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A confirmation of sapovirus re—infection gastroenteritis cases with different
genogroups and genetic shifts in the evolving sapovirus genotypes, 2002-2011

Seiya Harada, Tomoichiro Oka™, Eisuke Tokuoka, Naoko Kiyota, Koichi Nishimura™,
Yasushi Shimada™, Takehiko Ueno™, Shigeru Ikezawa™, Takaji Wakita™®, Qiuhong
Wang™?, Linda J. Saif %, and Kazuhiko Katayama™

Archives of Virology, 157, 1999-2003 (2012)

At present, there is no clear evidence for gastroenteritis cases caused by re-infection with SaV. We
found that two individuals were sequentially infected with SaVs of two different genogroups and had
gastroenteritis after each infection, although in one of the subsequent cases, both SaV and norovirus
were detected. We also found a genetic shift in SaV's from gastroenteritis outpatients in the same
geographical location. Our results suggest that protective immunity may be at least
genogroup-specific for SaV.

“! Department of Veterinary Preventive Medicine, Food Animal Health Research Program,
Ohio Agricultural Research and Development Center, The Ohio State University, 2 Present
Address : Division of Pharmacology, Department of Health and Social Services, Kumamoto
Prefectural Government, “*Shimada Children’s Clinic, Kumamoto, *Ueno Pediatric Clinic,
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Follow—up survey of Japanese encephalitis virus infection in Kumamoto Prefecture,
South—West Japan: status during 2009-2011

Eiji Konishi™*™", Yoko Kitai*, Koichi Nishimura , and Seiya Harada

Japanese Journal of Infectious Diseases, 65, 448-450 (2012)

The present follow-up survey in Kumamoto Prefecture during the 2009-2011 period found that
annual infection rates estimated by NS1 antibody prevalence and the percentage of population that
was neutralizing antibody- positive but had no history of JE vaccination were similar to those
obtained in 2004—-2008 in the same prefecture. Although correlations were not always observed
among the yearly JE incidence, JEV antibody prevalence in swine , and annual infection rates
estimated in this study, these results provide strong evidence of continuous JEV circulation in
Kumamoto and suggest a recent exposure of the human population in south-west Japan to JEV
infection.
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Molecular and serological investigation of Leptospira and leptospirosis in dogs in
Japan.

Nobuo Koizumi™, Maki Mizutani Muto™, Shigehiro Akachi, Shou Okano™, Seigo
Yamamoto ™, Kazumi Horikawa ™, Seiya Harada, Sadayuki Funatsumaru™®, and Makoto
Ohnishi™*

Journal of Medical Microbiology, 62, 630-636 (2013)

Among 283 clinically suspected cases of canine leptospirosis diagnosed from August 2007 to
March 2011 in Japan, 83 cases were laboratory diagnosed as leptospirosis by blood culture, a rise in
antibody titres in paired sera using a microscopic agglutination test (MAT) and/or DNA detection
using flaB-nested PCR. The infected dogs comprised hunting dogs (31 dogs) and companion animals
(50 dogs) and two unknown; 63.4% of the infected dogs were males. The mortality rate was 53.2%.
A rise of at least fourfold in MAT titre was detected in 30 dogs whose paired serum samples were
obtained, and the predominant reactive serogroup was Hebdomadis (53.3 %), followed by Australis
(16.7%) and Autumnalis (16.7 %).

“IDepartment of Bacteriology 1, National Institute of Infectious Diseases, ““Mie Prefecture
Health and Environment Research Institute, *Okinawa Prefectural Institute of Health and
Environment, “*Miyazaki Prefectural Institute for Public Health and Environment, °Fukuoka
Institute of Health and Environmental Sciences, °Saga Prefectural Institute of Public Health
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Molecular epidemiology of the attachment glycoprotein (G) gene in
respiratory syncytial virus in children with acute respiratory infection
in Japan in 2009/2010.

