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Abstract

To monitor active HIV-1 transmission in Nagoya, Japan, we have been determining the subtypes of HIV-1
infecting therapy-naive individuals who have newly visited the Nagoya Medical Center since 1997. The sub-
types were determined by phylogenetic analyses using the base sequences in three regions of the HIV-1 genes
including gag p17, pol protease (PR) and reverse transcriptase (RT), and env C2V3. Almost all HIV-1 subtypes from
1997 to 2007 and 93% of all HIV-1 isolates in 2007 were subtype B. HIV-1 subtypes A, C, D, and F have been
detected sporadically since 1997, almost all in Africans and South Americans. The first detected circulating
recombinant form (CRF) was CRFO1_AE (ll-year average annual detection rate, 7.7%). Only two cases of
CRF02_AG were detected in 2006. A unique recombinant form (URF) was first detected in 1998 and the total
number of URFs reached 25 by year 2007 (average annual detection rate, 4.7%). Eleven of these 25 were detected
from 2000 to 2005 and had subtypes AE/B/AE as determined by base sequencing of the gag p17, pol PR and RT,
and env C2V3 genes (average annual detection rate, 3.7%). Unique subtype B has been detected in six cases since
2006. All 17 of these patients were Japanese. Other recombinant HIV-1s have been detected intermittently in
eight cases since 1998. During the 11-year surveillance, most HIV-1s in Nagoya, Japan were of subtype B. We
expect that subtype B HIV-1 will continue to predominate for the next several years. Active recombination
between subtype B and CRFO1_AE HIV-1 and its transmission were also shown.

Introduction nant viruses. The prevalent HIV-1 subtypes in China, Japan's
largest neighbor, are circulating B/C recombinant forms,
THE TOTAL NUMBER OF HIV-1-INFECTED INDIVIDUALS and  CRF07_BC, and CRF08_BC, accounting for 50% of the HIV-
the prevalence of HIV-1 in Japan were 13,842 and 0.01%, infected population, and subtype B HIV-1 accounting for
respectively, at the end of 2007, which is far less than the 32%.° In contrast, the most prevalent HIV-1 strains in Japan
number and prevalence in other Asian countries."™ However, are subtype B (83.1%) and CRFO1_AE (12.4%) according to the
the number of newly infected patients per year was still in- nationwide surveillance.'” Tt is clear that the distribution of
creasing in Japan in 2007, when it reached 1448. One-hundred ~ HIV-1 strains is very different in Japan than in the rest of the
and twenty-five (8.6%) new patients were identified in Aichi ~world. However, as subtypes were determined from the base
prefecture in the same year. The total number of HIV- sequence of the pol protease (PR) and reverse transcriptase (RT)
l-infected individuals and the prevalence of HIV in Aichi genes, we could not identify recombinant HIV-1 subtypes.
prefecture in 2007 were 725 and 0.01%, respectively. The To study the trend of HIV-1 subtypes and the emergence of
number of newly infected individuals is expected to increase  recombinant HIV-1 subtypes in Nagoya, Japan, we selected
further. Therefore, the rapid increase in the number of HIV-  the gag p17, env C2V3, and PR to RT gene. We determined the
l-infected individuals and changes in HIV-1 subtype popu-  base sequences of these genes from 2003; the subtypes of HIV-
lations are matters of great concern. 1 samples from 1997 to 2002 were retrospectively determined
The most prevalent HIV-1 subtype in the world is sub- by the same method. Finally, this study aimed to clarify the
type C (50%) followed by A (12%), B (10%), G (6%), and D genetic changes in HIV-1 subtypes by monitoring the se-
(3%).”® In addition, there are circulating recombinant forms —quences of HIV-1 subtypes that infected therapy-naive pa-
(CRFs), such as CRFO1_AE, CRF02_AG, and other recombi- tients between 1997 and 2007.

