
 

19. Pathogen Genomics Center 
 

1) I. Kukimoto, and M. Muramatsu. Genetic variations of 

human papillomavirus type 16: implications for cervical 

carcinogenesis. Japanese Journal of Infectious Diseases, 

68:169-175 (2015) 

2) I. Kukimoto, S. Mori, S. Aoyama, K. Wakae, M. 

Muramatsu, and K. Kondo. Hypermutation in the E2 gene 

of human papillomavirus type 16 in cervical 

intraepithelial neoplasia. Journal of Medical Virology, 

87:1754-1760 (2015) 

3) K. Wakae, S. Aoyama, Z. Wang, K. Kitamura, G. Liu, A. 

M. Monjurul, M. Koura, M. Imayasu, N. Sakamoto, M. 

Nakamura, S. Kyo, S. Kondo, H. Fujiwara, T. Yoshizaki, I. 

Kukimoto, K. Yamaguchi, S. Shigenobu, T. Nishiyama, 

and M. Muramatsu. Detection of hypermutated human 

papillomavirus type 16 genome by Next-Generation 

Sequencing. Virology, 485:460-466 (2015) 

4) Miyakawa K, Matsunaga S, Kanou K, Matsuzawa A, 

Morishita R, Kudoh A, Shindo K, Yokoyama M, Sato, H, 

Kimura H, Tamura T, Yamamoto N, Ichijo H, 

Takaori-Kondo A, Ryo A. ASK1 restores the antiviral 

activity of APOBEC3G by disrupting HIV-1 Vif-mediated 

counteraction. Nat. Commun., 6:6945, 2015. 

5) Lim HW, Kang SG, Ryu JK, Schilling B, Fei M, Lee IS, 

Kehasse A, Shirakawa K, Yokoyama M, Schnölzer M, 

Kasler HG, Kwon HS, Gibson BW, Sato, H, Akassoglou 

K, Xiao C, Littman DR, Ott M, Verdin E. SIRT1 

deacetylates RORγt and enhances Th17 cell generation. J. 

Exp. Med., 212(5):607-617, 2015. 

6) Lu Z, Yokoyama M, Chen N, Oka T, Jung K, Chang KO, 

Annamalai T, Wang Q, Saif LJ. Mechanism of cell culture 

adaptation of an enteric calicivirus, porcine sapovirus 

Cowden strain. J. Virol., 90(3):1345–1358, 2016. 

7) Yokoyama M, Nomaguchi M, Doi N, Kanda T, Adachi A, 

Sato, H. In silico Analysis of HIV-1 Env-gp120 Reveals 

Structural Bases for Viral Adaptationin 

Growth-Restrictive Cells. Front. Microbiol. 7:110, 2016. 

8) Sultana T, Nakayama EE, Tobita S, Yokoyama M, Seki Y, 

Saito A, Nomaguchi M, Adachi A, Akari H, Sato, H, 

Shioda T. Novel mutant HIV-1 strains with high degree of 

resistance to cynomolgus macaque TRIMCyp generated 

by random mutagenesis. J. Gen. Virol., 97(4):963-76, 

2016. 

9) Kotani O, Iwata-Yoshikawa N, Suzuki T, Sato Y, 

Nakajima N, Koike S, Iwasaki T, Sata T, Yamashita T, 

Minagawa H, Taguchi F, Hasegawa H, Shimizu H, Nagata 

N. Establishment of a panel of in-house polyclonal 

antibodies for the diagnosis of enterovirus infections. 

Neuropathology. 35(2):107-21, 2015. 

10) Kataoka C, Suzuki T, Kotani O, Iwata-Yoshikawa N, 

Nagata N, Ami Y, Wakita T, Nishimura Y, Shimizu H. The 

Role of VP1 Amino Acid Residue 145 of Enterovirus 71 

in Viral Fitness and Pathogenesis in a Cynomolgus 

Monkey Model. PLoS Pathog. 16;11(7):e1005033, 2015. 

