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TGGAATTTGCGACTGAGAAGTCAT TTAC( AATACGCTGGGATGGCCGGATTTCAGCCA
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GAGATAAGTGCGCCATTGTGGCTGTCAATTCGTTTTGTTTAGCTCTTCCTGATTTTCTTCTTGCCTGGGA
GAACTGGC) LT2& 1HEhE Ly [GGATCCAGAGGAGCTGCGTCCGGCATCAGAGTAACATTCCGCATGG
TGEe AGATCATTCTGCATA AATTCTGTTCGTTTAAGTATTTTAGGTACGGCTGAGATAGCGTGGT

TTGAACCATCAGAACAATTAAAATCTACACCCGCAAAGGCTCGCTTTAGCGAGCCTTTGCGGGCGGCATT
TCTGGATAATTATCCATGAAAGCCTCACCAGAGATGTAAAAGAATCCTTCCTGCCGCGGCATTCTCTGGA
CAATATTTTCCCAATCTTCTGATGCTCATGAAACCGCATACTGCATCATGATAATAAAGTTATTTATTAT
CAATGAATTATGCGGATTAAATCAGCTTGACCATCGCATCAACAATGCTATTTTTACGGTAACTGCCGCA
GTCCTGGGACTGCACCCGAGACAGCCACGACCTTAGAGGACTGTGCCTGGCTGCTATGTCAGGTTGGTCA
AGCCCTTAACCCCGCAAGCCGGACAATACGGCGGGGGCGTCTCTGACGCAGTCCGGTCGTTGTTGCTGCT
ATAACCTGTGCCAGTAAGAGGCAGGTTGGTACCGCCTCTTTAGACGGAGCGTATCTCTGCGCCAGTAAAC
AGGTTGCCTGAAACGGCGGCGCGTCACTTTGGAGGCGAAGCAAAACARAAGTGACGCCGACGCACACCGCT
GCGCCAGCCGCCGTCTTATCAGGCTTATCGTTGTATTAACCCTCTGACGCCATCATTTCTGCGTCAARAA
GATAACAAGGAGGAATGAACAGTACCGGAGGCGGACCACGACGATCCGGGGGCATCCCTGCTGAGGCAGG
CGGCCTGCACACCGTGCAGTACCGTACCCCACCAGGCACTGTTGCAAAGTTAGCGATGAGGCAGCCTTTT
GTCTTATTCAAAGGCCTTACATTTCAAAAACTCTGCTTACCAGGCGCATTTCGCCCAGGGGATCACCATA
ATAAAATGCTGAGGCCTGGCCTTTGCGTAGTGCACGCATCACCTCAATACCTTTGATGGTGGCGTAAGCC
GTCTTCATGGATTTAAATCCCAGCGTGGCGCCGATTATCCGTTTCAGTTTGCCATGATCGCATTCAATCA
CGTTGTTCCGGTACTTAATCTGTCGGTGTTCAACGTCAGACGGGCACCGGCCTTCGCGTTTGAGCAGAGC
\TCGCGGGATCTGCCACTTCTTCACGTTG
CGACGGGAGGAGAGATAAAAATCGACAG
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CCGGCCTTTGAATGGGTTCATGTGCAGCTCCATCAGCARAAGGGGATGATAAGT TTATCACCACCGACTA
T ECAACAGTGEEAT CAATACTACTCCCTACGT TTCCCGTTACCT TGCTGTCGGTACGTTTACCTCATT
GTCTGAAAGGTTATTTGCGAAGTTATCATTAATAATCCACGGGCGTCTGETATGCGAATCCAGTTCCCCA
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Aviv G et al., A unique megaplasmid contributes to stress tolerance and
pathogenicity of an emergent Salmonella enterica serovar Infantis strain.

A

gacEAat
tnpM intl1 aadA1 sultorf5 istB istA orfAB tniB  tniA uf2ED merA CPTR

tpnA tetR tetA pecM tnpAtnpR

B ‘ pESI

ybtX  ybtP yotT
pqaA ybtS ybtQ ybtA im2 i ybtU ybtE psn ampD megl yhaO

ybtS  ybtQ ybitA i i ybtU ybtE psn

2 kb X ybtP T
”» Y Y. pestis ybt i



%4 S. Infantis ¥RIZH T3 ip2 BIzFHRE EEFIMEEDFERS

NOSRITLE  mHoOmE A inp2 8"
D5 R5—1 BE - no
55252 B - o
p5R8—3  BES B0 - o
D5 R5—4 BAES - no