Clinical Research Center, National Hospital Organization Nagoya Medical Center (Tokai Area Central Hospital for AIDS Treatment and
Research), Nagoya, Aichi 460-0001, Japan.
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= Materials and Methods
5 § % @ L0 2 é o Patients
s |l ng o) < —t
% :‘g o ;j “ 8‘ & L:" ci“é o We enrolled 534 therapy-naive HIV-l-infected patients
g i who initially attended our HIV-1 clinic at Nagoya Medical
o Center in Nagoya, Japan, between June 1997 and December
2007 and gave their written, informed consent to participate in
= our study. Our research protocol was approved by the ethical
E,% . ~ 5 b X committee in our hospital. The samples of this study were the
g‘ «~ g\; 5 I % OO? r;:p PR same ones used for drug resistance testing, which was con-
& e S 5 E2 ducted in almost all therapy-naive individuals at their initial
© ;f visit. The data, including age, nationality, sexual orientation,
< number of CD4-positive T cells, and viral load, were obtained
< from medical records.
i“:]' S s . § = OE . Patient coverage by Nagoya Medical Center
£ § & g ¥ ;1 q5 X SR Nagoya Medical Center is located in Nagoya City, the
% 5 ¢ capital of Aichi prefecture, and is the central hospital for AIDS
P N treatment and research in the Tokai area (which includes the
% Aichi, Mie, Gifu, and Shizuoka prefectures).
@ k=)
= Ll
2 o v Ampilification of HIV-1 DNA fragments
Z T L8 o] = ? and determinations of DNA sequences
o ooeR L 8 X + oo
; e o S 9; HIV-1 RNA was extracted from plasma samples using a
T = QlAamp viral RNA Mini Kit (QIAGEN, Tokyo, Japan). The
g DNA fragments were amplified by reverse transcription-
32 —_ N nested polymerase chain reaction (RT-nested PCR) using the
4 N o ‘5 X —~oo Superscript one-step RT-PCR system (Invitrogen, Tokyo,
S e a Japan) and LA Taq polymerase (Takara, Shiga, Japan). The
é primers used for DNA amplification were as follows. The gag
= = fragment containing the region between gag p17 and p24
& . v L (codons 1-147 encoding gag-pol polyprotein) was amplified by
2 ul=E 2% 32 3T eow RT-PCR with the primer set of 172A (5'-ATC TCT AGC AGT
= ol & Yl e% GGC GCCCGA ACAG-3")and 173B (5'-CTG ATA ATGCTG
5 * x AAA ACA TGG GTA T-3).1! 174A (5'-CTC TCG ACG CAG
E @ GAC TCG GCT TGC T-3') and 175B(5'-CCC ATG CAT TCA
& N AAG TTC TAG GTG A-3') were used for nested PCR. The pol
A =2 fragments containing the regions encoding gag-pol polyprotein
g = - w 5 :f) (codons 425-500), PR (codons 1-99), and RT (codons 1-349)
g @ § ¥ oy R % ;o‘._" 948 were amplified by RT-PCR with primers of K1 (5-AAG GGC
3 g R YL a2t 77 TGT TGG AAA TGT GG-3') and U13 (5-CCC ACT CAG
i Z . GAA TCC AGG T-3')."* K4 (5-GAA AGG AAG GAC ACC
2 — 3 AAATGA-3)Yand U12 (5-CTC ATTCTTGCATATTTITCCT
7 © % GTT-3') were used for nested PCR. The env fragment con-
a C;’ S taining the region encoding env C2V3 (codons 249-375) was
S o 8 5 F% amplified by RT-PCR with primers of 106A (5-CAT ACA
< 2% 7 z =] 3. x oo |g TTA TTG TGC CCC GGC TGG-3') and 17B (5-AGA AAA
S g8 == & ATT CCC CTC TAC AAT TAA-3).! 14A (5-AAT GTC AGC
i; < TCA GTA CAA TGC ACA C-3') and 10B (5'-ATT TCT GGG
b J TCC CCT CCT GAG G-3') were used for nested PCR. These
5 S‘é are in-house primers capable of amplifying the target genes of
- b g different HIV-1 subtypes. The gag, pol, and env gene frag-
= | - LR o § 22 e g ments were not amplified in RT-nested PCR using the above-
S8 Sl 8T X 8T g mentioned primers in four, five, and nine cases, respectively.
S CEST k= In such cases, different primer sets were used (not shown).
;8 8 S g Thus, amplified cDNAs were successfully obtained in all
Py g & cases.
Tn ¥ 8g - Y % Z‘ An HIV-1 DNA control, in which reverse transcriptase was
25 § %o =5 goé‘ g gog R | U omitted in the RT-PCR, was run in parallel with RT-PCR to
ERpgsSgastE IS E %5 < control for the absence of genomic DNA. The PCR prod-
AR @] > U ucts were purified using the QIAGEN Gel Extraction Kit
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(QIAGEN). A labeling reaction for DNA sequencing was
performed using the same primers used for the PCR reactions
as well as the BigDye terminator v1.1 cycle sequencing kit
(Applied Biosystems, Tokyo, Japan), and then labeled DNA
fragments were purified on a AutoSeq G-50 column (GE
Healthcare, Tokyo, Japan). The samples were analyzed by
direct sequencing and electropherograms were obtained
using an ABI PRISM 310 Genetic Analyzer (Applied Biosys-
tems). DNA sequences were analyzed using Sequencing
Analysis V3.7 (Applied Biosystems) and SeqScape V2.5
(Applied Biosystems).

Subtype determination

Sequences were analyzed and grouped into subtypes by
phylogenetic tree construction. Phylogenetic analysis using
nucleotide sequences of gag fragments from 534 therapy-
naive patients was performed using the 62 reference HIV-1
sequences derived from the Los Alamos National Laboratory
database.”® The 62 sequences represent all subtypes of the
major groups and 18 CRFs. Independent analysis was done
using both pol fragments and env fragments. Sequences

were aligned using CLUSTAL W software in MEGA software
version 3.1. Evolutionary distances were calculated using
the same software. Phylogenetic trees were constructed by
the neighbor-joining method based on distances calculated
with Kimura’s two-parameter algorithm. The reliabilities of
the branching patterns were tested by bootstrap analysis with
1000 replicates.

Results
HIV-1 subtypes in the last 11 years in Nagoya

Subtype B was the most prevalent subtype, identified in
440 out of 534 patients (82.4%, Table 1 and Fig. 1). The largest
number, 388, was found in Japanese and the next largest, 45,
in South Americans (Table 2). Of the total number, 319 were
identified in Japanese men who have sex with men (MSM)
and 14 in South American MSM. Of note, the 72.5% infected
with subtype B HIV-1 were Japanese MSM. Infection with
subtypes A, C, D, and F was detected in 10 individuals (seven
Africans, one East European, and two Japanese), 11 individ-
uals (two Africans, two South Americans, two Southwest
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FIG. 1. Subtypes of HIV-1 found in therapy-naive infected patients in Nagoya Medical Center from 1997 to 2007 (upper
panel). The numbers of patients (bars) and their proportions (%, in parentheses) are shown. The numbers of patients and their
nationalities (indicated by a color: Japan, red; East Asia, green; Southwest Asia, blue; South America, orange; North America,
pink; Eastern Europe, black; Africa, uncolored) are given in the lower panel.
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TABLE 2. NATIONALITIES AND SEXUAL ORIENTATIONS OF THERAPY-NAIVE HIV-1-INFECTED PATIENTS BY SUBTYPES®

