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A revision of Japanese Epuraeinae (Coleoptera,
Nitidulidae). Part I FEpuraea Subgenera: Dadopora

Thomson, Epuraea Erichson, and Epuraeanella Crotch.

Sadatomo Hisamatsu (Biodiversity Center, Ehime
Prefectural Institute of Public Health and Envireamial
Science)

Three subgenera oEpuraea: Dadopora Thomson,
Epuraea Erichson, andpuraeandla Crotch, are revised for
Japan. Thirty-six species are recognized. Thevialig six
are new records for Japalpuraea (Epuraea) laferi
Kirejtshuk; E. (E) mdina Erichson; E. (E.) pygmaea
(Gyllenhal); E. (E.) quadrangula Motschulsky; E. (E.)
reichardti Sjoberg; andE. (Dadopora) vicaria Kirgjtshuk &
Kvamme. The following species are synonymizEdiE.)
hisamatsui Nakane withE. (E.) rufomarginata (Stephens)
syn. nov.; andE. (E.) alpicola Nakane withE. (E.)
terminalis (Mannerheim) syn. nov. The following two
species are removed from the Japanese falha:



(Dadopora) fusdcoollis (Stephens) ance. (E.) longula
Erichson; the former was erroneously recordedEas

[fthEEFeREMX (FTE A First Author LI5}) ]

fusdoollis (Stephens, 1835) by Kashizaki & Hisamatsu Molecular Evolution of the Capsid Gene in Norovirus

(2011), and the latter is correctedRas(E.) pseudorapax
Kirejtshuk. The following three species are destilas
new: E. (E) apicidara sp. nov.;E. (E) canmura sp. nov,;

Genogroup L.

Kobayashi M, Yoshizumi S, Kogawa S, Takahashi T,iUek

and E. (E) foramina sp. nov. Dorsal habitus, antenna, Y, Shinohara M, Mizukoshi F, Tsukagoshi H, Sasaki Y

protibia, male and female genitalia, internal sderges of
male genitalia, and other important diagnostic attars of
all species are illustrated. Keys are presentdtptoaeinae
tribes, genera, subgenera, dfolraea species of in the
following and

subgenera: Dadopora, Epuraes,

Epuraeanela.

Zootaxa, 4080(1): 1-100 (2016)
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Suzuki R, Shimizu H, Iwakiri A, Okabe N, Shirabe K,
Shinomiya H, Kozawa K, Kusunoki H, Ryo A, Kuroda M,
Katayama K, Kimura H.

We studied the molecular evolution of the capsitege
all genotypes (genotypes 1-9) of human norovirusviN
genogroup |. The evolutionary time scale and ragzew
estimated by the Bayesian Markov chain Monte Carlo
(MCMC) method. We also performed selective pressure
analysis and B-cell linear epitope prediction ia teduced
NoV Gl capsid protein. Furthermore, we analysed the
effective population size of the virus using Bagesskyline
plot (BSP) analysis. A phylogenetic tree by MCM@wiad
that NoV Gl diverged from the common ancestor oWNo
Gll, Glll, and GIV approximately 2,800 years agothwi
rapid evolution (about 10-3 substitutions/site/ye&ome
positive selection sites and over 400 negativectatesites
were estimated in the deduced capsid protein. Many
epitopes were estimated in the deduced virus capsid
proteins. An epitope of GlL.1 may be associated with
histo-blood group antigen binding sites (Ser37H3P8,
and Ser380). Moreover, BSP suggested that the atidapt
of NoV Gl strains to humans was affected by natural
selection. The results suggested that NoV Gl straiolved
rapidly and date back to many years ago. Additigntie
virus may have undergone locally affected natusl@csion
in the host resulting in its adaptation to humans.

Scientific Reports 4;5:13806(2015)

Listeria arpJ gene modifies T helper type 2 subset

differentiation.

Kanoh M, Maruyama S, Shen H, Matsumoto A, Shinomiya
H, Przybilla K, Gouin E, Cossart P, Goebel W, Asano

Background: Although the T cell subset differentiation



pathway has been characterized extensively fronvitve

of host gene regulation, the effects of genes®ptthogen
on T cell subset differentiation during infectioava yet to
be elucidated. Especially, the bacterial genes trat
responsible for this shift have not yet been deitesth

Methods Utilizing a single gene mutation Listeria panel,

SFTSV samples in Japan were newly determined Hirect
from the patients' serum samples. In additionsttpiences
of 7 strains isolated in vitro were determined eathpared
with those in the patients' serum samples. Mora 8@
strains that were identified in China, 1 strairsouth Korea,
and 50 strains in Japan were phylogenetically aedlyThe

we investigated genes involved in the host-pathogerviruses were clustered into 2 clades, which wersistent

interaction that are required for the initiationTo€ell subset
differentiation in the early phase of pathogenctite.

with the geographic distribution. Three strainsiified in
Japan were clustered in the Chinese clade, andathsst

Results: We demonstrate that the induction of Thl and Th2identified in China and 26 in South Korea were telted in

subsets are separate phenomena and are mediated thg Japanese clade. Two clades of SFTSV may have

distinct Listeria genes. We identified several ddaid
Listeria genes that appear to be involved in the-histeria
interaction. Among them, arpJ is the strongest icaibel
gene for inhibiting Th2 subset induction. Furtheredhe
analysis utilizing arpJ-deficient Lm revealed thiz TNF
super family (Tnfsf) 9- TNF receptor super famifn{rsf)
9 interaction inhibits the Th2 response during ifection.

evolved separately over time. On rare occasiorsyithses

were transmitted overseas to the region in whialses of

the other clade were prevalent.
Journal Infection Disease.
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Conclusion: arpJ is the candidate gene for inhibiting Th2 T LC/MS/MS —F 9T DZ L4514

cell subset induction. The arpJ gene product infles the
expression of Tnfsf/Tnfrsf on APCs and inhibits T T
cell subset differentiation during Listeria infecti

Journal Infectious Disease. 212(2):223-33(2015)

Phylogenetic and Geographic Relationships of Severe
Fever With Thrombocytopenia Syndrome Virus in China,

South Korea, and Japan

Yoshikawa T, Shimojima M, Fukushi S, Tani H, Fukufa
Taniguchi S, Singh H, Suda Y, Shirabe K, Toda $n8hu
Y, Nomachi T, Gokuden M, Morimitsu T, Ando K,
Yoshikawa A, Kan M, Uramoto M, Osako H, Kida K,
Takimoto H, Kitamoto H, Terasoma F, Honda A, Ma&da
Takahashi T, Yamagishi T, Oishi K, Morikawa S, 8.

Severe fever with thrombocytopenia syndrome (SRI'S)
a tick-borne acute infectious disease caused bySHES

virus (SFTSV). SFTS has been reported in ChinattSou

Korea, and Japan as a novel Bunyavirus. Althoughrae
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been performed, the information obtained was lidjite
because the analyses included no or only a smailbauof
SFTSV strains from Japan. The nucleotide sequesfcés
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