(NICED) coe 13
cne

,Pulse-Net Asia Pacific

V.cholerae PFGE

publication

WPRO NCLE(National

Center for Laboratory and Epidemiology)

SOP stock management,data

management sample collection

19
11
19
3,105
0 0157 7% H7 H- , 026
14%: H11 H- , 0111 3.3%: H-,
H8 , 0121 1.4%: H- H19 , 0103
1.2%: H2, H11, H- , 091 0.64%:
H14, H21 H- 2.2%
19 0 30



locus of enterocyte effacement LEE
LEE 3
T3SS T3SS

LEE Ler
Ler LEE
GriR GrlA
GrlA

p0157
Ehx

Datsenko Wanner

DNA
PCR

lacz

GrlA ehx
GrilA Ehx

ehx ehxC lacZ
GrlA
ehxC-lacZ GrlA Ehx
ehx ehxD
RT-PCR GrlA
GrlA
ehx
[
1
GrlA GriA
GriIR GriA
grir GrlA
Ehx
GriA
Ehx
LEE
GriA Ehx
LEE
[
1
PFGE DNA
2007
0157 2436 026, 0111
702
PFGE



2007 0157 Xbal
973 PFGE

6 22
Type No.(TN) a829, a259, hl42,
b293, b705, c47 6
Binl

PFGE 0157

0157  Multiple-Locus
VNTR Analysis
PFGE TN b142, b293, b705, c47
0157 BIn

Multiple-locus variable-number

tandem repeat analysis(MLVA) 9

PFGE

22
119 TN c47 BInl

83 MLVA

1

2

31 TN c47 119 114

PFGE

PFGE
0157  PFGE
PFGE

PulseNet Japan

(http://wwO0.nih.go. jp/~terajima/opn/index.h

tml)
[
1
STEC SUbA
2004 STEC Sub  AB5
STEC SubA
2005
STEC EPEC
LEE STEC
4
LEE SubA
[
1

Salmonella Enteritidis



2007 Salmonella
Enteritidis 480 2007 210

2007 22
PT PT21 5 23%
PTéa 4 18% PT14b 3 14%
10 PT

Salmonella Enteritidis

2007
22
15 SM
NA 2 [
1
Salmonella Typhimurium
2007
Salmonella Typhimurium 147
DT104 30
50 uT
[
1
S. Infantis
2002 2007 S.
Infantis 182
19
bIaCNY-2

OICTX-M-14  b6IaCTX-M-2  bIaCTX-M-3  bIaTEM-52
bIaTEM-52¢ [

2007 16

Enteritidis, Poona, Weltevreden,

14:i:-,16,8:-:1,5
v b 48:k:z35
43:24,223:- [
1
A
2007
A
35 A 18
El M1 E9
1 2 6
A
2007
A 3
MIC
3
3 2
15
40.0% A 72.2%
1
3

b

v



2007 4
Actinobacillus actinomycetencomitans

Yersinia enterocolitica 03 Yersinia

pseudotuberculosis 01 Helicobacter

trogontun-1ike

04:K68 0 K

03:K6
04 K68

19
Vibrionaceae Aeromonadaceae
19
Vibrionaceae Aeromonadaceae 128

Vibrio cholerae V. mimicus V. vulnificus

V. parahaembDlyticus V. furnissii Plesiomonas

shigelloides Aeromonas spp.

35.9%(46) -29

-12 -5 82 13
V. cholerae non-01, non-0139 V.

vulnificus 17 V. parahaembDlyticus 3

Aeromonas spp. 49 7
Aeromonas spp
6 2
6 1
42 Aeromonas spp.

Aeromonas spp.

Aeromonas spp.- 20

V. parahaemolyticus

17



caspase cascade

[
1
Vibrio
Type 111
PCR Type 111
Vibrio
InvE
Vibrio toxR RNA Hfq
V. parahaemolyticus
PCR InvE
V. parahaemolyticus MRNA
hfg FnvE-mRNA
Hfq FnvE-mRNA
PCR
[
1
[ (
) ( )] OspE
RhoA
V. OspE2
0157
Esp01-1, EspOl1-2
HEp-2 0157 esp0
DNA damage
cell rounding
DNA Esp01-1
damage
EspO OspE2
DNA fragmentation espo
caspase inhibitor cell rounding Rock