Other
Total A B C D F CRF01_AE CRF02_AG recombinants
Nationalities
Japan 439 (420, 340) 2 (0, 0y 388 (381,319) 5(1,1) O 0 23 (20, 2) 2 (0, 0) 19 (18, 18)
East Asia 64,4 0 44, 4) 0 0 0 1 (0, 0) 0 1(0, 0)
Southwest Asia 18 (9, 0) 0 1(0, 0) 2(1,0) © 0 15 (8, 0) 0 0
East Europe 2 (0, 0) 10,0 0 0 0 0 0 0 1 (0, 0)
North America 2(2,2) 0 2(2,2) 0 0 0 0 0 0
South America 55 (36, 15) 0 45 (31, 14) 2(1,0) 0 41,00 2,0 0 22,1
Africa 12 (9, 0) 7 (5,0) 0 21,00 1(,0 © 0 0 22,0

The left and right numbers in parentheses are the numbers of males and MSMs, respectively.

Asians, and five Japanese), one African, and four South
Americans, respectively. In foreigners, this distribution of
HIV-1 subtypes represents the distribution of subtypes com-
monly found in the immigrants’ region of origin."*** How-
ever, subtypes A and C were detected mostly in Japanese
females who seemed to have acquired the infection from
foreign partners in Japan.

As for circulating recombinant forms (CRFs), CRFO1_AE
was detected in 41 individuals (7.7%), including 23 Japanese
(18 non-MSM, two MSM, and three females) and 18 foreigners
(nine non-MSM and nine females). Considering that only four
individuals (two Japanese males, one Japanese female, and

one South Asian female) were intravenous drug users,
CRFO01_AE has mainly spread through heterosexual contact in
Nagoya. CRF02_AG was detected in two individuals (0.4%)
in 2006 (Fig. 2).

Among other recombinant forms, the most frequent was
AE/B/AE, found in 11 Japanese MSM. A unique subtype B
HIV-1 strain that possessed subtype D fragments in the gag
and env regions was also detected in six Japanese MSM. As for
other recombinants, A/D/A, D/D/A, and AE/B/B were each
identified in two individuals and A/B/A and B/B/F were
each identified in one. Thirteen intravenous drug users (2.4%)
were included: two male Japanese with subtype B, one female
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FIG. 2. Recombinant HIV-1s detected in therapy-naive patients in Nagoya Medical Center (upper panel). The bars indicate
the number of recombinant HIV-1s detected from 1997 to 2007. The number of patients and their nationalities (indicated by
], Japan; EA, East Asia; SAs, Southwest Asia; SAm, South America; A, Africa; NA, North America; EE, Eastern Europe) are

shown in the lower panel.
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Japanese with CRFO1_AE, four MSM with a unique subtype
B, two male South Americans with subtype B, and two male
and one female Southwest Asians with CRFO1_AE.

The change of HIV-1 detection rates

The rate of subtype B detection, the most frequently de-
tected HIV-1 subtype in the Nagoya Medical Center, in-
creased to 93% in 2007 (Fig. 1). During this period, the
absolute number of individuals with subtype B HIV-1 also
increased. On the other hand, the number of individuals in-
fected with non-B HIV-1 strains fluctuated between 7 and 15
after the year 2000. Major subtypes A, C, D, and F were spo-
radically detected (only two or three cases per year since
2004). The most frequently detected circulating recombinant
HIV-1 was CRF01_AE, which was detected every year from
1997 to the present, except for 1999 (Fig. 2). About half of these

infections were in Japanese and the other half were in
Southwest Asians. No increase in the number of infections by
this virus has been observed. The increase in the number of
HIV-1-infected cases, especially of subtype B, during the past
11 years reflected the scaling up of clinical services as well as
the increase in HIV-1 transmission.

Active recombination between subtype B
and CRFO1_AE HIV-1

The A/D/A recombinant was first detected in 1998 (Fig. 2),
and unique recombinant forms (URFs) have been detected in
all years except 1999. The AE/B/AE recombinant, the most
frequently detected URF, had been detected between 2000
and 2005, and the accumulated number of cases with this
virus was 11. A unique subtype B HIV-1 was detected in
five patients and one patient in 2006 and 2007, respectively.

B: Pol PR to RT

.
A: Gag pl7
= "
2 Y 4
EELEN /
Vosaos I8
LIRS
Ft b N
<] REAT N
J Al
< e
e 5
S £ \ X
N < 1 p
AN & \ -,
A A2 .
y Nk ' :
8 1 N,T%‘“ i e
1 es] ¢ =
H ! o & | -
i a BN z,
’ ik ’
+ ’, e £
Lt 25| >
c _——— 82 '
NN g AN
e
AY PAAN
gegblis \\V N b
I/»s “glabeal 14

B

%

’

