BIESTIHIVEERR DI DR

37

ERLEER (RRER.

R L5

- Bt .
O5E - KRR A —%EDR]) RRERA (o) HERLEEH EA - 403
EREOBEERAHIVEREICRITS |RFEEF. FHE |F28HBEXRI A XFE 2014128 S
Gag-ProteasefRFED V1 LR IBTERE |H. RB/NEE, & |SEMES - K%,
CIRREETHEORENEN-OE Kigz, BEE—. &Kk

O3,
MEFDHIV slow progressor 6l Z |[MERBR, TER [|EBEBARTAXFE | 2014F128 ER
¥2& & Ui=deep sequencinglZ k2 (A, BXkiEZ. &t | 2EHiES - B,
tropismfE#T- 158 2. @E—-. KR
HIVERmMERHFEEOBREEEWOLO | KE£xE/M. BEHV & [F28RBARI A XFE 2014121 ERN
ERERE-DHE &, IMUER. I [SPMES - B2,

EEE, AthHF | KK

B, BHKE. #HE

EF. KEBE,

HF. BKxiEz.

fE{E—.
HIVEBRZMRFREEOERSBUOEERUV A, XEE |EBEBAI 4 XE 2014512 Emr
BEA0770—F~EEXE7ER (M. ERET. 5K |22HES - 85,
A bi— bOE O ¥, FEVEH, | KR

no%, Az

Y, LA=ZHF. B

Wik, PLEHE

¥, BEXF. AT

—#. REHRLF.

BIFES, #EM

F. RAkiEz. HiE
BMANEFERICE T AATY VEMEWARE, MBEEE. |£28EBEXI A XE 2014=128 EiR
HRNRE DL - (158 WIE—. i |awfmes . pme

B, DEEDE. E (KK

BawpE, HBIE

F. BkiEZ. X%

. HhE. @AE
N A DBHEEEE4E T AHIVEEKEXRE., HZIE [F28ERBEARI A X% | 20145128 EA
FHIZHBITET/ 7+ ENERICKD |F. BkiEz, F [SPHES - B,
BEHEEFR-0O5E %=. Neguyen Kinh, |XBR

EE—.
TOF7—CHEEECEEEET A [RRE, BxiEZz. |F28RBAIT X% | 20145128 EXA
N A ALIZEET 2% - OE KEXE, BERE. |SPHES - KB,

EBAOEZ, A% |KXk

Bh. RIGEA, KH

A, BAEF. &

AL A, FEE

A, BEBRA. §it

=z, [E—.
HIVE B CH (T A5 2BERE |RETA, EFT |F28EEXRITXE | 2014F12H ER
T—h—EEIRIELE - OB B WIIEKER., & |S2HER - B2,

Hif., BUFEKRER, | KK

ISR, MR-
B, KEKRH. &AL
2. FARE, KA
&, ORDEZ, XE
HA, BEIETF. &
HIIA., BKiEZ,
RERS, Btz
Biii—. EiE—.




38

BESEESWMABIE T ORI SN P20 FE SREHIRNER

R LUE-ME (RFRHEE.
MEE - IRRA—FHEKRDH))

FEREKA

FF L =157
(RFR)

kL =B

ESl AN OVl

LIROHIVEBSE 12 H 1 A EE B
FHEOHIVARARR E DY oty VT
AMMZDWT O - O8E

B, hE®,
INRERE, B

B. KRE, KEE
. MEIFE. BB
EF. BEME, 7
HIA. ki,
IR, BERET.
SN, Wit
A —.

B8RBART A X5
RPMES - R,
PN

20145£12 1

e

HIVESREDO S —S L7 —HIV
B HAAY RS & 0D HETE R
—- O

INREE. MBS,
EEEg, BHUE
. KEE., AL
i, EEHEA. BB
IBF. BEMA. 7
HIlA. Bkigz.
i, mE—.

FRBEHERT A X
ZPTHREE - BE

PN '

20144121

EMA

FHEICHRINWEA L/ 7OT Y
S50 4 —RIZ &k HEAHAHIVEES
W EE D ERERAYE Bk O RE- O

TEREAN. BKE
Z. [

HREBART A X
SRR - B%

T,
PN

2014412 F

ER

HIRIZH T D332 & rhd L=HIVRS
fEEE OER - D8

e 3 ENNITES
fo. KFHE, 5@
VD&, FERIL. &2
B, KEEF.
-, REE

A. HBIEF. BE
Bea, Bk, %
. FEE—

EREEHAT A XF
SEMER - BR,

PN

201441217

E

b)) ENEREEMIRtECS—T
4 XAE - MRAHKE 2 —I2BI1T
SNEABRERG—NZHEOII 2
Zh—i g DNV TC—-HEE

ATHEE, tEM
F. PREFE. B
HUO&H, NMUSE
. (BT, BH®
F. KEEM., EA
MA. HBIEF. B
Bia., BkEz.
HmE, BE—.

FBEBEAT A XE
MRS - BR

T,
KB

20144121

e

HVEEDOBEARICHTLTEXY
D OB ESR- O

BNIBEXRER, BAE
Bh, FEEE. HIE
ARER. S, #
FHE. NERE—ER.
KEXE, BDE
Z. KRE, KHT
A. HBIEF. EH
A, BkiEz, B8
g%%.%ﬁé.ﬁ

BWEHATI 1 X%
Sk - B

TR,
PN

2014512

B

HIVEBS B E (BT A FET A —/\E
RBEIZOWNTORE-O8E

EWET, kEE

. HUIZERIE, /MK
T—HR. KEKE,
mEMR, FAREI,
AKANE, KATA.
HAIEF. FEI

A, BxiEz. BE
BA. HitE, FiE

FBEEAT A XF
SEMES - KR,

KB

20144127

ER




BIEFFHIVEAR R DD DR

39

ERLLEE (ERER.

FER L=

Y i .

HIVEH T A —/\EFREDORE Y X /MNREF—ER, EDE [F28EBERI 1 XF 2014%F12H EH
2 ELTOHAXMIIEEFOES-O |=. HIEXKER. 4 |2 MES - i,
B HiS, #I=E. 8 | Kk

AR, KEX

. mER. B

gh. KRE, XHX

A, HBIEF., BE

A, BEHIIA, B

kB2, HmE. @
Dolutegravir &Rilpivirinelc&kd |EERK#FH. BIIE [|FBEBAIT A X% | 20145%F128 EA
Small tablet~DFWEENT FE @, BEHA—. IR |[SEHES - 5,
TS UADREBEIZOEMN > ER-O|ZET . BkiEz., | KR
G| EihE. FEE—
REBEEEERICES MR /N [HINEKRE. A |[F28EHEXIT 1 XZE 2014128 EN
HREREL. KE - BEEARE |15, BBERE. K |SEHES - B2,
EROE-NEENITARLELES |[EXE, AER. B | KK
BiEHBEED 4] O5E BB, FAERL,

AHITA, RIFE

A. HEEF. A

MA. KRRE, Bk

e, BEBE. &

mmE. @iE—.
MEFAIZEH LAHEOECH LEE|ERBET A, DJIIFE., |[FE28EBAXT A XZE 2014F12H [l
IRF AT O M/MEERZ2FI GRS UAER, SEEX |[S2HES - B2,
MEfEE B E LTotarol imusZEHI |88, %A%, HIE |KXR
BEREATUFERO—4F-0O2E AER, HIZRER,

HE—H. KBX

B, AEEE. KA

E, HAREF5h, EXR

B, REFEA. B

BIEF. EHEINMA.

BmkiEz., BER

A, FHME. BEA

B, BE—.
Different effects of drug- Rahman Mohammad FEWBEIBART A X 2014121 BN
resistant mutations on CTL Arif. Kuse SEMER - B,
recognition between HIV-1 subtype|Nozomi. Murakoshi |X[x
B and subtype A/E infections-[EE|Hayato. Chikata

Takayuki, Tran Van

Giang. Gatanaga

Hiroyuki. Oka

Shinichi.