11) Kotani O, Naeem A, Suzuki T, Iwata-Yoshikawa N, Sato 

Y, Nakajima N, Hosomi T, Tsukagoshi H, Kozawa K, 

Hasegawa H, Taguchi F, Shimizu H, Nagata N. 

Neuropathogenicity of Two Saffold Virus Type 3 Isolates 

in Mouse Models. PLoS One. 11(2):e0148184, 2016. 

12) Satowa Suzuki, Mamoru Ohnishi, Michiko Kawanishi, 

Masato Akiba and Makoto Kuroda Investigation of a 

plasmid genome database for colistin-resistance gene 

mcr-1. Lancet Infect Dis. 16(3):284-285, 2016 

13) Akifumi Yamashita, Tsuyoshi Sekizuka and Makoto 

Kuroda. VirusTAP: Viral Genome-Targeted Assembly 

Pipeline. Front. Microbiol. 7:32 2016. 

14) Tsuyoshi Sekizuka, Akifumi Yamashita, Yoshiro Murase, 

Tomotada Iwamoto, Satoshi Mitarai, Seiya Kato and 

Makoto Kuroda. TGS-TB: Total Genotyping Solution for 

Mycobacterium tuberculosis Using Short-Read 

Whole-Genome Sequencing. PLoS One. 10(11):e0142951, 

2015. 

15) Akiko Kinumaki, Tsuyoshi Sekizuka, Hiromichi Hamada, 

Kengo Kato, Akifumi Yamashita and Makoto Kuroda. 

Characterization of the gut microbiota of Kawasaki 

disease patients by metagenomic analysis. Front 

Microbiol. 6:824, 2015. 

16) Bin Chang, Akiyoshi Nariai, Tsuyoshi Sekizuka, Yukihiro 

Akeda, Makoto Kuroda, Kazunori Oishi and Makoto 

Ohnishi. Capsule Switching and Antimicrobial Resistance 

Acquired during Repeated Streptococcus pneumoniae 

Pneumonia Episodes. J Clin Microbiol. 

53(10):3318-3324, 2015.  

17) Tohru Daikoku, Yukari Oyama, Misako Yajima, Tsuyoshi 

Sekizuka, Makoto Kuroda, Yuka Shimada, Kazuhiko 

Takehara, Naoko Miwa, Tomoko Okuda, Tetsutaro Sata 

and Kimiyasu Shiraki. Identification of ribonucleotide 

reductase mutation causing temperature-sensitivity of 

herpes simplex virus isolates from whitlow by deep 



 

sequencing. Clin Case Rep. 3(6):461-7, 2015. 

18) Hirokazu Kimura, Mika Saitoh, Miho Kobayashi, 

Haruyuki Ishii, Takeshi Saraya, Daisuke Kurai, Hiroyuki 

Tsukagoshi, Komei Shirabe, Atsuyoshi Nishina, Kunihisa 

Kozawa, Makoto Kuroda, Fumihiko Takeuchi, Tsuyoshi 

Sekizuka, Hisanori Minakami, Akihide Ryo and Makoto 

Takeda. Molecular evolution of haemagglutinin (H) gene 

in measles virus. Sci Rep. 5:11648, 2015. 

19) Fumihiko Takeuchi, Tsuyoshi Sekizuka, Yumiko 

Ogasawara, Hiroshi Yokoyama, Ryoma Kamikawa, Yuji 

Inagaki, Tomoyoshi Nozaki, Yoshiko Sugita-Konishi, 

Takahiro Ohnishi and Makoto Kuroda. The Mitochondrial 

Genomes of a Myxozoan Genus Kudoa are Extremely 

Divergent in Metazoa. PLoS One. 10(7):e0132030, 2015 

20) Fumihiko Takeuchi, Yumiko Ogasawara, Kengo Kato, 

Tsuyoshi Sekizuka, Tomoyoshi Nozaki, Yoshiko 

Sugita-Konishi, Takahiro Ohnishi and Makoto Kuroda. 

