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The purpose of this study is to establish a data-storage for accumulation of data on clinical
information, samples, and genomes of HIV-infected individuals all over Japan. We are working for
construction of the data-storage, establishment of the system for accumulating clinical genome data,
collecting clinical information, samples and genome data of HIV-infected individuals in Japan, and
determining factors associated with disease progression in HIV controllers under anti-retroviral
therapy.

This project started in October, 2016. We established a data-storage for clinical data of HIV-infected

individuals all over Japan. The server was located in National Institute of Infectious Diseases (NIID).

We established the system for transfer of data obtained at Institute of Medical Science, University
of Tokyo (IMSUT) and National Hospital Organization Nagoya Medical Center (NMC) as well as by
an AMED Yoshimura project on HIV drug resistance.

In collaboration with the AMED Yoshimura project team, IMSUT and NMC, we obtained
permissions on ethical issues and constructed the system for collecting clinical information, samples,
and genome data of HIV-infected individuals in Japan. We then began to obtain clinical information
and samples, put the obtained data into the data-storage, and analyze HIV and HLA genotypes. We

are optimizing the method for analysis of immune-related genes, TCR/BCR and microbiome.

IMSUT: We obtained permissions on ethical issues to collect clinical information and samples and
analyze pathogen and host genomes. We then began to collect samples and data. For this study, we
modified the items of the clinical database that has already been developed in IMSUT. Data on HLA
genotypes in some individuals were updated .

NMC: We constructed a system for acquisition of clinical data of HIV-infected individuals at the
clinical side in NMC. The system server has been actually installed and operated. We obtained data

on HIV genome sequences and HLA genotypes in HIV-infected individuals. The experimental
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protocol to analyze the genome sequences of drug-metabolizing enzymes has been established as
scheduled.

Research Institute for Microbial Diseases, Osaka University (RIMD): We are planning to collect
specimens from patients with HIV-associated neurocognitive disorder (HAND) to analyze host
genomes as well as HIV genomes. We made an application for approval on ethical issues from Osaka
University Research Ethics Committee to perform this study. We have set up an experimental system
to 1solate HIV from cerebrospinal fluid of HAND patients.

L. RO ~DFHEE
(1) =58 - HESF TR T omc—% (EWNEE 0 1. EESE 4 1)

1. Yamamoto H, Matano T. Patterns of HIV/SIV prevention and control by passive antibody
immunization. Front Micobiol. 2016, 7, 1739.

2. Miyazaki N, Sugiura W, Gatanaga H, Watanabe D, Yamamoto Y, Yokomaku Y, Yoshimura K,
Matsushita S; Japanese HIV-MDR Study Group. The prevalence of high antiretroviral
coverage and viral suppression in Japan: an excellent profile for a downstream human
immunodeficiency virus care spectrum. Jpn J Infect Dis. 2017, 70, 158.

3. Yoshimura K. Current status of HIV/AIDS in the ART era. J Infect Chemother. 2017, 23, 12.
Harada S, Yoshimura K. Driving HIV-1 into a vulnerable corner by taking advantage of viral
adaptation and evolution. Front Microbiol. 2017, 8, 390.

(2) %5 VURVTLEICREITDAHE - RAY —3FK
1. VoA RET BT D UANVAEROEYHIE A =X (O§H) . EEFEH. R vy
2 4 : HIV reservoir & cure, # 30 [B]H A=A X222 ES . BEIRE. 2016/11/24, EWN.

(3) TEHRE OB « Bl iitte ) 1ox4 2 5 #AH
ML,

(4) FrarHifE
ML,



(A4 )

I EAER
E

[16kk0205011h0101]
Rk 29 & 5 H 8 H

Rk 28 A E 0 & OGEMF 2R BH O3 Rk R oW 5 E

(FAHE) Hidk s/ MRS T — 4 ~— AR

(¥ EE) Program for an Integrated Database of Clinical and Genomic Information

WFFERAJE RS

(BAGE) HIVIEGYEICRE T 2K T LEWT —# A b L — Y OREICET 5018

(¥ EE) Establishment of clinical genome data—storage on HIV-infected individuals

WFFERASEH 4 &

ATl ek K4

S TR N i
SR
BSR4 -
WFERRFE Sy s

ATl ek K4

Sy HRAIFE

PERRIEA

WHFERASE S A

ATl ek K4

(AARGE) ENEYLYEMZERT —A AWt 22— o Z—K R
(& FB) Tetsuro Matano, Director, AIDS Research Center, National Institute

of Infectious Diseases

PR8I0 A1 H ~ Pk2943 A 31 H

(AAFE) B RZEREH AT BRI D HIV Y ORK 7 ) bT — X I
(3 &) Clinical genome data of people infected with HIV collected in the
University Hospital attached to the Institute of Medical Science
(AAGE) B RZEERSAIIEATeRER e o 2 — % I =%
(I FE) Advanced Clinical Research Center, The Institute of Medical Science,