Takiguchi

Masafumi.
CARTRRIARIDHIVRAERE B T A |HE—E. BERN |[E28EBAI X2 2014%12H ER
EZRERTOHEELEEYT—T—0|E. EHEE. 5F |22HES - 2
fEHT - OEE - R#. LiRER. X |KR

HESR
R —4 Y ZEE 2 Human AHE, SHES [F28EBXI4AXE 2014%12H ER
Papillomavirus OBERUEEHFAE|GIIERE, KHB |S2HES - LS
DFF % BERET, B | KR
HIV-TRR S HEC B (T AHIVEEY |ERE, BANT, (E28ERBAIAS RZ 20145124 ER
RN T —h—0FRIZDOW [(MEEM, SHE |22HES - e,
T A, EBME, BE KR

AL 2N g

ERIEH, &

HETT.




40

[BASERIAITR SO L ZOR SR R P 264 ZIIs A ®

FRLULAR (REREE .

&k L1507

O - R4 —FEOF) REERE | Tpagg) |(RRLERE|ER- SO
HUIEREHIV-1O B ARIZE 1T 5 [ S5HMI, 7EmEsE, 0 |B28EBAT A X% | 2014127 EMR
B sEAE LR ESEHER FEFIEA, KH®WE, |29 - B
HRIE, EEE (KK
R, ZHYER =
817, BHE, BE
79
I1lumina MiSeqZBWL=HIV-LR2EMEEM, X |F28EBEART 1 X% 20144124 JEafe]
BARFECHI R DA @, WERRL, BE RS - B
HF, BRREST, B KR
AU, WA
HIV-1 Vifizd(+ BHAPOBECIC/FEEE [ Kiies, hIEH |H2RBEAT A XF¥ 2014412 ER
VR—=Dx—2 fa, AREE, IR |2RMES - B
HWiE, REHHBET KK
BETE HFRMH
H, FARE, WE
F8h, BEFAETT, E
BERA, EHE B
BUEHE
Langerhansfifa(= & (1 5 & NHEES FEISEAKRT A XFE | 20145128 EAR
SRR - B
KB
The Role of Langerhans Cells in [JII4tRES M BAREREE | 20145128 ER
Acrodermatitis Enteropathica and s
HIV Infection.
Increased urinary NTX predicts |Koga I, Seo K, 24" ECCMID, May, 2014 EZES
progressive decreases in bone Wakabayashi Y, Barcelona, Spain
mineral density among HIV Suzuki S, Yoshino
patients on GART - [188 Y, Kitazawa T
Kurahashi 1, Ota
Y
Lack of Association between Imahashi M, Izumi |Cold Spring Harbor May, 2014 E 4
Intact/Deletion Polymorphisms of |T, Imamura J, Laboratory Meetings
the APOBEG3B Gene and HIV~1 Risk. [Matsuoka K, Ode H, {& Courses Program
Masaoka T, Sato K, |New York, USA
Koyanagi Y
Takaor i-Kondo A
Yokomaku Y,
Sugiura W, Iwatani
Y
Fine-tuned HIV-1 Vif-interaction [Nakashima M, Cold Spring Harbor May, 2014 = 4t
Interface of Anti-retroviral Kitamura S, Laboratory Meetings
Cytidine Deaminase APOBEG3F Kurosawa T, Ode H, |& Courses Program
Kawamura T, Mano |New York, USA
Y, Naganawa Y,
Yokomaku Y,
Watanabe N,
GCR3 and GCR5 Dual Ttropic HIV-1 [Yokomaku Y, Kito |International June, 2014 [EE,N
is a Possible Major Escape Y, Matsuoka K, Ode [Workshop on
Mechanism Frommaraviroc— H, Matsuda M, Antiviral Drug
Containing Antiretroviral Therapy|Shimizu N, Iwatani |Resistance (Meeting
Y, Sugiura W the Global
Challenge), Berlin
Germany
HIV-1 Near Full-Length Genome Ode H, Matsuoka K, |International June, 2014 [Z 5+

Analysis by Next-Generation
Sequencing: Evaluation of
Quasispecies and Minority Drug
Resistance

Matsuda M, Hachiya
A, Hattori J
Yokomaku Y,

Iwatani Y, Sugiura
W

Workshop on
Antiviral Drug
Resistance (Meeting
the Global
Challenge), Berlin,
Germany




BEGHHIVEEAREDD DR

41

RELERR (RREA. £ LB
O3 - R 5 —%£07) REERE | Tpage) |REUEEM ER- A0
Japanese Drug Resistance HIV-1 Hattori J, Shiino |International June, 2014 SN
Surveillance Network Molecular T, Sugiura W Workshop on
Epidemiology of Recent Antiviral Drug
Seroconverters and Drug-Resistant Resistance (Meeting
HIV-1 Transmission Networks in the Global
Japan Challenge), Berlin
Germany
Crystal structure of the Vif- Nakashima M, 23rd Gongress of August, 2014. = 4t
inteaction domain of the anti- Kitamura S, the International
viral APOBESF. Kurosawa T, Ode H, {Union of
Kawamura T, Crystal lography
Imahashi M, (1UCr2014),
Yokomaku Y, Montreal, Canada
Watanabe N,
Sugiura W, Iwatani
Y
Exome Sequencing Identified a Nemoto M, Iwatani [Joint Meeting of September, =4t
Novel TYK2 Gompound Heterozygous |Y, Maeda N, Horibe [the 1st Africa 2014
Mutation in 2 Siblings with K, Sugiura W. International
Primary Immunodeficiency Biotechnology &
Biomedical
Conference and the
8th International
Workshop on
Approaches to
Single~Cell
Analysis, Nairobi,
Kenya
Phylodynamic analysis of HIV-1 Shiino T, Sadamasu |9th HIV October, 2014 E 4
subtype B population in Japan: K, Nagashima M, Transmission
Identification of large Hattori J, Hachiya [Workshop GCape
transmission clusters and their [A, Sugiura W Town, South Africa
network structure
Discordant Tropism Determination |Sugiura W, Louvel |14™ International |February, 2015 E4t
For HIV-1 Isolates Of CRFOT_AE [S, Pfeifer N, HIV Drug Resistance
From Asia. Matsuda M, Workshop. Seattle,
Yokomaku Y, Kaiser |usa
R, and Klimkait
T
Structural Basis of Inhibition Li Z, Kirby K, The annual February, 2015 E 4t
and Resistance Mechanism to EFdA, |Marchand B, Conference on
a Highly Potent NRTI. Eleftherios M, Retroviruses and
Kodama E, Mitsuya |Opportunistic

H, Parniak M, and
Sarafianos S

Infections




42

[FAESERFHREITR T XHIERNEHE Voo 5E SREENREER

2. B - MESHFICR T SMEI

ESlN A NOY:T!