0.02

FIG. 3. Phylogenetic tree analyses of 11 recombinant AE/B/AE HIV-1s. Trees were constructed using nucleotide base
sequences of gag p17 (A), pol PR to RT (B), and env C2V3 (C) gene regions. The base sequences of the gag p17 and env C2V3
genes of 41 CRFO1_AE HIV-1s and those of the pol PR to RT gene of 440 subtype B HIV-1s in this study (Table 1) as well as 39
reference sequences obtained from the Los Alamos database were used for these analyses. Clustered AE /B/AE recombinant
HIV-1s indicated by red, blue, and green circles are framed. Red circles represent HIV-1s that form a cluster in all trees. Green
circles represent HIV-1s that form a cluster only in trees with gag and env genes. Blue circles represent HIV-1s that form a
cluster only in trees with gag and pol genes. Candidate HIV-1s with subtype B or CRFO1_AE accounting for AE/B/AE
recombinant formation are depicted by open triangles (B) and open circles (A and C), respectively.
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The detection of one A/D/A, one D/D/A, two AE/B/B, one
A/B/A, and one B/B/F was sporadic from 2001 to 2004.
The A/D/A, D/D/A, AE/B/B, A/B/A, B/B/F, and unique B
recombinants may have been brought from foreign countries
because no candidate sequences indicating the origin of A, D,
F, and CRF0O1_AE have been found. Of course, patients in-
fected with these recombinant viruses may have been part-
ners in a sexual network with less access to medical care. Nine
viruses of the AE/B/AE recombinant form (represented with
red circles in Fig. 3) were clustered in three separate phylo-
genetic analyses of the gag p17, env C2V3, and pol PR to RT
genes, indicating that they were closely related. In addition,
CRFO01_AE of patient 115 was positioned in the same cluster of
gag and env sequences mentioned above, and subtype B of
patient 135 in the same cluster of pol sequence, suggesting this
AE/B/AE recombinant form may be originated from these
two viruses.

Discussion

In this study, the emergence and transmission of recombi-
nant HIV-1s were analyzed in detail by determining base
sequences of major segments of three genes: gag p17, pol PR to
RT, and env C2V3. The subtypes of HIV-1 strains prevalent in
the Nagoya Medical Center for the past 11 years were B
(82.4%), CRFOI_AE (7.7%), C (2.1%), A (1.9%), F (0.7%),
CRF02_AG (0.4%), D (0.2%), and other recombinant forms
(4.7%). This result was similar to the result of a nationwide
study (using only the pol PR to RT gene region to determine
subtypesw), which found that only 5% of the total cases were
due to recombinant forms. Worldwide, subtype C is the most
prevalent HIV-1 subtype (50% of all cases).®” This means the
situation in Nagoya, Japan is quite different from that in other
parts of the world, especially from that in Africa.

The recombinant HIV-1s, in addition to CRFO1_AE and
CRF02_AG, include 11 AE/B/AE, six unique subtype B re-
combinants possessing short D fragments in gag and env
genes, two A/D/A, two D/D/A, two AE/B/B, one A/B/A,
and one B/B/F. Among these seven, all except AE/B/AE
appear to be immigrant types. Only the AE/B/AE type seems
to be a newly emerged recombinant in our area. As subtype B
was the predominant HIV-1 subtype and CRFO1_AE was the
second-most prevalent HIV-1 recombinant in Nagoya, we
have speculated that a novel recombinant HIV-1 between
subtype B and CRF01_AE will emerge in this area. The
methodology for subtype determination using the base se-
quences of gag p17, pol PR to RT, and env C2V 3 genes is useful
at the moment; however, to clarify the gene structure of these
recombinant viruses, analysis of the full sequence and then
computational analyses are required. Use of this approach
revealed that the gene structure of AE/B/AE type recombi-
nants found in this study is novel and differs from that of
CRF15_01B, CRF33_01B, and CRF34_01B (i.e., CRFs resulting
from recombination between subtype B and CRF01_AE HIV-
1 found in Malaysia and Thailand).*'* The finding of two
viruses with genes for both subtype B and CRF01_AE, which
are the candidate origins of this AE/B/AE recombinant,
supported our hypothesis of emerging recombinants. The
number of HIV-1-infected individuals as well as the frequency
of drug-resistant HIV-1 in therapy-naive individuals have
increased, strongly implying that this increasing tendency
will continue in Nagoya, ]apan.24’25 We will pursue this kind
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of surveillance to obtain information needed for suppressing
the spread of HIV-1 infection.

Sequence Data

The base sequences of HIV-1 subtypes are registered in the
DNA databank of Japan (DDBJ ) as AB442228-AB443428 and
AB356098-AB356499.
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Abstract

We analyzed a total of 12 near full-length genomes of drug-resistant HIV-1 spreading among therapy-naive in-
dividuals in Nagoya, Japan. Genomes comprised seven protease inhibitor (PI)-resistant viruses possessing an
M46l (1 = 6) or LOOM mutation (7 = 1) and five non—nucleoside reverse transcriptase inhibitor-resistant viruses
possessing a K103N mutation. All 12 viruses conserved both an H87Q mutation in the cyclophilin A-binding
site of Gag p24 (capsid) and a T23N mutation in the cysteine-rich domain of Tat protein. Pl-resistant viruses
commonly possessed two cleavage site mutations in the p6F°!/protease of Pol polyprotein (FA8L in p6°!) and
the anchor/core domains of Nef protein (L57V). These amino acid mutations represent candidates for enhanc-
ing replication activity of drug-resistant viruses and supporting expansion of such viruses in therapy-naive in-

dividuals.