The University of Tokyo; Professor Hiroshi Yotsuyanagi

(HAGE) HIVEYH DIEFT ) MENT, AR 7 AT
(£ FB) Analysis of genetic factors associated with HIV-susceptibility and
HIV-related diseases

(RAFE) SURKFE KPR ERAIREI IR #0%

(¥& FE) Department of Computational biology and medical Sciences

it

Graduate school of Frontier Sciences, The University of Tokyo;

Professor Koichi Matsuda

I FBROME (RIEHERE)

WFIERA SR « ENLRYYEMNTTERT - = A AbtJet v F — - R

1] MIEITTE T 2 2

III. RO/ ~DFEE



(1)

1.

FRE - MEEEICRT 2% (EWES . ERRES )

Ikeda H, Watanabe T, Okuse C, Matsumoto N, Ishii T, Yamada N, Shigefuku R, Hattori N,
Matsunaga K, Nakano H, Hiraishi T, Kobayashi M, Yasuda K, Yamamoto H, Yasuda H, Kurosaki
M, Izumi N, Yotsuyanagi H, Suzuki M, Itoh F. Impact of resistance-associated variant dominancy
on treatment in patients with HCV genotype 1b receiving daclatasvir/asunaprevir. J. Med Virol.
89, 99-105, 2017.

Tsutsumi T, Okushin K, Enooku K, Fujinaga H, Moriya K, Yotsuyanagi H, Aizaki H, Suzuki T,
Matsuura Y, Koike K. Nonstructural 5A Protein of Hepatitis C Virus Interferes with Toll-Like
Receptor Signaling and Suppresses the Interferon Response in Mouse Liver. PLoS One. 2017 Jan
20;12(1):e0170461. doi: 10.1371/journal.pone.0170461. eCollection 2017.

Kato M, Hamada-Tsutsumi S, Okuse C, Sakai A, Matsumoto N, Sato M, Sato T, Arito M,
Omoteyama K, Suematsu N, Okamoto K, Kato T, Itoh F, Sumazaki R, Tanaka Y, Yotsuyanagi H,
Kato T, Kurokawa MS. Effects of vaccine-acquired polyclonal anti-HBs antibodies on the
prevention of HBV infection of non-vaccine genotypes. J Gastroenterol. 2017 Feb 14. doi:
10.1007/s00535-017-1316-3. [Epub ahead of print]

Y. Okada, A. Suzuki, K. Ikari, C. Terao, Y. Kochi, K. Ohmura, K. Higasa, M. Akiyama, K.
Ashikawa, M. Kanai, J. Hirata, N. Suita, Y.Y. Teo, H. Xu, S.C. Bae, A. Takahashi, Y. Momozawa,
K. Matsuda, S. Momohara, A. Taniguchi, R. Yamada, T. Mimori, M. Kubo, M.A. Brown, S.
Raychaudhuri, F. Matsuda, H. Yamanaka, Y. Kamatani, K. Yamamoto, Contribution of a Non-
classical HLA Gene, HLA-DOA, to the Risk of Rheumatoid Arthritis, American journal of human
genetics, 99 (2016) 366-374.

M.R. Han, J. Long, J.Y. Choi, S.K. Low, S.S. Kweon, Y. Zheng, Q. Cai, J. Shi, X. Guo, K. Matsuo,
M. Iwasaki, C.Y. Shen, M.K. Kim, W. Wen, B. Li, A. Takahashi, M.H. Shin, Y.B. Xiang, H. Ito, Y.
Kasuga, D.Y. Noh, K. Matsuda, M.H. Park, Y.T. Gao, H. Iwata, S. Tsugane, S.K. Park, M. Kubo,
X.0. Shu, D. Kang, W. Zheng, Genome-wide association study in East Asians identifies two novel
breast cancer susceptibility loci, Hum Mol Genet, (2016).

C.D. Middlebrooks, A.R. Banday, K. Matsuda, K.I. Udquim, O.0. Onabajo, A. Paquin, J.D.
Figueroa, B. Zhu, S. Koutros, M. Kubo, T. Shuin, N.D. Freedman, M. Kogevinas, N. Malats, S.dJ.
Chanock, M. Garcia-Closas, D.T. Silverman, N. Rothman, L. Prokunina-Olsson, Association of
germline variants in the APOBECS3 region with cancer risk and enrichment with APOBEC-
signature mutations in tumors, Nat Genet, 48 (2016) 1330-1338.