Gatanaga H

Bl L-fise (BE&E) FREKA FR L5 FHELE
(PR - MEER) GEEY
Selection of TI18-8Y mutant Kuse N, Akahoshi |J Immunol 2014 ES LN
associated with long~term control T. Gatanaga H,
of HIV-1 by cross-reactive HLA- Ueno T, Oka §, and
Bx51:01-restricted cytotoxic T Takiguchi M
cells.
Low body weight and tenofovir use Mizushima D, J Infect Chemothera 2014 [ESPAY
are risk factors for renal Tanuma J, Gatanaga
dysfunction in Vietnamese HIV— H, Lam NT, Dung
infected patients. A prospective NTH, Kinh NV,
18-month ohservation study. Kikuchi Y, and Oka
S
Long-term exposure to tenofovir Nishijima T, AIDS 2014 ESEY
continuously decrease renal Kawasaki Y, Tanaka
function in HIV-1-infected patients [N, Tanuma J,
with low body weight: results from {Tsukada K, Teruya
10 years of follow-up. K, Kikuchi Y
Gatanaga H, and
Oka S.
Single-nucleotide polymorphisms in |Nishijima T, J Antimicrob 2014 =4t
the UDP-glucuronosyltransferase 1A- [Tsuchiya K, Tanaka |Chemothera
3" untranslated region are N, Joya A, Hamada
associated with atazanavir—induced |Y, Mizushima D
nephrolithiasis in patients with Aoki T, Watanabe
HIV-1 infection: a pharmacogenetic |K, Kinai E, Honda
study. H, Yazaki H,
Tanuma J, Tsukada
K, Teruya K
Kikuchi Y, Oka $S
and Gatanaga H.
Brain magnetic resonance imaging Nishijima T, AIDS Res Hum 2014 A4t
screening is not useful for HIV-1- |Gatanaga H, Teruya|Retrovirus
infected patients without K, Tajima T
neurological symptoms. Kikuchi Y, Hasuo
K, Oka S
Asymptomatic intestinal amebiasis  |Watanabe K, Nagata{Am J Trop Med Hyg 2014 E s
in Japanese HIV-1-infected N, Sekine K,
individuals. Watanabe K, lgari
T, Tanuma J,
Kikuchi Y, Oka S,
Gatanaga H
Acute Hepatitis C in HIV-1 Infected |Ishikane M, PLoS One 2014 [E 4+
Japanese Cohort: Single Center Watanabe K
Retrospective Cohort Study. Tsukada K, Nozaki
Y, Yanase M, Igari
T, Masaki N,
Kikuchi Y, Oka S,
and Gatanaga H.
Super imposed epitopes restricted by |Sun X, Fujiwara M, |J [mmunol 2014 EH4t
the same HLA molecule drive Shi Y, Kuse N,
distinct HIV-specific CD8+ T cell Gatanaga H, Appay
repertoires. V, Gao GF, Oka S,
and Takiguchi M.
Low raltegravir concentration in Tsuchiya K, JAIDS 2014 E 4+
cerebrospinal fluid in patients Hayashida T,
with ABCG2 genetic variants. Hamada A, Kato S,
Oka S, and




BESHRHVEEREDZHOTR

43

BE LA (FREH) RRERKA FFx LI-5m ERLEZ|ERN - D5
(B - HEER) iEE:L
Low prevalence of transmitted drug |Tanuma J, Quang JAIDS 2014 ElN
resistance of HIV-1 during 2008- VM, Joya A,
2012 antiretroviral therapy scaling |Hachiya A
up in Southern Vietnam. Watanabe K
Gatanaga H, Chau
NVV, Chinh NT, and
Oka S.
Analysis of the hepatic functional |[Eguchi S, Transplant Proc 2014 E4t
reserve, portal hypertension, and Takatsuki M,
prognosis of patients with human SoyamaA, Hidaka M
immunodeficiency virus/hepatitis G |[Nakao K
virus coinfection through ShirasakaT
contaminated blood products in Yamamoto M
Japan. Tachikawa N,
Gatanaga H,
Kugiyama Y,
Yatsuhashi H,
Ichida T, and
Kokudo N.
Raltegravir and elvitegravir— Rahman MA, Kuse N, [Microbes and Infection 2014 E4+
resistance mutation E92Q affects Murakoshi H,
HLA-B*40:02-restricted HIV-1- Chikata T,
specific GTL recognition. Gatanaga H, Oka S
and Takiguchi M.
Clinical importance of hyper-beta- |Gatanaga H, JAIDS 2014 E 4
2-microglobulinuria in patients Nishijima T,
with HIV-1 infection on tenofovir— |Tsukada K, Kikuchi
containing antiretroviral therapy. |Y, and Oka S
Host-specific adaptation of HIV-1 Chikata, Carlson, |J Virology 2014 E 4t
subtype B in the Japanese 73. Chikata T,
population. Carlson J, Tamura
Y, Borghan M,
Naruto T,
Hashimoto M
Murakoshi H, Le A,
Mallal S, John M,
Gatanaga H, Oka S,
Brumme Z, and
Takiguchi M.
Lopinavir inhibits insulin Kitazawa T, Exp Ther Med 2014 E 4+
signaling by promoting protein [Yoshino Y, Suzuki
tyrosine phosphatase 1B expression |S, Koga [, Ota Y
Multifocal Cellulitis due to [Yoshino Y, Abe M, |J Glin Med Res 2014 ESEa
Disseminated Neisseria Gonorrhoeae |[Seo K, Koga I,
in a Male Patient Kitazawa T, Ota Y
Hyaluronic Acid concentration in pleural|Yoshino Y, J Clin Med Res 2015 =N
fluid: diagnostic aid for tuberculous |[Wakabayashi Y, Seo
pleurisy K, Koga I, Kitazawa
T, Ota Y
Clinical features of catheter—|Yusuke Yoshino, |Singapore Med J 2014 E3RN

related candidemia at disease onset

Yoshitaka
Wakabayashi,
Satoshi  Suzuki,
Kazunori  Seo,
Ichiro Koga,
Takatoshi
Kitazawa, Shu

Okiigawa  Yasiin Ota




44

EBESHEISTRERE T ORI CTE P20 5 SEnauss
B L (FEREE) FREKA Fek LI-i5i FEELEZIERN - 5 D5R
(PEFE - MEER) R EA
Phylodynamic Analysis Reveals Shiino T, Hattori |PloS one 2014 = 4+
CRFO1_AE Dissemination between J, Yokomaku Y
Japan and Neighboring Asian Iwatani Y, Sugiura
Countries and the Role of W
Intravenous Drug Use in
Transmission
The phosphorylation of HIV~1 Gag by |Kudoh A, Takahama |Retrovirology 2014 E 4t
atypical protein kinase C S, Sawasaki T, 0Ode
facilitates viral infectivity by H, Yokoyama M
promoting Vpr incorporation into Okayama A
virions Ishikawa A,
Miyakawa K,
Matsunaga S,
Kimura H, Sugiura
W, Sato H, Hirano
H, Ohno S,
Yamamoto N, Ryo A
Lack of Association between Imahashi M, Izumi |PloS one 2014 E st
Intact/Deletion Polymorphisms of T, Watanabe D
the APOBEC3B Gene and HIV-1 Risk Imamura J,
Matsuoka K, Ode H,
Masacka T, Sato K
Kaneko N, Ichikawa
S. Kovanagi Y
Takaor i—-Kondo A
Utsumi M, Yokomaku
Y, Shirasaka T,
Sugiura W, Iwatani
Y, Naoe T
Development and Customization of a |Gu L, Kawana- PloS one 2014 RS
Color-Coded Microbeads-Based Assay |Tachikawa A,
for Drug Resistance in HIV-1 Shiino T, Nakamura
Reverse Transcriptase H, Koga M, Kikuchi
T. Adachi E,
Koibuchi T, Ishida
T. Gao GF
Matsushita M
Sugiura W. Iwamoto
Post-Exposure Prophylactic Effect |Watanabe T, Antimicrobial agents 2015 & 4+
of HBV-active Antiretroviral Hamada-Tsutsumi S, Jand chemotherapy
Therapy Against Hepatitis B Virus Yokomaku Y,
Infection Imamura J, Sugiura
W, Tanaka Y.
APOBEG3H polymorphisms associated Sakurai, D, Immunogenetics 2015 in H4t
with the susceptibility to HIV-1 Iwatani, Y, press
infection and AIDS progression in Ohtani, H, Naruse
Japanese T. Terunuma, H,
Sugiura, W,
Kimura, A
Japanese External Quality Yoshida S, Hattori |AIDS Res Hum 2015 in RN
Assessment Program to Standardize J, Matsuda M, Retrovirus press

HIV-1 Drug—Resistance Testing
(JEQS2010 Program) Using In Vitro
Transcribed RNA as Reference
Material

Okada K, Kazuyama
Y, Hashimoto 0,
Ibe S, Fujisawa
SI, Chiba H
Tatsumi M, Kato S,
Sugiura W