TRANSMISSION OF DRUG-RESISTANT HIV-1 in therapy-naive
individuals represents a serious problem in therapy, as
such variants hinder antiretroviral therapy from the start.!?
Drug-resistant viruses were detected in 27 of 402 therapy-
naive patients (6.7%) in Nagoya, Japan, between 1999 and
2006.° Importantly, phylogenetic analysis has revealed that
two main independent drug-resistant strains have been
spreading in this area. One is a protease inhibitor (PI)-resis-
tant strain possessing an M46I or L90M mutation in the pro-
tease. This strain started spreading in 2000 and was found
in a total of 13 therapy-naive patients. The other is a non—nu-
cleoside reverse transcriptase inhibitor (NNRTI)-resistant
strain possessing a K103N mutation in the reverse tran-
scriptase. This strain started spreading in 2003 and was
found in a total of five therapy-naive patients.? Importantly,
both strains are still growing. We recently started studying
why or how these drug-resistant strains can spread in ther-
apy-naive individuals while maintaining drug-resistant
amino acid mutations that generally confer replicative dis-
advantages. This study analyzed near full-length genomic
sequences of drug-resistant viruses to identify clues to bet-
ter understanding these epidemics.

Subjects comprised a total of 12 therapy-naive patients.
Among these, seven patients were identified with Pl-resis-
tant HIV-1 possessing an M46] mutation (1 = 6) or L90M
mutation (# = 1). The remaining five patients displayed
NNRTT-resistant HIV-1 possessing a K103N mutation by
routine genotypic drug-resistance testing from 2000 to 2006.3
Genomic sequencing of HIV-1 was performed using plasma
samples obtained at the first medical examination. HIV-1
RNA was purified from a plasma sample using a QlAamp
viral RNA mini kit (QIAGEN, Tokyo, Japan). A single DNA
fragment containing gag to nef genes was reverse transcribed
and amplified by reverse transcription (RT)-nested poly-
merase chain reaction (PCR) using the Superscript III one-
step RT-PCR system with platinum Taq high-fidelity kit (In-
vitrogen, Tokyo, Japan) and LA Taq polymerase (Takara,
Shiga, Japan). Sense and antisense primers for RT-PCR were
INF-13 and LTR-E, respectively. Sense and antisense primers
for nested PCR were INF-12 and LTR-D, respectively. INF-
19 or INF-11 primers were sometimes used instead of INF-
13, and INF-20 or INF-10 primers were sometimes used in-
stead of INF-12. Nucleotide sequences of primers were as
follows: INF-13, 5'-GGT GAG TAC GCC ATT TAT TTG ACT
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FIG. 1. Phylogenetic analysis of drug-resistant HIV-1. A phylogenetic tree was constructed using the neighbor-joining
method with near full-length genomic sequences. Bootstrap values were calculated by 1,000 analyses and values greater
than 70% were shown at the nodes of the tree. Scale bar represents nucleotide substitutions per site. Group O_MVP5180
was used as the outgroup. Pl-resistant viruses possessing an M46l or L90M mutation are shown with closed or open tri-
angles, respectively. NNRTI-resistant viruses possessing a K103N mutation are shown with closed squares. P, protease in-
hibitor; NNRTI, non-nucleoside reverse transcriptase inhibitor.
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GENOMIC ANALYSIS OF DRUG-RESISTANT HIV-1 SPREAD

AG-3'; LTR-E, 5'-CTT ATA TGC AGC TTC TGA GGG C-3';
INF-12, 5'-ATT TAT TTG GCG CGC GGA GGC TAG AA-
3’; LTR-D, 5'-GCA TCA TTA ATT AAC CCT GGA AAG
TCC CCA GCG GAA-3'; INF-19, 5'-GGT GAG TAC GCC
AAA AAA CTT TTG ACT AG-3'; INF-20, 5'-AAA CTT TTG
GCG CGC GGA GGC TAG AA-3"; INF-11, 5'-TCT CTC GAC
GCA GGA CTC GGC TTG-3'; INF-10, 5'-GCT GAA GCG

1123

CGC ACA GCA AGA GGC GAG-3'. The RT-PCR program
consisted of one cycle of RT reaction (60 min at 50°C), 1 cy-
cle of pre-PCR (2 min at 94°C), and 40 cycles of PCR (15 s at
94°C, 30 s at 50°C, and 10 min at 68°C). The nested PCR pro-
gram consisted of one cycle of pre-PCR (2 min at 94°C) and
40 cycles of PCR (15 s at 94°C, 30 s at 50°C, and 10 min at
70°C). A labeling reaction for DNA sequencing was per-
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FIG. 2. Candidates for amino acid mutations that possibly enhance the replication activity of drug-resistant HIV-1. Pro-
tease inhibitor-resistant HIV-1 commonly possessed an F48L mutation in the carboxyl terminus of p6F (A) and an L57V
mutation in the carboxyl terminus of Nef anchor domain (B). All drug-resistant viruses displayed conservation of an H87Q)
mutation in the cyclophilin A-binding domain (Pro85 to Pro93) of Gag p24 (capsid) (C). All drug-resistant viruses also con-
served a T23N mutation in the cysteine-rich domain (Cys22 to Cys37) of Tat protein (D). Candidate mutations are shown
in bold. Cleavage points are represented as triangles in A and B. Mixed-type amino acids are represented as follows: X,
D/A; X5, R/C; and X3, V/1. Amino acid sequences of NL4-3 and HXB2 were used as references. AA#, amino acid number.
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formed using the BigDye terminator cycle sequencing kit
(Applied Biosystems, Tokyo, Japan), and DNA sequences
were determined using an ABI PRISM 310 Genetic Analyzer
(Applied Biosystems). In phylogenetic analyses, multiple se-
quence alignment was performed using CLUSTAL W, and
genetic distances were calculated based on the Kimura two-
parameter model using MEGA software version 3.1.4 Phy-
logenetic trees were constructed using the neighbor-joining
method with 1,000 bootstrap analyses. Genomic sequences
of reference HIV-1 strains were obtained from the HIV se-
quence database in the Los Alamos National Laboratory.”
Recombinant formation was checked using the Recombinant
Identification Program version 3.0 in the HIV sequence data-
base.