ABPC, KM, SM,

H5RH—5 BE14, BM29 TC. ST

yes

* PCRIZ&A&H



M RSO TATIZR 2 — KR



MFERROTATICE T 5 —R*

EEL AL A R4 REMEE | BE—V HRREE
Sasaki K, Toda S, Analysis of Cytokine. | 63(2):194-200. | 2013
Shirabe K, Takahara M, bronchoalveolar lavage
Harada S, Morishima T, fluid in a mouse model
Ichiyama T. of bronchial asthma and
HINT 2009 infection.
Tsukagoshi H, Yokoi H, | Genetic analysis of Microbiol | 57(9):655-9. 2013
Kobayashi M, attachment glycoprotein | Immunol.
Kushibuchi I, Okamoto (G) gene in new
-Nakagawa R, Yoshida genotype ON1 of human
A, MoritaY, NodaM, | respiratory syncytial
Yamamoto N, Sugai K, virus detected in Japan.
Oishi K, KozawaK,
KurodaM, Shirabe K,
Kimura H.
Niwa S, Tsukagoshi H, Triplex real-time Microbiol | 58(1):68-71 2014
Ishioka T, Sasaki, polymerase chain Immunol.
Yoshizumi M, Moritay, | reaction assay for
Kimura H, Kozawa K. detection and
quantification of
norovirus (GI and GII)
and sapovirus.
Miyaji Y, Kobayashi M, Severity of respiratory Microbiol | 57(12):811-21. | 2013
Sugai K, Tsukagoshi H, signs and symptoms and | Immunol.
Niwa S, Fujitsuka-Nozawa | virus profiles in
A,NodaM, KozawakK, Japanese children with
Yamazaki F, Mori M, acute respiratory illness.
Yokota S, Kimura H.
Tsulkcagoshi H, Ishioka T, Molecular epidemiology | Front 12;4:278. 2013
Noda M, Kozawa K, of respiratory viruses in | Microbiol

Kimura H.

virus-induced asthma.




Ishioka T, Yamada Y, Elevated macrophage Int Arch 161 Suppl 2013
Kimura H, Yoshizumi M, | inflammatory protein Allergy 2:129-37.
Tsukagoshi H, Kozawa la and interleukin-17 Immunol.
K, Maruyama K, Hayashi | production in an
Y, Kato M. experimental asthma
model infected with
respiratory syncytial
virus.
Kushibuchi I, Kobayashi | Molecular evolution of Infect 18:168-73. 2013
M, Kusaka T, Tsukagoshi | attachment glycoprotein Genet
H, Ryo A, Yoshida A, (G) gene in human Evol.
Ishii H, Saraya T, Kurai | respiratory syncytial virus
D, Yamamoto N, Kanou | detected in Japan
K, Saitoh M, Noda M, 2008-2011.
Kuroda M, Morita Y,
Kozawa K, Oishi K,
Tashiro M, Kimura H.
Takanashi J, Taneichi H, | Clinical and radiologic Neurolog | 18;82(7):56 2014
Misaki T, Yahata Y, features of y. 4-72.
Okumura A, Ishida Y, encephalopathy during
Miyawaki T, Okabe N, 2011 E coli O111
Sata T, Mizuguchi M. outbreak in Japan.
Obuchi M, Adachi Y, Influenza A(HIN1)pdm09 | Front 14;4:307. 2013
Takizawa T, Sata T. virus and asthma. Microbiol
Kanatani J, Isobe J, Close genetic Appl 79(13):3959-66 | 2013
Kimata K, Shima T, relationship between Environ
Shimizu M, Kura F, Sata | Legionella Microbiol
T, Watahiki M. pneumophila

serogroup 1 isolates
from sputum
specimens and puddles
on roads, as
determined by

sequence-based

typing.

_70_




Kanatani J, Isobe J, Molecular 19(4).644-52. | Japan. J Infect | 2013
Kimata K, Shima T, epidemiology of Chemother.
Shimizu M, Kura F, Legionella
Sata T, Watahiki M. pneumophila serogroup
1 isolates 1dentify a
prevalent sequence
type, ST505, and a
distinct clonal group of
clinical isolates in
Toyama Prefecture,
Asano Y, Karasudani T, Characterization of the | 66(3):201-6. | Jpn J Infect 2013
Tanaka H, Matsumoto J, | Escherichia coli Dis.
Okada M, Nakamura K, 0157:H7 outbreak
Kondo H, Shinomiya H. | strain whose Shiga
toxin 2 gene is
inactivated by IS1203v
insertion.
Isobe J, Shima T, |Serodiagnosis using | 52(4):1112-8. | J Clin 2014
Kanatani J, Kimata K, | microagglutination Microbiol.
Shimizu M, Kobayashi | assay during the

N, Tanaka T,
Iyoda S, Ohnishi M,
Sata T, Watahiki M.

food-poisoning
in dJapan
by

consumption of raw

outbreak

caused

beef contaminated
with
enterohemorrhagic

Escherichia coli O111
and O157.