Ayako Yoshida™, Naoko Kiyota, Miho Kobayashi?, Koichi Nishimura™, Rika
Tsutsui ", Hiroyuki Tsukagoshi 2, Eiko Hirano™, Norio Yamamoto °, Akihide Ryo ®,
Mika Saitoh?, Seiya Harada, Osamu Inoue ™, Kunihisa Kozawa ", Ryota Tanaka™’,
Masahiro Noda®, Nobuhiko Okabe™, Masato Tashiro ™, Katsumi Mizuta™, and
Hirokazu Kimura™?™®

Journal of Medical Microbiology, 61, 820-829(2012)
This study performed a detailed genetic analysis of the glycoprotein (G) gene of respiratory

syncytial virus (RSV) detected in 50 Japanese children with acute respiratory infection (ARI) in the
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2009/2010 season. A phylogenetic tree constructed by the neighbour-joining method showed that 34
and 16 of the RSV strains could be classified into subgroups A and B, respectively. Strains
belonging to subgroups A and B were further subdivided into GA2 and BA, respectively. The
nucleotide and deduced amino acid sequence identities were relatively high among these strains
(>90 %). The deduced amino acid sequences implied that a relatively high frequency of amino acid
substitutions occurred in the C-terminal 3rd hypervariable region of the G protein in these strains. In
addition, some positively selected sites were estimated. The results suggest that RSV with genotypes
GAZ2 and BA was associated with ARI in Japanese children in 2009/2010.
“LAomori Prefectural Institute of Public Health and Environment, “*Gunma Prefectural Institute
of Public Health and Environmental Sciences, “*Department of Health and Social Services,
Pharmaceutical Affairs Division, Kumamoto Prefectural Government, “Fukui Prefectural
Institute of Public Health and Environmental Science, “Influenza Virus Research Center and
Infectious Disease Surveillance Center, National Institute of Infectious Diseases, “°Yokohama
City University Graduate School of Medicine, ~Institute of Medical Sciences, Kyorin
University, “®Infectious Disease Surveillance Center, National Institute of Infectious Diseases,
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Genetic analysis of the VP4/VP2 coding region in human rhinovirus species
C in patients with acute respiratory infection in Japan.

Naoko Kiyota, 1zumi Kushibuchi™, Miho Kobayashi, Hiroyuki Tsukagoshi™?, Akihide
Ryo "3, Koichi Nishimura™, Asumi Hirata-Saito™, Seiya Harada, Mika Arakawa 2,
Kunihisa Kozawa 2, Masahiro Noda ", and Hirokazu Kimura™

Journal of Medical Microbiology, 62, 610-617(2013)

Detailed genetic analysis was carried out of the VP4/VP2 coding region in human rhinovirus
species C (HRV-C) strains detected in patients with acute respiratory infection in Japan.
Phylogenetic trees were constructed by the neighbour-joining (NJ) and maximum-likelihood (ML)
methods. The NJ phylogenetic tree assigned 11 genotypes to the present strains, whilst the ML tree
showed that the strains diversified sometime in the early 1870s. Moreover, the pairwise distance
among the present strains was relatively long, and the rate of molecular evolution of the coding
region was rapid (3.07x107® substitutions per site per year). The results suggest that the present
HRV-C strains have a wide genetic divergence and a unique evolutionary timescale.
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Determination of Nitenpyram and Its Metabolites in Agricultural Products by Using
Hydrophilic Interaction Liquid Chromatography-Tandem Mass Spectrometry
Tatsuo Yoshida, Hiroshi Murakawa, and Kei Toda™
Journal of Pesticide Science, 38, 27-32 (2013)
A simple and rapid method for the measurement of a neonicotinoid pesticide, nitenpyram, and its

metabolites, CPMA and CPMF, was investigated. The three compounds were determined
individually and simultaneously by simple ultrasonic extraction followed by hydrophilic interaction
liquid chromatography — tandem mass spectrometry (HILIC-MS/MS). Good chromatograms were
obtained using a non-modified silica gel column. The calibration curves were straight (R? > 0.999)
for each compound; they were 0.002—2 mg/kg for 5 g of agricultural product sample with limits of
detection (S/N=3) of 0.24—0.36 ug/kg (nitenpyram), 0.12—0.19 pg/kg (CPMA), and 0.13—0.18
ug/kg (CPMF). Good recoveries were obtained for sweet pepper, mandarin orange, onion, and
brown rice (93.0—106.6% in recovery). For contaminated samples, data by the presented method
agreed well with nitenpyram data by HPLC-UV and the total of CPMA and CPMF by derivatization
followed by gas chromatography — flame thermionic detection.

“'Department of Chemistry, Kumamoto University
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