J. Hata, A. Nagai, M. Hirata, Y. Kamatani, A. Tamakoshi, Z. Yamagata, K. Muto, K. Matsuda, M.
Kubo, Y. Nakamura, G. Biobank Japan Cooperative Hospital, Y. Kiyohara, T. Ninomiya,
Collaborator, Risk prediction models for mortality in patients with cardiovascular disease: The
BioBank Japan project, J Epidemiol, (2016).

F.J. van Rooij, R. Qayyum, A.V. Smith, Y. Zhou, S. Trompet, T. Tanaka, M.F. Keller, L.C. Chang,
H. Schmidt, M.L. Yang, M.H. Chen, J. Hayes, A.D. Johnson, L.R. Yanek, C. Mueller, L. Lange,
J.S. Floyd, M. Ghanbari, A.B. Zonderman, J.W. Jukema, A. Hofman, C.M. van Duijn, K.C. Desch,
Y. Saba, A.B. Ozel, B.M. Snively, J.Y. Wu, R. Schmidt, M. Fornage, R.J. Klein, C.S. Fox, K.
Matsuda, N. Kamatani, P.S. Wild, D.J. Stott, I. Ford, P.E. Slagboom, J. Yang, A.Y. Chu, A.J.
Lambert, A.G. Uitterlinden, O.H. Franco, E. Hofer, D. Ginsburg, B. Hu, B. Keating, U.M. Schick,
J.A. Brody, J.Z. Li, Z. Chen, T. Zeller, J. M. Guralnik, D.I. Chasman, L.L. Peters, M. Kubo, D.M.



10.

11.

12.

13.

14.

15.

Becker, J. Li, G. Eiriksdottir, J.I. Rotter, D. Levy, V. Grossmann, K.V. Patel, C.H. Chen, P. BioBank
Japan, PM. Ridker, H. Tang, L.J. Launer, K.M. Rice, R. Li-Gao, L. Ferrucci, M.K. Evans, A.
Choudhuri, E. Trompouki, B.J. Abraham, S. Yang, A. Takahashi, Y. Kamatani, C. Kooperberg,
T.B. Harris, S.H. Jee, J. Coresh, F.J. Tsai, D.L. Longo, Y.T. Chen, J.F. Felix, Q. Yang, B.M. Psaty,
E. Boerwinkle, L.C. Becker, D.O. Mook-Kanamori, J.G. Wilson, V. Gudnason, C.J. O'Donnell, A.
Dehghan, L.A. Cupples, M.A. Nalls, A.P. Morris, Y. Okada, A.P. Reiner, L.I. Zon, S.K. Ganesh,
Genome-wide Trans-ethnic Meta-analysis Identifies Seven Genetic Loci Influencing Erythrocyte
Traits and a Role for RBPMS in Erythropoiesis, American journal of human genetics, 100 (2017)
51-63.

S. Hirabayashi, K. Ohki, K. Nakabayashi, H. Ichikawa, Y. Momozawa, K. Okamura, A. Yaguchi,
K. Terada, Y. Saito, A. Yoshimi, H. Ogata-Kawata, H. Sakamoto, M. Kato, J. Fujimura, M. Hino,
A. Kinoshita, H. Kakuda, H. Kurosawa, K. Kato, R. Kajiwara, K. Moriwaki, T. Morimoto, K.
Nakamura, Y. Noguchi, T. Osumi, K. Sakashita, J. Takita, Y. Yuza, K. Matsuda, T. Yoshida, K.
Matsumoto, K. Hata, M. Kubo, Y. Matsubara, T. Fukushima, K. Koh, A. Manabe, A. Ohara, N.
Kiyokawa, G. Tokyo Children's Cancer Study, ZNF384-related fusion genes define a subgroup of
childhood B-cell precursor acute lymphoblastic leukemia with a characteristic immunotype,
Haematologica, 102 (2017) 118-129.

M. Ikeda, A. Takahashi, Y. Kamatani, Y. Okahisa, H. Kunugi, N. Mori, T. Sasaki, T. Ohmori, Y.
Okamoto, H. Kawasaki, S. Shimodera, T. Kato, H. Yoneda, R. Yoshimura, M. Iyo, K. Matsuda, M.
Akiyama, K. Ashikawa, K. Kashiwase, K. Tokunaga, K. Kondo, T. Saito, A. Shimasaki, K. Kawase,
T. Kitajima, K. Matsuo, M. Itokawa, T. Someya, T. Inada, R. Hashimoto, T. Inoue, K. Akiyama, H.
Tanii, H. Arai, S. Kanba, N. Ozaki, I. Kusumi, T. Yoshikawa, M. Kubo, N. Iwata, A genome-wide
association study identifies two novel susceptibility loci and trans population polygenicity
associated with bipolar disorder, Mol Psychiatry, (2017).