A total of 12 near full-length genomic sequences of drug-
resistant HIV-1 were successfully obtained from therapy-
naive patients. Seven Pl-resistant viruses and five NNRTI-
resistant viruses separately clustered together with reference
subtype B viruses on a phylogenetic tree (Fig. 1). This is con-
sistent with our previous result obtained by phylogenetic
analysis using pol gene fragment alone.®> We separately con-
firmed that they were subtype B and not recombinant forms
using the Recombination Identification Program (data not
shown).

We and others have previously reported that acquisition
of an M46l, L90M, or K103N major mutation enables HIV-1
to survive under pharmacotherapeutic pressure but simul-
taneously sacrifices the replicative activity of such viruses in
the absence of drug.%” This fact forced us to hypothesize that
our drug-resistant viruses restored reduced replication ac-
tivity by acquiring some mutations in the genome, which
thus consequently survive and expand under drug-free con-
ditions such as in therapy-naive patients. We therefore ex-
tensively searched for candidate amino acid mutations that
might offer advantages in viral replication, revealing four in-
teresting mutations.

The first was an F48L mutation located in the carboxyl ter-
minus of p6P°1, and the second one was an L57V mutation
located in the carboxyl terminus of the Nef anchor domain
(Figs. 2A, 2B). These were specified in the Pl-resistant HIV-
1 strain. Findings of A431V, L449F, and P453 mutations in
the p7/p1 and p1l/p65%8 cleavage sites of Gag polyprotein,
and associated restorative activities on viral replication of PI-
resistant HIV-1 have been reported,®® but our viruses dis-
played no such mutations. The F48L mutation in p6P
and/or the L57V mutation in the Nef protein might have
restoration activity in our Pl-resistant viruses.

The third was a non-cleavage site mutation found in Gag
p24 (capsid). Several amino acid mutations in the
non-cleavage site of Gag polyprotein have been reported
to restore reduced replication activity of Pl-resistant HIV-
1.19 One of these is an H219Q mutation also known as an
H87Q mutation in the capsid. Amino acid 87H is located in
the cyclophilin A-binding site, and the H87Q mutation re-
duces incorporation of cyclophilin A into HIV-1 virions,
thus elevating HIV-1 replication.!! Interestingly, all our
drug-resistant viruses commonly possessed the H87Q mu-
tation in the capsids, suggesting that replicative activities
were enhanced by this mutation (Fig. 2C). Notably, in ad-
dition to the H87Q mutation, V86A /P, I91H/V, and A92P
mutations were frequently found in the cyclophilin A-bind-
ing site. These additional mutations may also be associated
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with viral replication activity through binding modulation
to cyclophilin A.

The fourth was again a non-cleavage site amino acid
mutation found in the cysteine-rich domain of Tat protein.
A previous study reported T23N as a polymorphic mutation
that increased Tat transactivation activity on HIV-1 pro-
virus gene expression.!? Interestingly, all our drug-resistant
viruses also commonly possessed this T23N mutation (Fig.
2D). Elevated Tat activity may plausibly support the repli-
cation of drug-resistant viruses.

As another interesting mutation, we found an insertion
mutation of RPEP in the PTAPP motif of p6©28 in four cases
of NNRTI-resistant HIV-1 (data not shown). At present,
whether this insertion mutation confers any advantage for
NNRTI-resistant viruses to survive under drug-free condi-
tions is unclear.1®-15

In conclusion, we successfully found primary candidates
of amino acid mutations that might enhance the replicative
activity of drug-resistant HIV-1 for surviving under drug-
free conditions. Further investigations are required to eluci-
date whether these mutations substantially support the repli-
cation of drug-resistant viruses. Preliminary findings from
our recent experiments have demonstrated positive roles of
such mutations, particularly for H87Q mutation in the cap-
sid.
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Successful genotype-tailored treatment with small-dose efavirenz

King and Aberg [1]| recently published an excellent
review of the clinical implications of population
differences and genomic variations in efavirenz (EFV)
treatment. They elegantly summarized the relationship
between EFV concentration under standard dosage
(600 mg once daily) and the genotype of cytochrome
p450 2B6 (CYP2B6), a primary liver enzyme in EFV
metabolism. They also highlighted the importance of
CYP2B6 516 G>T SNP as a marker of individuals at risk
of high EFV concentration and potential development of
central nervous system (CNS) side-effects. However, it is
desirable to discuss possible personalization of treatment
by EFV dose modification.