BESHHVEEREEDCHOIRR

45

BE LRI (RRER) HREKRA R LIIGH ERLEIER - S5
(PR - HEER) | B
Innate and intrinsic antiviral |Kawamura T, Ogawa |[J Dermatol Sci 2014 E 4+
immunity in skin. Y, Aoki R, Shimada
S.
EFdA, a reverse transcriptase |Matsuzawa T, J Invest Dermatol 2014 & 4}
inhibitor, potently blocks HIV-1 ex{Kawamura T, Ogawa
vivo infection of Langerhans cells |Y, Maeda K, Nakata
within epithelium. H, Moriishi
K, Koyanagi Y,
Gatanaga H
Shimada S, Mitsuya
H
" |The role of human dendritic cells [Ahmed Z, Kawamura |J Invest Dermatol 2015 in ESyN
in HIV-1 infection. T, Shimada S, press
Piguet V.
Delayed emergence of HIV-1 variants |Maeda K, Desai DV, |Antiviral Therapy 2014 E 4t
resistant to 4 -ethynyl-2-fluoro- |Aoki M, Nakata H,
2’ -deoxyadenosine: comparative Kodama EN, Mitsuya
sequential passage study with H.
lamivudine, tenofovir,
emtricitabine and BMS-986001.
4 —Ethynyl-2-fluoro-2" - Michailidis E, J Bio Chem 2014 = 5+
deoxyadenosine (EFdA) inhibits HIV- |Huber AD, Ryan EM,
1 reverse transcriptase with Ong YT, Leslie
multiple mechanisms. MD, Matzek KB
Singh K, Marchand
B, Hagedorn AN,
Kirby KA, Rohan
LG, Kodama EN
Mitsuya H, Parniak
MA, and
Sarafianos. SG
Gurrent Studies on Chronic Active Fujiwara S, Kimura|Pediatr Int 2014 EH4t+
Epstein-Barr virus Infection in H, Imadome K, Arai
Japan. A, Kodama EN,
Morio T, Shimizu
N, Wakiguchi H.
Inhibition of the DNA polymerase Hisayoshi T, J Nat Med 2015 in Est
and RNase H activities of HIV-1 Shinomura M, press
reverse transcriptase and HIV-1 Yokokawa K, Kuze
replication by Brasenia schreberi I, Konishi A
(Junsai) and Petasites japonicus Kawaji K, Kodama
(Fuki) components. EN, Hata K
Takahashi S
Nirasawa §,
Yasukawa K




46




V. HHZERRDOHITY) - Al



49

The Journal of Immunology

Selection of TI8-8V Mutant Associated with Long-Term
Control of HIV-1 by Cross-Reactive HLA-B*51:01-Restricted
Cytotoxic T Cells

Nozomi Kuse,* Tomohiro Akahoshi,* Hiroyuki Gatanaga,*’ Takamasa Ueno,**
Shinichi Oka,*" and Masafumi Takiguchi**

Elite controllers of HIV-1-infected HLLA-B*51:01* hemophiliacs, who remain disease free and have a very low plasma viral load
for >30 y, had the 8V mutation at an immunodominant Pol283-8 (TIS) epitope, whereas the 8T mutant was predominantly selected
in other HIV-1-infected HLA-B*51:01" hemophiliacs, suggesting an important role of the 8V mutant selection in long-term
control of HIV-1. However, the mechanism of this selection and the long-term control in these elite controllers remains unknown.
In this study, we investigated the mechanism of the 8V mutant selection in these controllers. TI8-specific CTLs from these
individuals evenly recognized both TI8 peptide—pulsed and TI8-8V peptide—pulsed cells and effectively suppressed replication
of wild-type (WT) and the 8V viruses. However, the results of a competitive viral suppression assay demonstrated that CTLs from
the individual who had WT virus could discriminate WT virus from the 8V virus, whereas those from the individuals who had the
8V virus evenly recognized both viruses. The former CTLs carried TCRs with weaker affinity for the HLA-B*51:01-TI8-8V
molecule than for the HLLA-B*51:01-T1-8 one, whereas the latter ones carried TCRs with similar affinity for both molecules. The
reconstruction of the TCRs from these CTLs in TCR-deficient cells confirmed the different recognition of the TCRs for these
epitopes. The present study showed that the 8V mutant virus could be selected by cross-reactive CTLs carrying TCR that could
discriminate a small difference between the two molecules. The selection of the 8V mutant and elicitation of these two cross-

reactive CTLs may contribute to the long-term control of HIV-1.

control of HIV-1 (1-9). However, HIV-1 can escape from
CTL-mediated immune pressure by various mechanisms
such as Nef-mediated HLA class I downregulation and mutation
to allow escape from HIV-1-specific CTLs (10, 11). The acqui-
sition of amino acid mutations within CTL epitopes and/or its
flanking regions leads to reduced ability for peptide binding to
HLA class I molecules, impaired TCR recognition, and defective
epitope generation (12, 13), resulting in lack of CTL activities to
suppress replication of HIV-1 mutant virus as well as in the se-
lection and accumulation of escape mutant viruses (10, 14-19).
A minority of HIV-1-infected individuals, who are known as
elite controller or long-term nonprogressors, remain disease free
and have a very low viral load (VL), even in the absence of anti-
retroviral therapy (20-22). A majority of these elite controllers carry
the HLA-B*57/58:01, HLA-B*27, or HLA-B*51 allele associated

C ytotoxic T lymphocytes play an important role in the
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with slow progression to AIDS (23, 24), suggesting that HIV-1—
specific CTLs restricted by these HLA alleles control HIV-1 in elite
controllers. The mechanism of the control by these CTLs has been
well studied in elite controllers and slow progressors carrying
HLA-B*57/58:01, HLA-B*27 or HLA-B*13. These studies showed
strong Gag-specific CD8" T cell responses in elite controllers or
slow progressors carrying these alleles, suggesting that they
may control HIV-1 (15, 16, 25-27). HLA-B*57-mediated immune
pressure selects the escape mutation T242N in the Gag TW10 epi-
tope. This mutation impairs viral replication, resulting in control
of HIV-1 in these HLA-B*57" individuals (28, 29). In the case
of HLA-B*27" individuals, the presence of Gag KKI10-specific
CD8" T cell is associated with the control of HIV-1 (4, 30-32). The
immunodominant KK10 epitope is almost invariably targeted by
CD8* T cells, and the KK10-specific CD8" T cells display potent ef-
fector functions (4, 30, 31, 33). The conservation of this response
is thought to account for the control of HIV-1 in these individuals.
A previous study showed that the HLLA-B*51:01 allele was
associated with long-term control of HIV-1 in HIV-1-infected
Japanese hemophiliacs, and the frequency of HLA-B*51:01-re-
stricted Pol283-290 (TI8: TAFTIPSD)-specific CD8" T cells was
inversely associated with plasma VL in HIV-1-infected ones (34),
suggesting an important role of TI8-specific CD8* T cells in the
long-term control of HIV-1 infections. Four mutations (8T, 8L,
8R, and 8V) at position 8 of the TI8 epitope were significantly
detectable in HLA-B*51" individuals more than in HLA-B*51~
individuals, suggesting that these mutations were selected by TI8-
specific CTLs (35). The 8T mutation is predominantly found in
HIV-1-infected HLA-B*51:01% donors. TI8-specific CTLs have
a strong ability to suppress the replication of wild-type (WT) and
the 8V mutant viruses in vitro but fail to suppress that of the 8T,
8L, and 8R mutant viruses (35, 36). A study using a Japanese
hemophiliac cohort showed that the 8V mutation is found in only
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HLA-B*BS51:01" elite controllers (34), suggesting that the selec-
tion of the 8V mutant virus is a critical factor for long-term con-
trol of HIV-1 in Japanese hemophiliacs. However, the mecha-
nism underlying selection of the 8V virus in HLA-B*51:01" elite
controllers remains unclear.

In the present study, to clarify the mechanisms of the 8V mutant
selection, we investigated how TI8-specific CTLs from elite con-
trollers select the 8V mutant. We established TI8-specific CTL
clones from three elite controllers and then analyzed their abilities
to suppress the replication of the 8V virus and to select this mutant
in vitro. In addition, we assessed the TCR affinity of the CTLs for
HLA-B*51:01 with the 8V peptide or WT peptide and evaluated
the function of TCRs isolated from the CTL clones by recon-
structing them in TCR-deficient cells. In the present study, we
clarified the mechanism of the 8V selection and suggested its role
in the long-term control of HIV-1 in Japanese hemophiliacs.