T. Hachiya, Y. Kamatani, A. Takahashi, J. Hata, R. Furukawa, Y. Shiwa, T. Yamaji, M. Hara, K.
Tanno, H. Ohmomo, K. Ono, N. Takashima, K. Matsuda, K. Wakai, N. Sawada, M. Iwasaki, K.
Yamagishi, T. Ago, T. Ninomiya, A. Fukushima, A. Hozawa, N. Minegishi, M. Satoh, R. Endo, M.
Sasaki, K. Sakata, S. Kobayashi, K. Ogasawara, M. Nakamura, J. Hitomi, Y. Kita, K. Tanaka, H.
Iso, T. Kitazono, M. Kubo, H. Tanaka, S. Tsugane, Y. Kiyohara, M. Yamamoto, K. Sobue, A.
Shimizu, Genetic Predisposition to Ischemic Stroke: A Polygenic Risk Score, Stroke, 48 (2017)
253-258.

J. Lin, S. Chung, K. Ueda, K. Matsuda, Y. Nakamura, J.H. Park, GALNT6 Stabilizes GRP78
Protein by O-glycosylation and Enhances its Activity to Suppress Apoptosis Under Stress
Condition, Neoplasia, 19 (2017) 43-53.

J. Mori, C. Tanikawa, N. Ohnishi, Y. Funauchi, O. Toyoshima, K. Ueda, K. Matsuda, EPSIN 3, a
novel pb3 target, regulates the apoptotic pathway and gastric carcinogenesis, Neoplasia, 19
(2017) 185-195.

E. Okada, S. Ukawa, K. Nakamura, M. Hirata, A. Nagai, K. Matsuda, T. Ninomiya, Y. Kiyohara,
K. Muto, Y. Kamatani, Z. Yamagata, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative
Hospital, A. Tamakoshi, Demographic and lifestyle factors and survival among patients with
esophageal and gastric cancer: The Biobank Japan Project, J Epidemiol, (2017).

H. Yokomichi, A. Nagai, M. Hirata, Y. Kiyohara, K. Muto, T. Ninomiya, K. Matsuda, Y. Kamatani,



16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

A. Tamakoshi, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative Hospital, Z. Yamagata,
Serum glucose, cholesterol and blood pressure levels in Japanese type 1 and 2 diabetic patients:
BioBank Japan, J Epidemiol, (2017).

M. Hirata, Y. Kamatani, A. Nagai, Y. Kiyohara, T. Ninomiya, A. Tamakoshi, Z. Yamagata, M.
Kubo, K. Muto, T. Mushiroda, Y. Murakami, K. Yuji, Y. Furukawa, H. Zembutsu, T. Tanaka, Y.
Ohnishi, Y. Nakamura, G. BioBank Japan Cooperative Hospital, K. Matsuda, Cross-sectional
analysis of BioBank Japan clinical data: A large cohort of 200,000 patients with 47 common
diseases, J Epidemiol, (2017).

M. Hirata, A. Nagai, Y. Kamatani, T. Ninomiya, A. Tamakoshi, Z. Yamagata, M. Kubo, K. Muto,
Y. Kiyohara, T. Mushiroda, Y. Murakami, K. Yuji, Y. Furukawa, H. Zembutsu, T. Tanaka, Y.
Ohnishi, Y. Nakamura, G. BioBank Japan Cooperative Hospital, K. Matsuda, Overview of
BioBank Japan follow-up data in 32 diseases, J Epidemiol, (2017).

A. Nagai, M. Hirata, Y. Kamatani, K. Muto, K. Matsuda, Y. Kiyohara, T. Ninomiya, A. Tamakoshi,
Z. Yamagata, T. Mushiroda, Y. Murakami, K. Yuji, Y. Furukawa, H. Zembutsu, T. Tanaka, Y.
Ohnishi, Y. Nakamura, G. BioBank Japan Cooperative Hospital, M. Kubo, Overview of the
BioBank Japan Project: Study design and profile, J Epidemiol, (2017).

K. Nakamura, E. Okada, S. Ukawa, M. Hirata, A. Nagai, Z. Yamagata, Y. Kiyohara, K. Muto, Y.
Kamatani, T. Ninomiya, K. Matsuda, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative
Hospital, A. Tamakoshi, Characteristics and prognosis of Japanese female breast cancer patients:
The BioBank Japan project, J Epidemiol, (2017).