DNA damage

inhibitor



RhoA

[
1
Shigella sonnei 263
Xbal
[
1
V.
2006
2006 A
2198 2188
T T

T1 (728/2188, 33.3%) T12 (443/2188, 20.2%)
T4 (27472188, 12.5%) T28 (159/2188, 7.3%)

TB3264 (11372188, 5.2%) TL T2 T4
1992

T1 (2005,

13.3%; 2006, 33.3%) T28 2000

(2000, 7.0%; 2001,
7.3%; 2002, 7.1%; 2003, 7.4%; 2004, 6.7%; 2005,
8.4%, 2006, 7.3%) TB3264
(2005, 6.0%; 2006, 5.2%) [

The

Working Group for B-hemolytic Streptococci in

Japan]
A
emn
2006 41 33
T1 16 emm
emml M M1
T3 5 emn
emn3 M M3
T28, TB3264 2
emm emn28, emms9
M 2005
T4, T11 1 T4 emm60 (M
) Ti1 emmil (M ) T
emn emmil (M ), enm49
(M49) 2 emm12 (M ), emmn87
(U ) 1 [
The

Working Group for [B-hemolytic Streptococci in

Japan]
G
2006 G 9
emn
stg485 3  stc36 2 stglo, stg20/8,
stg6792, stc74a 1 [



The Working Group for (3-hemolytic Streptococci

in Japan]
C The Working Group for
[B-hemolytic Streptococci in Japan]
2006 C 3
emn
stg643 (NIH328), stc6979 (NIH364), sStc653 2007 1
(N1H396) [ 2
2
2 Lancefield D
The Working Group for
[B-hemolytic Streptococci in Japan] 2
B Multilocus Sequence Typing (MLST)
(STD) [
2006 B 1
Ib  (NIH385) 1
[
(Suilysin)
The Working Group for Suilysin

[B-hemolytic Streptococci in Japan]

Human brain microvascular endothelial cells

A, B, C, G (HBMEC) J774
Suilysin
2006 S.anginosus,  S.constellatus HBMEC J774
subsp. constellatus, Solobacterium  moorei

NIH379 [ ]



VI.

Legionella anisa

DNA-DNA
DDH L. anisa
43
40 2
ATCC 35292
L. anisa
16S rRNA
500 bp
anisa 1
2 43
72.1 1
69 [
1
87
L. pneumophila
15 86 99
pneumophila 1 40
18 3 16 6 10
uT 9 11
L. pneumophila 1
[
1

pH
B Page amoeba solution(pH7.7)
B 1.1mg/L Legionella
pneumophila 1 80-045 6
4.5-1og
3.5mg/L 3 5.5mg/L 30
pH8.9
1.1mg/L 6
1.9-log 3.2mg/L
5.1mg/L 30 3-log
3 4.5-1og
pH B 3
6mg/L [
1

L. londiniensis

L. pneumophila

80-045 30 4



GVPC
366
15.8  LAWP  41.3
PCR(GQPCR)  44.0

0.4 mg/L
gPCR gPCR
gPCR
LAMP gPCR
(
)
[
1

29/30

6,900 89,000 CFU/100ml

L. pneumophila 270 1,800
CFU/100ml 1 5 6
16S rRNA L. londiniensis
1) 25
45
2)
3)

4)



10CFU/100ml

[
1
55 58
pneumophila 1
2
[
1
L. pneumophila
pneumophila
20
6 neuA
SBT
neuA

(European Working Group Tor Legionella

Infections)

39

Sequence-based typing

61
50 82%
9 17
pneumophila
pneumophila 33
flaA
flaAll
flaf2  flaA3
85% flaA
fladl 4
flaA
57%
flafs  36%
flaA

flaA
flaA
8
L.
L.
12
rlasl

88%
flade fladi 4

flaf2 fla43 flak

83%

flaf2  fla46



DDH

DDH
DDH

Legionella pneumophila L. feeleii

micaadei

Ethidium monoazide (EMA)

PCR

DNA

DNA

PCR

PCR
DNA

EMA

PCR

EMA

DNA

DNA

EMA
DNA

Ethidium monoazide (EMA)

Real-time PCR

Real-time PCR

DNA
EMA
Real-time PCR
EMA
Real-time PCR
EMA
10-10%
90%
Real-time PCR
10°
CFu/100ml
EMA Real-time PCR
DNA
[
1
pulsed-field gel
electrophoresis (PFGE)
PFGE
DNA
DNA
PFGE
2
DNA
[ 1
VII.

