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Occurrence of Epuraea muehli Reitter (Coleoptera,
Nitidulidae) in Japan

Sadatomo Hisamatsu

Epuraea muehli Reitter is recorded from Japan for the first
time and is redescribed. Dorsal habitus, male genitalia, and
other important diagnostic characters of the species are
illustrated.
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Phylogeny and Immunoreactivity of Norovirus GII.P16-
Gll.2, Japan, Winter 2016-17.

Nagasawa K, Matsushima Y, Motoya T, Mizukoshi F, Ueki
Y, Sakon N, Murakami K, Shimizu T, Okabe N, Nagata N,
Shirabe K, Shinomiya H, Suzuki W, Kuroda M, Sekizuka T,
Ryo A, Fujita K, Oishi K, Katayama K, Kimura H.

During the 2016-17 winter season in Japan, human
norovirus GII.P16-GII.2 strains (2016 strains) caused large
outbreaks of acute gastroenteritis. Phylogenetic analyses
suggested that the 2016 strains derived from the GII.2 strains
detected during 2010-12. Immunochromatography between
2016 strains and the pre-2016 GIIL.2 strains showed similar
RNA-dependent RNA

immunoreactivity;  norovirus;

reactivity. Keywords: Japan;

polymerase;  capsid,;
phylogeny; viruses; winter

Emerg Infect Dis. 24(1):144-148(2018)

Genetic Analysis of Human Norovirus Strains in Japan
in 2016-2017.

Nagasawa K, Matsushima Y, Motoya T, Mizukoshi F, Ueki
Y, Sakon N, Murakami K, Shimizu T, Okabe N, Nagata N,
Shirabe K, Shinomiya H, Suzuki W, Kuroda M, Sekizuka T,
Suzuki Y, Ryo A, Fujita K, Oishi K, Katayama K, Kimura H.

In the 2016/2017 winter season in Japan, HuNoV GII.P16-
GIL.2 strains (2016 strains) emerged and caused large
outbreaks of acute gastroenteritis. To better understand the
outbreaks, we examined the molecular evolution of the VP1
gene and RdRp region in 2016 strains from patients by
studying their time-scale evolutionary phylogeny,
positive/negative selection, conformational epitopes, and
phylodynamics. The time-scale phylogeny suggested that the
common ancestors of the 2016 strains VP1 gene and RdRp
region diverged in 2006 and 1999, respectively, and that the
2016 strain was the progeny of a pre-2016 GIL.2. The
evolutionary rates of the VP1 gene and RdRp region were
around 10-3 substitutions/site/year. Amino acid substitutions

(position 341) in an epitope in the P2 domain of 2016 strains

were not found in pre-2016 GIL.2 strains. Bayesian skyline
plot analyses showed that the effective population size of the
VP1 gene in GIL.2 strains was almost constant for those 50
years, although the number of patients with NoV GIL.2
increased in 2016. The 2016 strain may be involved in future
outbreaks in Japan and elsewhere.

Front Microbiol. 18;9:1. eCollection 2018(2018)

Molecular Evolution of the RNA-Dependent RNA
Polymerase and Capsid Genes of Human Norovirus
Genotype Gll.2 in Japan during 2004-2015

Fuminori Mizukoshi, Koo Nagasawa, Yen H. Doan, Kei
Haga, Shima Yoshizumi, Yo Ueki, Michiyo Shinohara,
Mariko Ishikawa, Naomi Sakon, Naoki Shigemoto, Reiko
Okamoto-Nakagawa, Akie Ochi, Koichi Murakami, Akihide
Ryo, Yoshiyuki Suzuki, Kazuhiko Katayama and Hirokazu

Kimura.

Human norovirus (HuNoV) is a major causative agent of
acute gastroenteritis in human worldwide. GII.2 is one of the
most predominant genotype. Thus, 51 GII.2 HuNoV strains
collected during the period of 2004-2015 in Japan were
analyzed. The full-length GIL.2 RNA-dependent RNA
polymerase (RARp) and capsid (VP1) gene sequences were
performed using next-generation sequencing. Based on the
gene sequences, the time-scale phylogenetic trees were
constructed by Bayesian Markov chain Monte Carlo
methods and showed that the RdRp and VP1 genes evolved
independently. Four genotypes of GII.2 were detected. A
common ancestor of the GII.2 VP1 gene existed until about
1956. The evolutionary rates of the genes were high.
Moreover, the VP1 gene evolution may depend on the RARp
gene. These results suggest that transfer of the RARp gene
accelerated the VP1 gene evolution of HuNoV genotype
GIl.2 and that the
(polymerase) and ORF2 (capsid) might promote changes of
GII.2 antigenicity.
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FIERF 2T A H
TR RS BT ST

X W7 %~ % AA Cybocephalus (Cybocephalus)
politissimus Reitter, 1898 (%, I—rw X, ro 7 (U7,
MRS, FE (LHRE), B, ARG, UE,
I, PP DRSSV TS, LB I TARZ fERR L
ToDOTREERLT.

Sayabane, New Series, (27): 28(2017)

First Author

Monitoring of antimicrobial resistance in bacteria of food
origin: especially about Sa/monella spp.

Ehime Prefectural Institute of Public Health and
Environmental Science

OHiroto Shinomiya

Accurate understanding of the antimicrobial resistance
(AMR) ecosystem is essential to control the transmission
pathways of AMR. Data on AMR in bacteria of food origin
have been collected by prefectural and municipal public
health institutions. In total, 917 Salmonella isolates were
collected from samples of patients and foods in 2015 and
2016. Subjection of the isolates to antimicrobial sensitivity
testing using 18 kinds of antimicrobials revealed that 42.4%
of 651 isolates from patients and 89.8% of 266 isolates from
foods showed resistance to more than one antimicrobial drug.
Regarding multidrug resistance, most isolates from both
patients and foods showed resistance to 3 kinds of drugs, and
6 isolates from patients and 22 isolates from foods showed
resistance to 6 to 10 kinds of drugs. Importantly, overall
profiles of the antimicrobial susceptibility testing results of
the isolates to 18 kinds of drugs were very similar between
those from patients and foods. Moreover, in a comparison
between two groups of serotypes in the patient-derived
isolates, those present in and absent from food, resistance to
more than one drug was found in 56.7% of the former and in
23.1% of the latter serotype, suggesting a causal connection
between isolates from humans and foods. To our knowledge,
this is the first study of an organized nationwide survey of
AMR in bacteria of food origin.
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