K. Nakamura, S. Ukawa, E. Okada, M. Hirata, A. Nagai, Z. Yamagata, T. Ninomiya, K. Muto, Y.
Kiyohara, K. Matsuda, Y. Kamatani, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative
Hospital, A. Tamakoshi, Characteristics and prognosis of Japanese male and female lung cancer
patients: The BioBank Japan Project, J Epidemiol, (2017).

A. Tamakoshi, K. Nakamura, S. Ukawa, E. Okada, M. Hirata, A. Nagai, K. Matsuda, Y. Kamatani,
K. Muto, Y. Kiyohara, Z. Yamagata, T. Ninomiya, M. Kubo, Y. Nakamura, G. BioBank Japan
Cooperative Hospital, Characteristics and prognosis of Japanese colorectal cancer patients: The
BioBank Japan Project, J Epidemiol, (2017).

S. Ukawa, K. Nakamura, E. Okada, M. Hirata, A. Nagai, Z. Yamagata, K. Muto, K. Matsuda, T.
Ninomiya, Y. Kiyohara, Y. Kamatani, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative
Hospital, A. Tamakoshi, Clinical and histopathological characteristics of patients with prostate
cancer in the BioBank Japan project, J Epidemiol, (2017).

S. Ukawa, E. Okada, K. Nakamura, M. Hirata, A. Nagai, K. Matsuda, Z. Yamagata, Y. Kamatani,
T. Ninomiya, Y. Kiyohara, K. Muto, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative
Hospital, A. Tamakoshi, Characteristics of patients with liver cancer in the BioBank Japan
project, J Epidemiol, (2017).

H. Yokomichi, A. Nagai, M. Hirata, Y. Kiyohara, K. Muto, T. Ninomiya, K. Matsuda, Y. Kamatani,
A. Tamakoshi, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative Hospital, Z. Yamagata,
Survival of macrovascular disease, chronic kidney disease, chronic respiratory disease, cancer
and smoking in patients with type 2 diabetes: BioBank Japan cohort, J Epidemiol, (2017).

H. Yokomichi, A. Nagai, M. Hirata, A. Tamakoshi, Y. Kiyohara, Y. Kamatani, K. Muto, T.
Ninomiya, K. Matsuda, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative Hospital, Z.



26.

(2) %

1.

(3)

Yamagata, Statin use and all-cause and cancer mortality: BioBank Japan cohort, J Epidemiol,
(2017).

H. Yokomichi, H. Noda, A. Nagai, M. Hirata, A. Tamakoshi, Y. Kamatani, Y. Kiyohara, K. Matsuda,
K. Muto, T. Ninomiya, M. Kubo, Y. Nakamura, G. BioBank Japan Cooperative Hospital, Z.
Yamagata, Cholesterol levels of Japanese dyslipidaemic patients with various comorbidities:
BioBank Japan, J Epidemiol, (2017).

B VURVTLERIT D AE - RAZ—JER

THIV 25 CEERGIRE : 7 AV AJFR EMFICOVT A, UHIZ, 5 30 Al H AT A X
T, TR 28411 H 24 H, [EA

THIV B#F % & 0 £ RMGOHERS M vy 7 2 )R, UEIZ., 5 30 BIH AT A X% Rk
28411 H 25 A, [EHN

KA DNA T —7 = 22 L2703 A DERUEERR O v RetE, 0 LA BT — . DARETS, F
Fi% 28 4 10 H 20 H,EN

T DIRMTIZ K DRBIEIE A T = X OB & ERILER, s — A FER R PG #
—alH . TR 28 45 11 H 29 A EH

AT BERT OBUR &G, 1 A B —. Prostate Cancer Symposium, PG 29 41 H 19
A, EN

Identification of disease susceptibility genes by genome wide association analyses, M,
Koichi Matsuda, IARI > 7R 7 A% 29 4 1 A 31 HJEWN

MER & DR « BAlxahtha ) 1920 2

7 LBEMENTIZ X DN VBB S T OBRR, DR HE— X —EREOEB T n ST
L R TYT A 2943 A 22 HEWN

(4) FrarHiRE
ML



(A4 )