Materials and Methods
Patients

Three HIV-1-infected, antiretroviral-naive Japanese hemophiliacs were
recruited for the current study, which was approved by the ethics com-
mittees of Kumamoto University (RINRI number 540, GENOME number
210) and the National Center for Global Health and Medicine (ID-NCGM-
A-000172-00). Written informed consent was obtained from all subjects
according to the Declaration of Helsinki.

Cells

CIR cells were purchased from American Type Culture Collection. CIR
cells expressing HLA-B*51:01(CIR-B*51:01) were previously generated by
transfecting CI1R cells with HLA-A*51:01 genes (37, 38). They were
maintained in RPMI 1640 medium containing 5% FBS (R5) and 0.15 mg/ml
hygromycin B. TCR-deficient mouse T cell hybridoma cell line TG40 cells
were provided by T. Saito (RIKEN Institute, Saitama, Japan). TG40 cells
expressing human CD8« (TG40/CD8) were previously established by
transfecting TG40 cells with CD8a genes (39). TG40/CD8 and T1 cells,
purchased from American Type Culture Collection, were maintained in RS.

HIV-1 clones

A previously reported infectious proviral clone of HIV-1, pNL-432, was
used (40). Pol283-8V mutant viruses were previously generated on the
basis of pNL-432 (34, 35).

Generation of TI8-specific CTL clones

HLA-B*51:01-restricted TI8-specific CTL clones were generated from
HIV-1-specific bulk-cultured T cells by limiting dilution in U-bottom 96-
well microtiter plates (Nunc). Each well contained 200 wl cloning mixture
(~1 X 10° irradiated allogeneic PBMCs from healthy donors and 1 X 10°
irradiated C1R-B*51:01 cells prepulsed with the corresponding peptide at
1 M in RPMI 1640 medium containing 10% FBS [R10], 200 U/ml hu-
man 1IL-2, and 2.5% PHA soup). These CTL clones were cultured in
RPMI 1640 medium containing 10% FBS, 200 U/ml human rIL-2, and
2.5% PHA soup. The CTL clones were stimulated biweekly with irradiated
target cells pulsed with the peptide.

Cytotoxic assay of CTL clones

The cytotoxic activity of TI8-specific CTL clones was determined by the
standard S!Cr release assay described previously (36). Briefly, CIR-
B*51:01 cells were incubated with 100 pCi Na,>!CrO, in saline for 60
min and then washed three times with R5. Labeled target cells (2 X 10%
well) were added to each well of a U-bottom 96-well microtiter plate
(Nunc) with the appropriate amount of the corresponding peptide. After
a 1-h incubation, effector cells were added at an E:T ratio of 2:1, and then,
the cultures were incubated for 4 h at 37°C. The supernatants were col-
lected and analyzed with a gamma counter. Spontaneous 31Cr release was
determined by measuring the number of counts per minute in supernatants
from wells containing only target cells (cpm spn). Maximum SICr release
was determined by measuring the cpm in supernatants from wells con-
taining target cells in the presence of 2.5% Triton X-100 (cpm max).
Specific lysis was defined as (cpm exp — cpm spn)/(cpm max — cpm spn) X
100, where cpm exp is the number of cpm in the supernatant in the wells
containing both target and effector cells.
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HIV-1 replication suppression assay

The ability of TI8-specific CTL clones to suppress HIV-1 replication was
examined as described previously (41). CD4" T cells were isolated from
PBMCs of HLA-B*51:01" healthy donors and incubated with the desired
HIV-1 clones for 4 h at 37°C. After three washes with RS, the cells were
cocultured with TI8-specific CTL clones. From days 3 to 7 post infection,
culture supernatants were collected, and the concentration of p24 Ag in
them was measured by use of an ELISA kit (HIV-1 p24 Ag ELISA kit;
ZeptoMetrix).

In vitro competitive viral suppression assay

T1 cells (HLA-B*51:01") were coinfected with NI.-432 and NIL432-
Pol283-8V mutant viruses at a ratio of 9:1. The infected cells were incu-
bated with TI8-specific CTL clones at an E:T ratio of 0.05:1. From days 4
to 7 postinfection, culture supernatants were collected; and the concen-
tration of p24 Ag in these supernatants was measured by using the HIV-1
p24 Ag ELISA kit (ZeptoMetrix). Viral RNA was extracted from the
culture supernatant by using a QIAamp Viral RNA Mini kit (Qiagen) and
subjected to RT-PCR by use of a SuperScript III One-Step RT-PCR System
(Invitrogen). Nested PCR was subsequently performed for direct se-
quencing. The ratio of WT to mutant virus was determined by the relative
peak height on the sequencing electrogram.

Tetramer binding assay

HLA class I-peptide tetrameric complexes (tetramers) were generated as
described previously (34). CTL clones were stained with PE-conjugated
tetramers at 37°C for 30 min. The cells were then washed twice with RS,
followed by staining with FITC-conjugated anti-CD8 mAb and 7-amino-
actinomyein D (7-AAD) at 4°C for 30 min. Finally, they were washed
twice with R5. For the analysis of tetramer association, CTL clones were
stained with PE-conjugated tetramer at a concentration of 1 pM at 37°C
for various times (0, 2, 5, 10, 15, 30, and 60 min) and then washed as
described above. For the analysis of tetramer dissociation, CTL clones
were stained with PE-conjugated tetramer at a concentration of 1 pM at
37°C for 30 min. A portion of the cells was then removed periodically (0,
5, 10, 15, 30, 60, 80, and 110 min), and the cells were washed as described
above. The cells stained with tetramer were then analyzed by flow
cytometry (FACSCanto II).

Sequencing of plasma RNA

Viral RNA was extracted from the plasma of chronically HIV-1-infected
individuals by using a QIAamp Mini Elute Virus spin kit (Qiagen). cDNA
was synthesized from the RNA with Superscript III and random primer
(Invitrogen). We amplified HIV reverse transcriptase (RT) sequences by
nested PCR with RT-specific primers 5'-ACACCTGTCAACATAATTGG-
3" and 5'-TGTATGTCATTGACAGTCCA-3' for the first-round PCR and
5'-GGGCCTGAAAATCCATACAA-3" and 5'-GGTGATCCTTTCCATCCC-
TG-3' for the second-round PCR. PCR products were sequenced directly or
cloned with a TOPO TA cloning kit (Invitrogen) and then sequenced. Se-
quencing was done with a BigDye Terminator version 1.1. cycle sequencing
kit (Applied Biosystems) and analyzed by use of an ABI PRISM 310 or 3100
Genetic Analyzer.

TCR clonotype analysis

CTL clones were stained with PE-conjugated tetramers, anti-CD8 mAb, and
7-AAD, and then, tetramer'CD8*7-AAD™ cells were sorted by using
a FACSAria. Unbiased identification of TCR-aB-chain usage was assessed
as described previously (42). TCR gene designations were based on the
ImMunoGeneTics database.

