamashiro T, Takiguchi M. 2020. Existence of replication-competent
minor variants with different coreceptor usage in plasma from HIV-1-
infected individuals. J Virol 94:e00193-20. https://doi.org/10.1128/JVI
.00193-20.

Fujiwara M, Tanuma J, Koizumi H, Kawashima Y, Honda K, Mastuoka-
Aizawa S, Dohki S, Oka S, Takiguchi M. 2008. Different abilities of escape
mutant-specific cytotoxic T cells to suppress replication of escape mutant
and wild-type human immunodeficiency virus type 1 in new hosts. J Virol
82:138-147. https://doi.org/10.1128/JVI.01452-07.

Altman JD, Moss PA, Goulder PJ, Barouch DH, McHeyzer-Williams MG, Bell
JI, McMichael AJ, Davis MM. 1996. Phenotypic analysis of antigen-specific
T lymphocytes. Science 274:94-96. https://doi.org/10.1126/science.274
.5284.94.

Kuse N, Sun X, Akahoshi T, Lissina A, Yamamoto T, Appay V, Takiguchi M.
2019. Priming of HIV-1-specific CD8 T cells with strong functional proper-
ties from naive T cells. EBioMedicine 42:109-119. https://doi.org/10.1016/
j.ebiom.2019.03.078.

Schénbach C, Ibe M, Shiga H, Takamiya Y, Miwa K, Nokihara K, Takiguchi
M. 1995. Fine tuning of peptide binding to HLA-B*3501 molecules by
nonanchor residues. J Immunol 154:5951-5958.

Takamiya Y, Schénbach C, Nokihara K, Yamaguchi M, Ferrone S, Kano K,
Egawa K, Takiguchi M. 1994. HLA-B*3501-peptide interactions: role of
anchor residues of peptides in their binding to HLA-B*3501 molecules. Int
Immunol 6:255-261. https://doi.org/10.1093/intimm/6.2.255.

Tomiyama H, Akari H, Adachi A, Takiguchi M. 2002. Different effects of
Nef-mediated HLA class | downregulation on human immunodeficiency
virus type 1-specific CD8" T-cell cytolytic activity and cytokine produc-
tion. J Virol 76:7535-7543. https://doi.org/10.1128/jvi.76.15.7535-7543
.2002.

Gatanaga H, Hachiya A, Kimura S, Oka S. 2006. Mutations other than 103N
in human immunodeficiency virus type 1 reverse transcriptase (RT)
emerge from K103R polymorphism under non-nucleoside RT inhibitor
pressure. Virology 344:354-362. https://doi.org/10.1016/j.virol.2005.09
.005.

Akahoshi T, Chikata T, Tamura Y, Gatanaga H, Oka S, Takiguchi M. 2012.
Selection and accumulation of an HIV-1 escape mutant by three types of
HIV-1-specific cytotoxic T lymphocytes recognizing wild-type and/or
escape mutant epitopes. J Virol 86:1971-1981. https://doi.org/10.1128/
JVI.06470-11.

jviasm.org 18


https://doi.org/10.1002/eji.1830180522
https://doi.org/10.1002/eji.1830180522
https://doi.org/10.4049/jimmunol.1403234
https://doi.org/10.4049/jimmunol.1403234
https://doi.org/10.1126/science.1232685
https://doi.org/10.1126/science.1232685
https://doi.org/10.1038/mt.2016.3
https://doi.org/10.1186/s12977-018-0429-y
https://doi.org/10.1128/JVI.02142-18
https://doi.org/10.1128/JVI.02142-18
https://doi.org/10.3390/vaccines8020260
https://doi.org/10.1016/j.micinf.2013.08.002
https://doi.org/10.1016/j.micinf.2013.08.002
https://doi.org/10.1128/JVI.02572-12
https://doi.org/10.1128/JVI.02572-12
https://doi.org/10.1128/JVI.00193-20
https://doi.org/10.1128/JVI.00193-20
https://doi.org/10.1128/JVI.01452-07
https://doi.org/10.1126/science.274.5284.94
https://doi.org/10.1126/science.274.5284.94
https://doi.org/10.1016/j.ebiom.2019.03.078
https://doi.org/10.1016/j.ebiom.2019.03.078
https://doi.org/10.1093/intimm/6.2.255
https://doi.org/10.1128/jvi.76.15.7535-7543.2002
https://doi.org/10.1128/jvi.76.15.7535-7543.2002
https://doi.org/10.1016/j.virol.2005.09.005
https://doi.org/10.1016/j.virol.2005.09.005
https://doi.org/10.1128/JVI.06470-11
https://doi.org/10.1128/JVI.06470-11
https://jvi.asm.org

	RESULTS
	Selection of GagV280T mutant virus by YI9-4V-specific CD8+ T cells in HLA-C*01:02+ Vietnamese individuals infected with HIV-1 subtype A/E.
	Recognition of consensus-type and GagV280T mutant viruses by YI9-4T-specific, YI9-4V-specific, and cross-reactive T cells.
	Elicitation of YI9-4V/4T-specific T cells in subtype A/E virus-infected HLA-C*01:02+ Vietnamese individuals.
	Elicitation of YI9-specific T cells in HIV-1 subtype B virus-infected HLA-01:02+ Japanese individuals.
	Elicitation of RI8-specific T cells in HIV-1 subtype A/E-infected HLA-B*52:01+ Vietnamese individuals.
	Viral-replication capacity of HIV-1 subtype A/E and B viruses having T/V mutation at Gag280.
	Contribution of YI9-4V-specific or YI9-4T-specific CD8+ T cells to clinical outcome in the subtype A/E infection.

	DISCUSSION
	MATERIALS AND METHODS
	Subjects.
	Cell lines.
	HIV-1 mutant clones.
	Identification of HIV-1 subtype and YI9 epitope sequence.
	IFN-γ ELISPOT assay.
	Tetramer staining.
	Generation of epitope-specific T-cell lines.
	Intracellular cytokine staining assay.
	HLA stabilization assay.
	HIV-1 replication suppression assay.
	Replication kinetics assay.
	Statistical analysis.

	ACKNOWLEDGMENTS
	REFERENCES