I EAER
E

WFFERAJE RS

WFFERASEH 4 &

ATl ek K4

S TR N i
SR
BSR4 -
WFERRFE Sy s

ATl ek K4

[ 16kk0205011h0201]
Rk 294 4 H 28 H

Rk 28 A E 0 & OGEMF 2R BH O3 Rk R oW 5 E

(AAGE) HRY 7 MMEBRFET — X X— AR 2

(3% §&) Program for an Integrated Database of Clinical and Genomic
Information

(AAGE) HIVIEYUEIZBET DR T ) LMEWMT — 2 2 b L — Y OIS 24158

(& FE) Establishment of clinical genome data-storage on HIV-infected
individuals

(BATE) ESRRERET = R ¥ — Ly s—R REF B

(9 FB) Tetsuro Matano, Director, AIDS Research Center, National Institute

of Infectious Diseases

PR8I0 A1 H ~ Pk 2943 A 31 H

(AAEE) A RER Y > 2 =285 5 HIV EYE OIR S 7 57— 2 I

(& &) Clinical Genomic Database of HIV-infected Individuals at Nagoya
Medical Center

(HAEE) JSZATBOE NE S A R ER o 7 —
FRIRAITZE & o 2 —RRYL - SRERToEE R A i

¥ #E) National Hospital Organization Nagoya Medical Center Clinical

Research Center, Department Chief Yasumasa Iwatani

I FROME (RIEHERE)
WHIERASE KA | ENLRYYEMTTEAT - = A AbTet v & — - (REF  H1H] MFEATTE S 2 2,

I BRDIE~DFEEK
(1) =58 - HEEF BT omx—% (EWNEE 1 ., EEEE 7 1)
1. Nomaguchi M, Doi N, Sakai Y, Ode H, Iwatani Y, Ueno T, Matsumoto Y, Miyazaki Y, Masuda
T, Adachi A. Natural Single-Nucleotide Variations in the HIV-1 Genomic SAlprox Region Can
Alter Viral Replication Ability by Regulating Vif Expression Levels. J Virol. 2016, 90(9):4563-

78.

2. Hosaka M, Fujisaki S, Masakane A, Hattori J, Shiino T, Gatanaga H, Shigemi U, Okazaki R,
Hachiya A, Matsuda M, Ibe S, Iwatani Y, Yokomaku Y, Sugiura W; Japanese Drug Resistance
HIV-1 Surveillance Network Team. HIV-1 CRFO1_AE and Subtype B Transmission Networks
Crossover: A New AE/B Recombinant Identified in Japan. AIDS Res Hum Retroviruses.
2016, 32(5):412-9.



3. Pett SL, Amin J, Horban A, Iwatani Y, Yokomaku Y, Imamura J, et al.; Maraviroc Switch
(MARCH) Study Group. Maraviroc, as a Switch Option, in HIV-1-infected Individuals With
Stable, Well-controlled HIV Replication and Rb5-tropic Virus on Their First
Nucleoside/Nucleotide Reverse Transcriptase Inhibitor Plus Ritonavir-boosted Protease
Inhibitor Regimen: Week 48 Results of the Randomized, Multicenter MARCH Study. Clin
Infect Dis. 2016, 63(1):122-32.

4. Nakamura N, Kobayashi S, Minagawa H, Matsushita T, Sugiura W, Iwatani Y. Molecular
epidemiology of enteric viruses in patients with acute gastroenteritis in Aichi prefecture,
Japan, 2008/09-2013/14. J Med Virol. 2016, 88(7):1180-6.

5. Okada A, Iwatani Y. APOBEC3G-Mediated G-to-A Hypermutation of the HIV-1 Genome: The
Missing Link in Antiviral Molecular Mechanisms.  Front Microbiol. 2016, 7:2027.

6. HILRE, BAET, IHEEBM, MIE -7, WNIEORRS, JHEAS 7, @ILIES, A ATBES, W E,
REFFRR, BEIERRA, EHZUA, AR, JEBHIE, BFE A, BEREIT, KA, SRk
HIV-1 BRSNS T 20 A A D7 a7 7 A Vi, BATA X¥RiE. 2016,
8(2):154-162, 2016.

7. Baudi I, Iijima S, Chin'ombe, Mtapuri-Zinyowera S, Murakami S, Isogawa M, Hachiya A,
Iwatani Y, Tanaka Y. Molecular epidemiology of co-infection with hepatitis B virus and human
immunodeficiency virus (HIV) among adult patients in Harare, Zimbabwe. J Med Virol.
2017, 89(2):257-266.

8. Nakashima M, Tsuzuki S, Awazu H, Hamano A, Okada A, Ode H, Maejima M, Hachiya A,
Yokomaku Y, Watanabe N, Akari H, Iwatani Y. Mapping region of human restriction factor
APOBECS3H critical for interaction with HIV-1 Vif. J Mol Biol. 2017, 429(8):1262-1276.

(2) F2 - VURTVULEICBIT SO0« RAX —RFK

1. Structural features of the APOBEC3H region critical for HIV-1 Vif interaction, M5, Iwatani Y,
Cold Spring Harbor Laboratory Meetings & Courses Program(Retroviruse), 2016.5.24, [E4}.