Reconstruction of TCRs on TCR-deficient T cells

The cDNAs encoding full-length TCRa and TCRB of TI8-specific CTL
clones were obtained by a previously described method (42). cDNA
was then amplified by nested PCR with TCR-a—specific primers 5’'-
GGAATTCGCCGCCACCATGCTCCTGCTGCTCGTCCCAG-3" and 5'-
ATTTGCGGCCGCAGATCTCAGCTGGACCACAGCCGCAG-3" or 5'-
GGAATTCGCCGCCACCATGGAAACTCTCCTGGGAGTGT-3' and with
TCR-B-specific 5'-GGAATTCGCCGCCACCATGGCCTCCCTGCTCTT-
CTTCT-3' and 5'-ATTTGCGGCCGCCTAGCCTCTGGAATCCTTTCTC-
TTGA-3' or 5'-GGAATTCGCCGCCACCATGGGCACCAGGCTCCTCT-
GCT-3'. The amplified genes were separately cloned into a retrovirus vector
pMX and used to transfect TG40/CDS8, as described previously (39). Briefly,
the genes of TCR were subcloned into the retroviral vector pMX. First, the
ecotropic virus packaging cell line Platinum-E was transfected with the
constructs. Two days later, the culture supernatant containing recombinant
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virus was collected and then incubated with TG40/CD8 cells in the presence
of 10 pg/ml polybrene for 6 h. The cells were cultured for an additional 2 d —
for analysis of TCR gene expression. Finally, the cells showing bright - 2|8 Q 53, I s
staining with PE-conjugated anti-mouse CD3* mAb (2C11; BD Pharmin- S 8 U < 8 o o
gen) were sorted by using the FACSAria. Z§ 2 ¥ 2“ Y :5 E\xj
e R ) =
1L-2 secretion assays O é «
TGA40/CDS cells transfected with TCRs (4 X 10%well) were cultured with
CIR-B*51:01 (4 X 10%well) in 200 pl R5 in the presence of various -
concentrations of peptides in U-bottom 96-well microtiter plates (Nunc) % % NELAD 8§ § 9o
for 48 h at 37°C. The culture supernatants were then collected, and the OF |TRwver & o =0
concentration of IL-2 in them was measured by use of an IL-2 ELISA kit <
(eBioscience).
Results ._]g 288w o o 38| .
Slow selection of Pol283-8V mutant in HLA-B*51:01* TRIVVUVE U T VEE
Japanese elite controllers = g
We previously revealed that only 3 (patients KI-021, KI-051, and 2
KI-124) of 108 Japanese hemophiliacs who had survived without °§° g9dy ooy y g £
antiretroviral therapy for ~15 y, from 1983 to 1998, exhibited 1A Z58zz5503| 9
a strong inhibition of HIV-1 for an additional 10 y (34). All oy © E
three of these elite controllers recruited from 1997 to 1999 had g )
HLA-B*51:01 and the 8V mutation at position 8 in the TI8 . & i@ 3
epitope. To identify when the 8V emerged, we performed lon- g 1888858288288 5
gitudinal sequence analysis of the TIS epitope in these three & £ T Tl E
patients. KI-021 and KI-124 already had the 8V mutant in o E
September 1997 and January 1998, respectively. KI-051 had § g
only the WT sequence in October 1999, the 8V mutant in 63% A P R R S
of the clones analyzed in July 2002, and then only the 8V 8 g |5 e -
mutant in October 2006 (Table I). Since KI-051 had been E SlE| v
infected with HIV-1 before 1985, these results indicate that the g g E‘ N
WT virus predominantly existed for >17 y after HIV-1 infec- e S I A R g‘
tion. Thus, this mutant was slowly selected and had accumulated 9 per o n g
in this patient. §. s
& —_ &
Recognition of the 8V mutant by TI8-specific CTLs % g § FonQa 8 o w= g
. . g 25|58888 g5 2 83|
A previous study showed that the 8V mutation weakly reduced the £ %g =8 3 S S S 9|3
recognition of TI8-specific CTL clones established from KI-051 T EE|z99S8Sd § © ZZ| 8
in July 2002 (34, 35). We first reconfirmed this finding by using 3 -1 RO I
three TI8-specific CTL clones (2B35, 2C6, and 2D1), which were E %
established from KI-051 in July 2002 when the WT virus was still ° 2
detectable. The results for a representative CTL clone (2C6 clone) _L? § § § g
are shown in Fig. 1A. This clone effectively suppressed both WT é 9|7 - - Z‘
and 8V mutant viruses but revealed slightly weaker ability to 8 z &
suppress the replication of the 8V mutant than the WT virus at £ © 8 o = 3 g
higher E:T ratios. All three CTL clones revealed significantly 2 15 i g £ 2
weaker ability to suppress the replication of the 8V mutant than § g g
the WT virus at an E:T cell ratio of 1:1 (Fig. 1B, 1C). We further P £ ;‘;
established 11 TI8-specific CTL clones from three elite controllers E o e S é g 3
(KI-051 in June 2009, KI-021 in September 1997 and January =2 2|2 © - T le %
20035, and KI-124 in August 2001) and investigated the ability of 3 : < é jﬁ)
these TI8-specific CTL clones to recognize the WT and the mutant 5 2| = a = 5 5
epitopes. We first measured the killing activity toward target f @ S A E g
cells prepulsed with the WT or the 8V mutant peptide. All 11 & & 3
CTL clones as well as 2B5, 2C6, and 2D1 clones showed the = « _ o 5 .;f
same killing activity toward target cells prepulsed with the % (% § § £ é
8V peptide as that of those prepulsed with the WT peptide X ol o)
(Supplemental Fig. 1). We next analyzed the ability of these CTL g —j § g é
clones to suppress the replication of the 8V virus. CTL clones B a bt = » 5§38
2B, 7B, and 7F, which were established from KI-051 in June 8 &8 = | €58
2009 when only the 8V virus was detectable, exhibited a similar § 283 E
ability to suppress both the 8V and the WT virus at the same > - - < ] . %;
level (Fig. 1B, 1C). The CTL clones from KI-021 and KI-124 ~ £|1g 8 = ;g £
also showed characteristics similar to those of these clones from 2 i M s Fpzz
KI-051 (Fig. 1B, 1C). &
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In vitro selection of the 8V mutant by TI8-specific CTLs

The results described above strongly suggest that the 8V was an
escape mutant selected by TI8-specific CTLs having the ability to
discriminate this mutant from WT. The 8V virus had the same
replication capacity as the WT virus in a competitive proliferation
assay for 7 d (Supplemental Fig. 2). Therefore, to confirm this
selection by the TI8-specific CTLs, we investigated whether TI8-
specific CTL clones could select this mutant virus in vitro by
competitive viral suppression assay for 7 d. The TI8-specific CTL
clones were cultured with HLA-B#51:01-positive CD4™ T cells
infected with NL-432 and the 8V mutant virus together at a ratio
of 9 to 1. The ratio of the 8V mutant virus to the WT one increases
if the TI8-specific CTLs have ability to suppress WT virus more
than the mutant virus. Indeed, CTL clones 2B5, 2C6, and 2D1
from KI-051, which exhibited weaker ability to suppress repli-
cation of the 8V virus compared with that to suppress that of the
WT (Fig. 1), selected the 8V mutant virus in this competitive viral
suppression assay (Fig. 2A). In contrast, other CTL clones, which
exhibited similar ability to recognize the 8V as the WT (Fig. 1),
did not select the 8V mutant virus (Fig. 2A). These results indicate
that the 8V mutant was selected as an escape mutant by CTLs that
could discriminate the 8V virus from the WT virus but not by
other CTLs, which could not do so. HIV-1 p24 Ag levels in the
culture supernatant in the presence of the CTL clones were very
low compared with those in the absence of these clones (Fig. 2B),

confirming that all CTL clones used in this experiment strongly
suppressed the replication of both viruses.

TCR affinity of TI8-specific CTL clones

We found two types of TI8-specific CTL clone for the 8V rec-
ognition. To further characterize the 8V recognition by these CTL
clones, we investigated the TCR affinity of these clones by using
tetramers of HLA-B*51:01 with TI8 peptide (WT tetramer) and
with the 8V mutant peptide (8V tetramer). Clone 2B5 exhibited
significantly weaker affinity for the 8V tetramer than for the WT
one (ECsg: 60.7 * 14.3 nM for WT and 332.5 = 32.7 nM for 8V,
p < 0.00019; Fig. 3A). In contrast, clone 2B from KI-051 after the
emergence of the 8V mutant and clone 3B from KI-021 showed
almost the same affinity for both tetramers (ECsq: clone 2B, 116.3 =
52.3 nM for WT and 115.1 % 39.2 nM for 8V, p < 0.98; clone 3B,
104.5 = 16.5 oM for WT and 112.5 = 56.1 nM for 8V, p < 0.82;
Fig. 3A). The TCR affinity for the 8V tetramer of all CTL clones
was compared in terms of ECsg ratio of WT to 8V tetramer. The
ECso ratio of the CTL clones from KI-051 in July 2002 was sig-
nificantly lower than that of the CTL clones from KI-051 in June
2009 and from KI-021 in September 1997 and January 2005
(Fig. 3B). These results taken together indicate that 2B5 carried
TCR’s with weaker affinity for the 8V tetramer than for the WT
one, whereas 2B and 3B carried TCR’s with similar affinity for
both tetramers.
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FIGURE 2. In vitro selection of the 8V mutant virus by TI8-specific CTL clones. (A) Ability of TI8-specific CTL clones to select the 8V mutant. T1 cells

expressing HLA-B*51 and CD4 molecules were infected with NL-432 or NL432-Pol283-8V virus together at a ratio of 9:1. The infected cells were
cocultured with TI8-specific CTL clones at an E:T ratio of 0.05:1. The culture supernatants were collected from days 4 to 7 postinfection. The population
change in the viral mixture was determined by the relative peak height on the sequencing electrogram. (B) Ability of TI8-specific CTL clones to suppress
the replication of HIV-1. HIV-1 p24 Ag levels in the supernatant were measured by use of an enzyme immunoassay (sensitivity: 7.8 pg/ml). The con-

centrations of HIV-1 p24 Ag in the collected supernatants were >0.1 ng/ml.