Genetic variants of Kudoa septempunctata (Myxozoa: 

Multivalvulida), a flounder parasite causing foodborne 

disease. Journal of Fish Diseases. 667-72, 2016 

21) Akifumi Yamashita, Tsuyoshi Sekizuka and Makoto 

Kuroda. GcoGSA-BA: A Global Core Genome SNP 

Analysis for Bacillus anthracis. Health Security. 13(1) 

64-68, 2015. 

22) Ken-ichi Lee, Masahiro Kusumoto, Tsuyoshi Sekizuka, 

Makoto Kuroda, Ikuo Uchida, Taketoshi Iwata, Susumu 

Okamoto, Kimiko Yabe, Takashi Inaoka and Masato 

Akiba. Extensive amplification of GI-VII-6, a multidrug 

resistance genomic island of Salmonella enterica serovar 

Typhimurium, increases resistance to extended-spectrum 

cephalosporins. Front Microbiol. 6:78, 2015 

23) Shinichiro Shibata, Tsuyoshi Sekizuka, Akari Kodaira, 

Makoto Kuroda, Kei Haga, Yen Hai Doan, Reiko 

Takai-Todaka, Kazuhiko Katayama, Takaji Wakita, 

Tomoichiro Oka and Hiroyuki Hirata. Complete Genome 

Sequence of a Novel GV.2 Sapovirus Strain, NGY-1, 

Detected from a Suspected Foodborne Gastroenteritis 

Outbreak. Genome Announc. e01553-14, 2015 

24) Kouji Sakai, Tsuyoshi Sekizuka, Yasushi Ami, Noriko 

Nakajima, Minori Kitazawa, Yuko Sato, Katsuhiro 

Nakajima, Masaki Anraku, Toru Kubota, Katsuhiro 

Komase, Kazuaki Takehara, Hideki Hasegawa, Takato 

Odagiri, Masato Tashiro, Makoto Kuroda and Makoto 

Takeda. A Mutant H3N2 Influenza Virus Uses an 

Alternative Activation Mechanism in TMPRSS2 

Knockout Mice by Loss of an Oligosaccharide in the 

Hemagglutinin Stalk Region. J Virol. 5154-5158, 2015  

25) Makoto Kuroda, Shoichi Niwa, Tsuyoshi Sekizuka, 

Hiroyuki Tsukagoshi, Masaru Yokoyama, Akihide Ryo, 

Hironori Sato, Naoko Kiyota, Masahiro Noda, Kunihisa 

Kozawa, Komei Shirabe, Takashi Kusaka, Naoki Shimojo, 

Shunji Hasegawa, Kazuko Sugai, Masatsugu Obuchi, 

Masato Tashiro, Kazunori Oishi, Haruyuki Ishii and 

Hirokazu Kimura. Molecular evolution of the VP1, VP2, 

and VP3 genes in human rhinovirus species C. Sci Rep. 

5:8185, 2015. 

26) Nagasawa K, Hirano E, Kobayashi M, Ryo A, Oishi K, 

Obuchi M, Ishiwada N, Noda M, Kuroda M, Shimojo N, 

Kimura H. Molecular evolution of the hypervariable 

region of the attachment glycoprotein gene in human 

respiratory syncytial virus subgroup B genotypes BA9 

and BA10. Infect Genet Evol. 2015 Dec;36:217-23. doi: 

10.1016/j.meegid.2015.09.020. Epub 2015 Sep 25. 

PubMed PMID: 26408340.    

27) Kobayashi M, Yoshizumi S, Kogawa S, Takahashi T, Ueki 

Y, Shinohara M, Mizukoshi F, Tsukagoshi H, Sasaki Y, 

Suzuki R, Shimizu H, Iwakiri A, Okabe N, Shirabe K, 

Shinomiya H, Kozawa K, Kusunoki H, Ryo A, Kuroda M, 

Katayama K, Kimura H. Molecular Evolution of the 

Capsid Gene in Norovirus Genogroup I. Sci Rep. 2015 

Sep 4;5:13806. doi: 10.1038/srep13806. PubMed PMID: 

26338545; PubMed Central PMCID: PMC4559769.  