2. APOBECS3H Region Critical for HIV-1 Vif Interaction:Implications for Virus-Host Coevolution, 7~
A & —,  Nakashima M, Tsuzuki S, Awazu H, Ode H, Maejima M, Hachiya A, Yokomaku Y, Iwatani
Y, 2016.9.8, [EHN.

3. Structural Characterization of the APOBEC3H region important for HIV-1 Vif interaction, 184,
Iwatani Y, Nakashima M, Tsuzuki S, Awazu H, Ode H, Maejima M, Okada A, Hamano A, Hachiya
A, Yokomaku Y, HA 71 /L 2A%4 2016.10.22, [EH.

4. COMPARATIVE ANALYSES OF HIV-1 AND HIV-2 INTEGRATION SITES, &A% —, KH#E,
JEEARSE, MEER, SR, RS, BURRETT, AR, AAY A L2542, 2016.10.23, [EHA.

5. A study on false-positive serological cases for HIV-2 in Japan, &~ A% —, FiEHEE, JHFLEA, HRA
A, SEES, SMER, S, HEE, ELRE, MK, 2L, SAERlT, SR, A
R ANV ANE:, 2016.10.23, [HA.

6. Novel Mutation Patterns in HIV-1 Integrase Conferring High-Level Resistance to the First-
generation Integrase Strand Transfer Inhibitors, 1 8H, Hachiya A, Nakashima M, Sakurai Y,
Shigemi U, Matsuda M, Okazaki R, Imamura J, Yokomaku Y, Iwatani Y, H AR D A /L A F 4,
2016.10.25, [EN.

7. Impact of HIV-1 Integrase L74/V75 Mutations in Clinical Isolates on Resistance to Second-
10



generation Integrase Strand Transfer Inhibitors, H8H, Hachiya A, Nakashima M, Sakurai Y,
Shigemi U, Matsuda M, Okazaki R, Imamura J, Yokomaku Y, Iwatani Y, % 2 [FIA&A IRCMS [ %
UMWY N 1T RIREAT A Xt 2 —, 2016.10.31, [EA.

8. 55 30 Bl H A=A X7%2x, EPHIH HIV/AIDS 22WHERIC 35 1 5 3EAMHE HIV-1 o®hin, F8E, iR
F, BRECr, MHEET, EREE, EITE 1, BRRETT, S0UEH, B 15 EHD U L EEYYE - E T 4
— 7 A, 2016.11.24, [HN.

9. BRI S R S B B A R £ 5 N7 7T Bvm S o o TRt O f A, 1
BH, MR, RS, P, EREE, MG, B, SFNEIE, BUERRTT, SR, &
30 [ H AT A X754%, 2016.11.24, EHN.

10. 77 7 7 7 ©VHAT R OBEB A S B S - otk B2 B, ngE, FAg -, A%,
e, EREE, MR, IHE B, SRR, MERIT, S0, 5 30 MAAT 4 X5,
2016.11.24, [EA.

11. HIV-1 VifPPLP 81k > APOBEC3 O3 iz 351F 24|, H8a, #REMTR, KR E, HE =7, [WH
T, FTEEEZIME, WARBCT, BRRRELT, AR, 5 30 Bl H AT A X4y, 2016.11.24, [EA.

12. [EEREEONREL HIE LTz RVT 7 I B ETH 7 A L AEEOH BT 53, D,
SEEPVE, IR, RS E T, TR, NEH WA, AR, SRR, RS, SRR, RR
&—, BRAERETT, 5 30 M H AT 1 X543, 2016.11.25, [EM.

138. APOBEC3H @ HIV-1 Vif &S OMEIELAI%E, N8, FEEZE, h e, Kms, EiE
-, EEAMGR, BTEHESE, WMEPM, SRR, BEREIT, SN, 5 30 FHAT A X%,
2016.11.25, [EA.

14. EAIZHEIT D HIV-2 Y0 B+ 2 AMNT, DA, AiEHEE, Hsps, AR -, SFE
5, SRR, RS, MEER, HILE, MR-, MEREIT, SREHE, 30 FHAT A ¥R,
2016.11.25, [EA.

15. APOBEC3G (Z & 5 HIV-1 G0 & SUSMBHEHN ok, ned, MEgm, My, pisfEE, K
Hithem, TAEE, BRESCT, BUERETT, A0uEHE, 55 30 Bl H AT A X742, 2016.11.26, [EN.

16. fit HIV FRIEIZI T 2 150 R iR Gl S B A O RGN 3 ~ OB B3 2 A28, NEE, Ki#m,
AR, ARARB T, MHER, SRS, PSMmE T, ELE, MIES T, BREr, SRR, 1M
TESE, /NEEH DI, BiFREAT, SO UHE, & 30 Bl AT X522, 2016.11.26, [EHA.