We next examined the kinetics of the TCR/HLA-peptide in-
teraction. We first measured the time for half-maximal binding of
these CTL clones by using the tetramers. The results showed that
the time of this binding was nearly identical among these three
clones (time of half-maximal binding: clone 2BS, 1.70 = 0.48
min for WT and 1.71 = 0.23 min for 8V; p < 0.99; clone 2B,
3.30 = 0.66 min for WT and 3.06 = 1.78 min for 8V; p < 0.83;
clone 3B, 1.81 = 0.36 min for WT and 1.61 * 0.13 min for 8V;
p < 0.43; Fig. 4A). Because the affinity of the TCR/HLA—peptide
interaction is mainly controlled by its dissociation rate (43, 44),
we additionally performed a tetramer dissociation assay to com-
pare the stabilities of tetramer-TCR binding among these three
clones. Clone 2B5 showed a faster dissociation rate of the 8V
tetramer compared with that of the WT one (half-lives: 1530 =
407 min for WT and 140 = 53 min for 8V; p = 0.027; Fig. 4B),
whereas clone 2B and 3B showed similar dissociation kinetics of
both tetramers (half-lives: 2B, 1347 = 75 min for WT and 2058 =
382 min for 8V; p = 0.50; 3B, 300 = 68 min for WT and 471 =
189 min for 8V; p = 0.50; Fig. 4B). These results demonstrated
that the binding stability between clone 2B5S TCR and HLA-
B*51:01-TV8 peptide was weaker than that between the TCR and
HLA-B*51:01-TI8, suggesting that the reduction in the 8V rec-

ognition and selection of the 8V virus resulted from this lower
stability.

Reconstruction of the TCR function in TCR-deficient cells

To characterize TI8-specific CTLs at the molecular level, we an-
alyzed the TCR-af genes of a TI8-specific CTL clone. Clone
2BS5 expressed the TRAV8-2/TRBV24-1 clonotype, whereas clone
3B expressed the TRAV17/TRBV7-3 one (45). The TRAV17/
TRBV7-3 clonotype is a public clonotype in TI8-specific CTLs
and predominantly detected in KI-021 and KI-051 (45). This TCR
clonotype was expressed on all CTL clones from KI-021, whereas
the TRAV8-2/TRBV24-1 clonotype was on all three clones from
KI-051 in July 2002 (data not shown). To confirm TCR function,
we cloned their TCRs and then reconstructed them in TCR-
deficient mouse T cell line TG40 transfected with human CD8«
(TG40/CD8). TG40/CD8 cells transfected with 2B5-TCR or
3B-TCR genes (TG40/CD8-2B5 TCR or TG40/CD8-3B TCR)
expressed CD3 (Fig. 5A), suggesting that these TCRs had been
successfully reconstructed on the surface of the TG40/CDS cells.
In addition, TCR-transfected TG40/CD8 cells could produce
IL-2 in response to stimulation with anti-CD3mAb (Fig. 5B), con-
firming functional TCR/CD3-mediated signaling in these cells. To
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FIGURE 3. Difference in TCR affinity for HLA-B*51:01 with TV8 peptide complex among TI8-specific CTL clones. (A) The ability of the TCRs on
TI8-specific CTL clones to bind WT or 8V tetramer was measured in terms of the mean fluorescence intensity (MFI) of each CTL clone stained with the
tetramers at concentrations of 3-1000 nM. Data are shown as mean * SD of n = 3 samples. An independent experiment gave similar results. (B)
Comparison of TCR affinity for 8V tetramer of TI8-specific CTL clones in terms of ECsq ratio for WT to 8V tetramer (ECsq for WT tetramer/that for 8V
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was performed by using the 7 test. Bar indicates the average.

investigate whether 2B5 TCR and 3B TCR had Ag specificity, we
coincubated TCR-transfected cells with C1R-B*51:01 prepulsed
with various concentrations of the TI8 peptide. Both TG40/CDS§-
2B5 TCR and TG40/CD8-3B TCR cells showed IL.-2 secretion
in response to the peptide (Fig. 5C), indicating that TRAV§-2/
TRBV24-1 and TRAV17/TRBV7-3 TCRs, respectively, were func-
tionally expressed on these transfected cell lines. We further
analyzed the recognition by these cells for the 8V mutant peptide.
The cells expressing TRAV17/TRBV7-3 TCR exhibited a similar
response to 8V as that to WT (ECsq: 1.38 = 0.07 puM for WT and
1.90 = 0.35 uM for 8V; p = 0.14), whereas the cells expressing
TRAVS8-2/TRBV24-1 exhibited a weaker response to 8§V than that
to WT (ECsq: 0.74 = 023 uM for WT and 4.12 = 0.39 pM for
8V; p = 0.0002) (Fig. 5C). These results confirmed that the rec-
ognition of the 2BS TCR for 8V was weaker than that for WT and
that 3B TCR evenly recognized both 8V and WT.

Discussion

We established TI8-specific CTL clones from three elite controllers
at various time points and then analyzed the function of these
clones. All CTL clones established from two of the elite controllers
(KI-021 and KI-124) having only the 8V mutant virus and those
from KI-051 after the emergence of the 8V mutant had almost the
same ability to suppress the replication of the 8V as they did that of
the WT one, whereas CTLs established from KI-051 having the WT
virus had weaker ability to suppress the replication of the 8V virus
than that of the WT one. These findings indicate that two types of
CTLs for recognition of the 8V mutation were elicited in these elite
controllers. Furthermore, the results of the in vitro competitive
viral suppression assay revealed that the CTL clones established
from KI-051 having the WT virus could select the 8V virus, whereas
those from KI-051 having the 8V virus and other patients could not.
Taken together, these results indicate that the 8V was an escape
mutant selected by the former CTLs that could discriminate the
8V from WT and that HIV-1 was controlled by the latter ones
after the emergence of the 8V virus.

The tetramer binding assay revealed that clone 2B5 carried
TCR’s with a little weaker affinity for the 8V tetramer than for the
WT one, whereas clones 2B and 3B carried TCRs with similar
affinity for both ligands. In addition, the tetramer dissociation
assay demonstrated that the half-life of binding of the 2B5 TCR
to the 8V tetramer was ~10-fold shorter than that to the WT one
but that the 2B and 3B TCRs exhibited similar half-lives to
both tetramers. Thus, the weaker recognition of clone 2B5 for

the 8V mutant epitope resulted from a reduced binding stability
between 2B5 TCR and HLA-B*51:01-TV8 peptide. To confirm
the ability of these TCRs to recognize WT and mutant viruses,
we reconstructed 2BS5 TCR or 3B TCR on the surface of TG40/
CDB8 cells by transfecting the cells with these genes. The analysis
using the cells expressing these TCRs also demonstrated the
reduced ability of the 2B5 TCR to recognize the 8V peptide.
These results confirmed that 2B5 TCR recognized the 8V peptide
weaker than the WT one and that 3B TCR evenly recognized
both peptides.