_71_




Watahiki M, Isobe J, | Characterization of | 52(8):2757-63. | J Clin 2014
Kimata K, Shima T, | enterohemorrhagic Microbiol.
Kanatani J, Shimizu | Escherichia coli
M, Nagata A, 0111
Kawakami K, | and O157 strains
Yamada M, Izumiya | isolated from
H, Iyoda S, | outbreak patients in
Morita-Ishihara T, | Japan.
Mitobe J, Terajima
J, Ohnishi M, Sata T.
Kawase J, Kurosaki | Comparison of two 67(6):441-6. Jpn J Infect 2014
M, Kawakami, methods of bacterial Dis.
Kashimoto T, DNA extraction
Tsunomori Y, Sato K, | from human fecal
Ikeda T, Yamaguchi | samples
K, Watahiki M, contaminated with
Shima T, Kameyama | Clostridium
M, Etoh Y, Horikawa | perfringens,
K, Fukushima H, Staphylococcus
Goto R, Shirabe K. aureus, Salmonella
Typhimurium, and
Campylobacter
jejuni.
Yoshikawa T, Phylogenetic and J Infect Dis. 15:212(6):889-98 | 2015
Shimojima M, Fukushi | Geographic
S, Tani H, Fukuma A, | Relationships of

Taniguchi S, Singh H,
Suda Y, Shirabe K,
Toda S, Shimazu 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,

Severe Fever With
Thrombocytopenia
Syndrome Virus in
China, South Korea,

and Japan.

_72_




Maeda K, Takahashi T,
Yamagishi T, Oishi K,
Morikawa S, Saijo M.

Shinomiya H, Seto K, | Current status of Nihon 70(2):309-18. 2015
Kawase J, Arikawa K, | bacteriological studies | Saikingaku
Funatogawa K, Suzuki | at prefectural and Zasshi.
M, Kubota H, municipal public
Shirabe K. health institutes in
Japan
Kimura H, Saitoh M, Molecular evolution Sci Rep. 5:11648.. 2015
Kobayashi M, Ishii H, | of haemagglutinin (H)
Saraya T, Kurai D, gene in measles virus.
Tsukagoshi H, Shirabe
K, Nishina A, Kozawa
K, Kuroda M,
Takeuchi F, Sekizuka
T, Minakami H, Ryo A,
Takeda M.
Kawase J, Etoh Y, Improved multiplex Jpn J Infect [Epub ahead of 2015
Ikeda T, Yamaguchi K, | real-time SYBR Dis. print]
Watahiki M, Shima T, | Green PCR assay for
Kameyama M, analysis of 24 target
Horikawa K, genes from 16
Fukushima H, Goto R, | bacterial species in
Shirabe K. fecal DNA samples
from patients with
foodborne illnesses.
Kobayashi M, Molecular Evolution | Sci Rep.. 5:13806 2015

Yoshizumi S, Kogawa
S, Takahashi T, Ueki Y,
Shinohara M,
Mizukoshi F,
Tsulcagoshi H, Sasaki
Y, Suzuki R, Shimizu
H, Iswakiri A, Okabe N,
Shirabe K, Shinomiya

of the Capsid Gene in
Norovirus Genogroup
L




H, Kozawa K,

Kusunoki H, Ryo A,
Kuroda M, Katayama
K, Kimura H.
Obuchi M, Yagi S, Outbreak of Jpn J Infect 68(3):259-61. 2015
Oguri A, Takizawa T, human bocavirus 1 Dis.
Kimura H, Sata T. infection in young
children in
Toyama,
Yamasaki E, Watahiki | Quantitative Toxins (Basel). | 27,7(10):4381-9. | 2015

M, Isobe J, Sata T,

Nair GB, Kurazono H.

Detection of Shiga
Toxins Directly from
Stool Specimens of
Patients Associated
with an Outbreak of
Enterohemorrhagic
Escherichia coli in
Japan—Quantitative
Shiga toxin detection
from stool during
EHEC outbreak.