17. HIV RYYE BT 52 HIEE O & 2 SETIEFI O, NEE, PLemE 1, DN, aEHE, 48
IR, BRECr, ARV, BURRETT, & 30 [l 0 KT X522, 2016.11.26, [EHA.

18. HUEHF 12351 5 HIV-1 O 4y T FHIfENT, HEH, FAHEfn, HLEE, MRS, R8T, SRR,
REFEREAT, A UEHE, 25 30 Bl H AT 1 X2, 2016.11.26, [E/H.

19. 77777 €VIRERICHELT S HIV-L A V7 7 7 —VHEEOEEMNEANCEE T 28158, KA X —,
LR, BRECT, IR, RHEERN, SRR, SERETT, SN, H28.11.26, [EAN.

20. A WRERE X —IZBIT 5 FVT 77 VIGO0, RNAZ—, NEEnE, 7 L, 85
+, VRS, TR, NEH DI, SFHETR, BRET, AR, MAE—, BUERRTT, 5 30 [MIHA
T A R4y, H28.11.26, EHA.

21.Fke vy 7Ly hTFUX VP CRIEZEH LIZHIV-2 7 A NV AERITEEDORS, NA Y —, EFE, §i
eSS, BRI, SRR, MRECT, BURRETT, SONEHE, 5 30 [BI A AR A X4, H28.11.26,
.

22. LEEEANADHEICE -T2 34O HIV BEE D HRA T 2 Ratd 5, N2 2 —, REdh 1,

b, AIFFEE, WIILER, PERMET, BB, S0, MEETT, % 30 BIHAT A XF2,
11



H28.11.26, [EWN.

23. SREMENDME T U TS B A MIERIED AIDS BE L DT — Y 2 FEIC L 2D Y, KA
X —, FIREH, SFEE, MR, LR, PRMET, RS, SR, BUERRTT, 8 30
EH$I42%£Jﬂ&H2GIW

24. HIV BtEHE OZ BTN B L 5 2 2 WA OB R R & FO 7o ffdT, AR 2 —, fil ks

PR A R, TR, PSR T, AT, AR, BT, § 30 BIA AT A XERA,
H28.11.26, [FHIN.

(3) THEHE L OFY: - Bdfiefahitta) (x4 200 1A
1. THIV#"%5%"] (BMEECTHRS - B5 1 CTHD - IHENZFA L COA NV ADENE D) |
CERNEHE, KEAEESEER S 0T 0 7T A (EFEE - #2%) |, 2016/8/1, EW.
2. [=A REOBYIERIROHESN, W7 V7 ORBICAIELO0 2 ), KIEIREEA
SGH7m77A&%meum1k;o2m&mm&EW

(4) FrarHifE
AL

12



(A4 )

I EAER
E

WFFERAJE RS

WFFERASEH 4 &

ATl ek K4

S TR N i
SR
BSR4 -
WFERRFE Sy s

Pl el K4

[16kk0205011h0301]
Rk 2948 5 H 8 H

Rk 28 A E 0 & OGEMF 2R BH O3 Rk R oW 5 E

(RATE) BRKY ) DRI T — 4~ 2Bl B3

(& ZE)Program for an Integrated Database of Clinical and Genomic Information

(AAGE) HIV EYYEICBIT DR T ) LEHRT —# A b L— Y OWEIZET 208

(¥& EE) Establishment of clinical genome data—storage on HIV-infected individuals

(RAH) ESCRYSERFERT =1 Akt 7 —
(3

vt —F 1R

3E) Tetsuro Matano, Director, AIDS Research Center, National

]

Institute of Infectious Diseases

PR8I0 A1 H ~ Pk2943 A 31 H

(A AFE) HIV BH:EE¥E £ HAND (2 B85 2 W5t
(¥ EE) Studies on viral and host factors affecting HIV-associated

neurocognitive disorder

(AAEE) [ESrAE KRS
(3

WA INTIERT 2%
7&) Osaka University, Research Institute for Microbial Diseases,

Professor Tatsuo Shioda,

I FROME (RIEHERE)

MFEBRARTE S [ESERGYENTZERT « =4 Aitset o 2 — - (%8 19 ST 2 2R,
III. FREONE~DFREEK
(1) ek - Mo 5 c—% (EWNEE . ERSRE )

1. 72L

(2) %2« YURTYLFZRIT D00 « RAZ—HE

1. 72L

(3) TEERE DR « Hfrdahittz ) (x4 200 A

1. 72L
(4) Fririka

13