Our recent study demonstrated that 2B5 and 3B CTLs expressed
TRAVE-2/TRBV24-1 and TRAVI7/TRBV7-3 TCR clonotypes, re-
spectively (45). The latter clonotype was predominantly detected
in TI8-specific CTLs from KI-021 and KI-051 after emergence of
the 8V virus, whereas the former was found in seven TI8-specific
CTL clones established from KI-051 when WT virus was still
detectable (45). The CTL clones expressing TRAVS-2/TRBV24-1
clonotype were predominantly established from PBMCs in July
2002 from KI-051 but not detected in ex vivo PBMCs (45), sug-
gesting that the CTLs expressing this clonotype were in the mi-
nority but had a strong ability to proliferate by Ag stimulation.
Unlike the TCR detected in HLA-B27-restricted KK10-specific
CTLs, the 3B TCRs exhibited very weak affinity for HLA-
B*51:01-TI8 as compared with pathogenic epitope-specific TCRs.
However, the parental CTLs had strong ability to suppress the
replication of HIV-1 in vitro. These findings indicate that even
CTLs having weak TCR affinity could effectively control HIV-1.

The substitution from Val (GTA) to Leu (TTA or CTA) is easily
produced by only a single nucleotide substitution because Val at
position 8 is encoded by the “GTA” nucleotide codon, whereas
more than two nucleotide substitutions are required for the change
from Val to Thr (ACA) or to Arg (CGA or AGA). TI8-specific
CTLs having the ability to discriminate the 8V mutant from WT
highly cross-recognized the 8L mutant peptide but failed to sup-
press the replication of the 8L mutant virus (34, 35), suggesting
that the 8L mutation has a deleterious effect on Ag processing of
TI8 epitope. Therefore, it is likely that TI8-specific CTLs estab-
lished from KI-051 at the different time points or from the other
patients also failed to suppress the 8L virus. These facts suggest
that the 8L mutant can be selected by a second immune response.
Indeed, a previous study of a Chinese cohort infected with the
8V mutant virus as the founder virus showed that most of the
HLA-B*51:01% patients had the 8L mutation, not the 8T one (46).
However, selection of the 8L from the 8V mutant was not driven
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by the TI8-specific cross-reactive CTL response in our three elite WT, although the CTLs could effectively recognize the 8V mutant.
controllers. We speculate that the CTLs elicited in these three elite A similar mutation is known in the KK10 epitope. The L268M
controllers strongly inhibited HIV-1 replication in the acute phase mutation in the KK10 epitope restricted by the HLA-B*27 allele
of HIV-1 infection and maintained VL at a very low level for the is selected by WT KK10-specific CTLs under the control of virus
long time so that selection of the mutant virus may have been very replication, and then, cross-reactive KK10-specific CTLs effec-
slow in these patients. The exact mechanism by which the 8L tively recognizing WT and L268M are elicited after the emergence

mutant was not selected in these elite controllers remains unclear. of this L.268M mutation (48, 49). The cross-reactive TI8-specific
Therefore, further study is required to clarify it. CTLs evenly recognizing 8V and WT epitopes were elicited after

It is well known that escape mutants are selected by WT epitope- the emergence of the 8V mutant, but they failed to select further
specific CTLs that cannot recognize the mutant virus (10, 16, 18, escape mutants such as the 8L and 8T. In contrast to TI8-specific

47). In the present study, we demonstrated that the 8V virus was CTLs, cross-reactive CTLs together with WT KK10-specific CTLs
selected by TI8-specific CTLs that could discriminate 8V from finally select the R264K mutant with the compensatory S173A
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FIGURE 5. Reconstruction and recognition of TI8-specific TCRs on TCR-transfected TG40/CD8 cells. (A) CD3 expression in TG40/CD8 cells
transfected with 2B5 TCR or 3B TCR. The TCR-transfected cells were stained with anti-CD3e mAb (open histogram) or with an isotype control (shaded
histogram), and then, CD3 expression on the cells was analyzed by flow cytometry. (B) IL-2 secretion by 2B5 TCR- or 3B TCR-TG40/CD8 cells stimulated
with anti-CD3e mAb. The cells were cultured in CD3e mAb-coated wells for 48 h, and the amounts of IL-2 in supernatants were measured by use of an
enzyme immunoassay. The data are shown as the means and SD of triplicates (2B5 TCR: 445 = 16 pg/m}; 3B TCR: 529 £ 47 pg/ml). Another independent
experiment gave similar results. (C) IL-2 secretion by 2B5 TCR- or 3B TCR-TG40/CDS8 cells stimulated with TI8 (WT) or TV8 peptide. These cells were
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were measured by the enzyme immunoassay. The data are shown as the means and SD of triplicates. Another independent experiment gave similar results.
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mutation (49, 50). These mutations (S173A/R264K/L268M) crit-
ically reduce the binding to HLA-B*27 so that WT and cross-
reactive KK10-specific CTLs fail to control the escape mutant
virus (16, 17, 51). Thus, the events of the 8V selection and the
control of HIV-1 by TI8-specific CTLs were quite different from
those in the case of the KK10-specific CTLs.

A previous study showed that the 8T and the 8R mutation were
selected within only 6 and 12 mo after the first test, respectively, in
acutely infected HLA-B*51:01" patients who had been infected
with the WT virus (35). Longitudinal sequence analysis of the TI8
epitope in KI-051, who had been infected with HIV-1 around
1983, revealed that 37% of the HIV-1 isolates were the WT virus
in July 2002, with the 8V mutant being predominantly detected at
this time, indicating that the WT virus had existed for ~20 y in
this patient. Thus, the 8V mutant was very slowly selected in KI-
051, whereas the L.268M mutation was mostly selected within 1-
3y after HIV-1 infection by highly effective KK10-specific CTLs
recognizing the WT but not the L268M mutant (49, 52). We found
that CTLs had a strong ability to inhibit the 8V virus in vitro and
that elite controllers carrying the 8V mutant maintained a very low
level of VL for a long time. However, because the highly effec-
tive WT-specific and L268M cross-reactive KK10-specific CTLs
can select new escape mutants (49), other mechanisms may be
involved in maintenance of the 8V in HLA-B#51:01%elite con-
trollers.

The HLA-B*51:01 allele was associated with slow progression
to the disease in HIV-1-infected Japanese hemophiliacs, and
the frequency of HLA-B*51:01-restricted TI8-specific CTLs is
inversely correlated with the plasma VL in chronically HIV-1-
infected Japanese hemophiliacs (34). These findings indicate that
the TI8-specific CTLs control HIV-1 in these patients. In contrast,
the escape mutations 8T, 8R, and SL were found to accumulate in
several populations (35). A recent analysis using Japanese cohorts
also showed that the WT sequence 81 is present in only 13.5%
of chronically HIV-1-infected Japanese individuals (53). These
findings suggest that TI8-specific CTLs are hardly elicited in
HLA-B*51:01" individuals recently infected with HIV-1 because
the escape mutations in the TI8 epitope accumulate in epidemic
HIV-1. Thus, the HLA-B*51:01 allele is then no longer associated
with slow progression to AIDS. Indeed, this allele is not associ-
ated with the slow progression in Japanese individuals recently
infected with HIV-1 (54).

In conclusion, we found two different TI8-specific CTLs rec-
ognizing the 8V mutant in HLA-B*51:01" elite controllers. We
showed that 8V was an escape mutant selected by cross-reactive
CTLs having weaker ability to recognize 8V virus-infected cells
than WT virus—infected ones and that this 8V mutant could elicit
CTLs evenly recognizing 8V virus-infected cells and WT virus—
infected ones in the elite controllers. These two cross-reactive
CTLs effectively suppressed HIV-1 for a long time. Our findings
provide a novel mechanism concerning selection of the 8V mu-
tant and long-term control of HIV-1 in HLA-B*51:01% elite
controllers. Further studies clarifying why these elite controllers
carrying the 8V mutant do not select other escape mutants such as
the 8L mutant may impact on the fields of pathogenesis and im-
munotherapy in AIDS research.
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