As we described in our recent clinical study [2], we
reduced EFV dosage in 12 patients with CYP2B6
516G>T polymorphism who were found to have
extremely high EFV concentrations when treated with
the standard dosage. The dosage was reduced from 600 to
400 mg in five individuals and to 200 mg in seven, and
their HIV-1 load was successfully suppressed below
detection limit (50 copies/ml) at these dosages. Interest-
ingly, nine of the 12 suffered from chronic CNS-related
symptoms at the standard dosage, but these improved in
all nine by EFV dose reduction. An example of these
patients is a 71-year-old man who reported having
nightmares almost every night since starting EFV-
containing antiretroviral therapy at 600 mg 3 years ago
(Fig. 1). Plasma EFV concentrations were extremely high

12,000

9.000

Nightmares \ pleasant dreams

EFV concentration {ng/mi)

8.000
No dreams
O 3 4 4 L 4 L
40 44 48 52
Months

Fig. 1. Efavirenz dose reduction resulted in reduced efavir-
enz concentration and improved central nervous system
related symptom. A CYP2B6 516T/T genotype holder
reported having nightmares every night for 3 years, which
disappeared after efavirenz (EFV) dose reduction.

and analysis of the 516G>T SNP showed CYP2B6 516
genotype T/T. The EFV dosage was reduced to 400 mg.
This resulted in a dramatic change in dream contents from
nightmares to pleasant dreams. These changes occurred
although the EFV concentration remained high at
400 mg. Therefore, we further reduced the dose to
200mg. The second reduction resulted in complete
disappearance of dreams. Although he missed the dreams,
the EFV concentration decreased to within the target
range at 200mg. The EFV dose has been at 200 mg for
more than 2 years, and the HIV-1 load remains under
detection limit.

Hasse et al. [3] also reported a patient with genotype
CYP2B6 516T/T, who had chronic CNS symptoms and
extremely high EFV concentration at 600 mg dose, but
the symptoms resolved by reducing the EFV dose to
200 mg. Considered together, the above report and our
study suggest that the quality of life of CYP2B6 516T/T
genotype holders who suffer from CNS-related symp-
toms can be improved by reducing EFV dose from the
standard to 400 or even 200 mg. In their review, King and
Aberg [1] indicated that the cost remains an issue for
identifying CYP2B6 516 genotype. However, one
Japanese commercial laboratory has already developed a
CYP2B6 516 genotype detection system based on the
Invader assay [4], which costs only ¥8000 (~§75) per
single test. Thus, the financial benefits of reducing
EFV dosage should compensate for the cost of geno-
typing. Further large-scale studies are needed to discuss
genotype-based tailored EFV treatment.

Hiroyuki Gatanaga and Shinichi Oka, AIDS Clinical
Center, International Medical Center of Japan, Tokyo,
Japan.

Correspondence to Hiroyuki Gatanaga, MD, AIDS
Clinical Center, International Medical Center of Japan,
1-21-1 Toyama, Shinjuku-ku, Tokyo 162-8655, Japan.
Tel: +81 3 3202 7181, fax: +81 3 5273 6483;
e-mail: higalana@imcj.acc.go.jp

Received: 5 September 2008; accepted: 12 September
2008.

References

1. King J, Aberg JA. Clinical impact of patient population differ-
ences and genomic variation in efavirenz therapy. A/DS 2008;
22:1709-1717.

163



AIDS 2009, Vol 23 No 3

Gatanaga H, Hayashida T, Tsuchiya K, Yoshino M, Kuwahara T,
Tsukada H, et al. Successful efavirenz dose reduction in HIV type
1-infected individuals with cytochrome P450 2B6 *6 and *26.
Clin Infect Dis 2007; 45:1230-1237.

Hasse B, Gunthard HF, Bleiber G, Krause M. Efavirenz intoxica-
tion due to slow hepatic metabolism. Clin Infect Dis 2005;
40:e22-e23.

164

Mein CA, Barratt BJ, Dunn MG, Siegmund T, Smith AN, Esposito
L, et al. Evaluation of single nucleotide polymorphism typing
with invader on PCR amplicon and its automation. Genome Res
2002; 10:330-343.

DOI:10.1097/QAD.0b013e32831940e3



ORIGINAL RESEARCH ARTICLE

High-risk status of HIV-1 infection in the very low epidemic

country, Mongolia, 2007
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Summary: Thirty-six HIV-1 cases had been reported by December 2007 in Mongolia. Therefore, Mongolia has been regarded as a
very low HIV-1 epidemic country, although the surveillance system is not fully developed. The aim of this study was to evaluate the
risk status of HIV-1 infection in Mongolia. A total of 1415 blood samples from high-risk populations including female sex workers, men
who have sex with men, mobile men, tuberculosis patients and male sexually transmitted infection (ST) clinic clients and 1050
samples from healthy controls were collected. The seroprevalences of anti-HIV-1/2, anti-Treponema pallidum, hepatitis B surface
antigen (HBs Ag), anti-hepatitis C virus and hepatitis B surface antibody in the high-risk populations were 0%, 23.1%, 15.5%, 8.0%
and 48.2%, and those in the controls were 0%, 3.1%, 14.7%, 4.4% and 44.4%, respectively. HIV-1 prevalence is currently low.
However, according to the high prevalence of STis in the high-risk populations, the risk status for HIV-1 infection is estimated

to be high.

Keywords: seroprevalence of HIV, syphilis, HCV and HBV, high-risk population, Mongolia

INTRODUCTION

Mongolia is located in Central Asia bordered by Russia and
China. The population of Mongolia is 2635 million, of
which 61.0% live in cities and the remaining are nomadic.'
Geographical conditions and a very low population density
make communication, transport and health service provision
difficult. Mongolia has witnessed radical changes in its eco-
nomic and social policies since the democratic revolution of
1990. Along with independence from the former Soviet Union
and loss of Soviet support, there has been an increase in unem-
ployment, alcoholism and prostitution and a steady increase in
the prevalence of sexually transmitted infections (STIs) and
other communicable diseases.”>”® A recent study demonstrated
that syphilis, gonorrhoea and trichomonas were detected in
57 (43%), 18 (14%) and 37 (28%) subjects, respectively, among
132 low-income female commercial sex workers (FSWs) in
Mongolia.” Mongolia also has a high prevalence of hepatitis B
and C viral infection. In a previous study, hepatitis B surface
antigen (HBs Ag) and antibodies to hepatitis C virus
{(anti-HCV) were detected in 24 (10%) and 41 (16%) subjects,
respectively, among 249 apparently healthy individuals in
Mongolia.'® However, most of these data were obtained from
convenient or non-generalized samples. There is a lack of infor-
mation regarding exposures and the burden of diseases in the

Correspondence to: Dr S Oka MD PhD, AIDS Clinical
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Toyama, Shinjuku-ku, Tokyo 162-8655, Japan

Email: oka@imcj.hosp.go.jp

high-risk populations for HIV and STIs. High-risk populations
such as FSWs and their sexual contacts with high rates of STIs
are important populations contributing to the transmission of
HIV and other STIs in developing countries.' %

Since 1992, when data on HIV/AIDS began to be compiled in
Mongolia, there had been only five cases reported as of
December 2004. Mongolia is considered as an HIV/AIDS low-
prevalence country. However, annual new cases of HIV/AIDS
have been increasing in recent years. For example, 11, 9 and
11 new cases were detected in 2005, 2006 and 2007, respectively.
Among them, 22 (61.1%) cases were men who have sex with
men (MSM), seven (19.4%) were heterosexually transmitted
and six (16.7%) were FSWs (Mongolian National Center for
Communicable Diseases [NCCD], unpublished data). Owing
to the lack of a sound surveillance system, the actual situation
is uncertain. The primary objective of this study was to evaluate
the current risk status of HIV-1 among high-risk populations in
Mongolia, examining the seroprevalence of other STIs concomi-
tantly. These data are crucial for taking future preventive
measures against HIV-1 infection.

METHODS
Study design and study population

This study was conducted from September through December
2007. The study protocol was approved by the ethics commit-
tees of the International Medical Center of Japan (H19-448)
and of the Ministry of Health, Mongolia. After explaining this
study and obtaining informed consent, blood samples were

DOI: 10.1258/ijsa.2008.008376. International Journal of STD & AIDS 2009; 20: 391-394
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Figure 1. A map of Mongolia. Blood samples were collected from the capital city Ulaanbaatar and
four aimags (provinces), such as Darkhan-Uul, Huvsgul, Dornod and Dornogobi. Asterisks indi-
cate the sites where blood samples were obtained

collected anonymously from both high-risk and healthy control
populations in Ulaanbaatar (the capital city of Mongolia) and
four aimags including Dornod, Huvsgul (borders of Russia),
Dornogobi (a border of China) and Darkhan-Uul (Figure 1).
A total of 2465 samples were collected: 1415 samples from high-
risk populations and 1050 samples from healthy control popu-
lations. The high-risk populations included FSWs, MSM,
mobile men, tuberculosis (TB) patients and male STI clinic
clients. The number of samples in each population and demo-
graphic characteristics are listed in Table 1.

Cluster sampling was used for FSWs in locations such as bars,
nightclubs, sauna and massage parlowrs serving as clusters.
MSM were sampled only from Ulaanbaatar city, due to the
limited data on MSM in other areas of the country. Mobile men
were sampled from Ulaanbaatar city and Dornogobi aimag
(province), along major road and rail networks and areas such
as truck stops and checkpoints at borders. As for TB patients,
those who were diagnosed with TB for the first time during the
sampling period were enrolled. A male STI clinic client was
defined as one who attended public STI clinics during the
sampling period. A healthy control group included youth and
blood donors, Youth was defined as unmarried, 15-35 years old
students in college or university of both sexes. The blood donors
were selected in health facilities during the sampling period.

Specimen collection and serology

All sera were stored below —20°C until use. Sera were tested for
antibodies to HIV-1/2 (anti-HIV-1/2), Treponema pallidum
(anti-TP), hepatitis B surface antiboby (HBs Ab), and hepatitis
C virus (anti-HCV) and HBs Ag by using the chemiluminescent
enzyme immunoassay (CLEIA) (Lumipalus, Fujirebio, Tokyo,
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Japan) according to the instructions provided by the manufac-
turer. Seropositive samples for anti-HIV-1/2 by CLEIA were
further confirmed by chemiluminescent immunoassay
(Architect, Abbott Laboratories, Abbott Park, IL, USA) and a
Western blot for the final diagnosis. All laboratory analyses
were performed at the AIDS Clinical Center, International
Medical Center of Japan.

Statistical analyses

Differences among high-risk and/or healthy control popu-
lations were examined by the Fisher’s exact test. Univariate
logistic analyses were used to determine the odds ratios (OR)
with corresponding 95% confidence intervals (CI). All analyses

Table 1 Demographic characteristics of persons who gave
blood samples

High risk

FSWs 410 0:410 17-52 25.3+6.8
MSM 50 50:0 19-48 28.,5+6.3
Male STl clients 545 545:0 15-64 292+79
1B patients 110 41:69 16-70 34.8+125
Mobile men 300 300:0 17-57 30.9£88
Subtotal 1415 936:479 156=70 28,8+ 8.7
Healthy controls

Blood donors 150 101:49 18-49 28.2+93
Youth 900 450:450 15-35 + 199426
Subtotal 1050 551:499 17-49 21.0+4.9

FSW = female commercial sex worker; MSM = men who have sex with men;
TB = tuberculosis; STI = sexually transmitted infection