(PEA)



LOS  PEA
(Ipth)
ST-2032 IptA
1/10 IptA
IptA LOS
MALDI-TOF MS NMR LOS
Lipid A PEA
IotA
Opa, Opc
ST-2032 IptA
LptA
10
Lipid A PEA
LptA

Western blotting
LOS
PEA
[ Russel W.
Carlson (Univ. of Georgia) David S. Stephens

(Emory Univ.) Kwang Sik Kim Johns Hopkins Univ
1

Signiture Tag Mutagenesis (STM)

ST-2032

in vitro
DNA
DNA ST-2032

ST™ ST-2032

HBMEC
5700
120 24
37
L
Kwang Sik Kim Johns Hopkins Univ 1
2007
16
16
Neisseria lactamica 15
B:2 C:1 Y 6 29E 3
3 MLST
ST-23 6 ST-3506 3

ST-437 (ST-41/44complex) ST-32 ST-8 (ST-32
complex) ST-5711 ST-2045 ST-2330 ST-6003

ST-6004 1
ST-23
29E
ST-3506 (ST-35 complex)
29E
ST-5711
A B C Y W-135 29E



ST-6003 ST-6004

ST-23
[
]
3
(STD) 9
Y 7 B 1 1
ST-23 7 ST-687
1 ST-2045 1
ST-23
ST-23
ST-23
[ ]
VIII.
8
L
( ) C )l

(23S rDNA  L4)
[ Y Hirakata, Y Mizuta, A. Kondo,

S Kurihara, K lzumikawa, M Seki, K Yanagihara,

Y Miyazaki, K Tomono, S Kohno (

)]
[ , S Kobayashi, S Shibasaki, M Annaka,
H Higuchi, K Adachi, N Mori, T Ishikawa, Y.
Masuda, T Inamatsu( ), H
Watanabe, N Yamamoto( ), S
Yamaoka( )]
IX.
4
2007
20
(STARI)
Ehrlichia
[
1

Orientia tsutsugamushi



Orientia tsutsugamushi (0.t) DNA
10
2003
2004
11 (
(
96
47
IP 0.t (1g6)
57 point
DNA nested PCR MS
bor56ONA PCR
PCR or DNA
nested-PCR DNA
0.t bor56 DNA
JP-2
Karp
0.t LX-1
[
(
1
NS
Western blotting MS

DNA

MS-

DNA

MS

1gG

1993

=6.7%)
=14.2-38.5 )

genome-wide

MS

27

3 (11.1%)

point

point

MS

(MS)

PCR

MS



Himarl transposon

Transposon

in vivo

Steven J. Norris

11
BSK
PCR
20 12
85 58

165rDVA

Borrelia turcica

Ornithodoros

Ixodes

Hyalomma

Trypanosoma cf. varani

(Crocodilus niloticus)

Trypanosoma grayi Novy, 1906

varanus



niloticus Trypanosoma varani Wenyon,

1908
(Python regius)
BSK 4ml
0.1ml 32
17
DNA 18S 5.8S
RNA (rDNA) glycosomal

glyceraldehyde-3-phosphate dehydrogenase

(gGAPDH) 185

rDNA 1,445
7. varani (AJ005279 AJ223572)

99.7
gGAPDH 900 T.
varani (AJ620261) 98.7
18S rDNA gGAPDH
T. varani
(Naja nigricollis) T.

voltariae Macfie, 1919

Megasort
strain-specific

Megasort Leptospira interrogans

trasposase

Not

Hebdomadis
internalin
L
1
2006
10 4
20 17
9
flaB
L. interrogans
Australis, Canicola, Hebdomadis
[
18 19 2
106
45
( 8L )
flaB Not PFGE
L.
interrogans serovar Manilae 27 , L.

interrogans serovar Losbanos 16 , L.



interrogans serogroup Grippotyphosa 16

L. borgpetersenii serogroup Javanica 22

[
C
1 9
31 10 39 PCR
flaB
1 9
flaB
L. interrogans
31
185
2
flaB L.
interrogans
2 L
interrogans  flaf
[
X. s ’

B
10%, 50% 2
colony forming unit
B2-3, B2-7
B2-6 10%
B2-5 B2-8
50%
B2-1, B2-2, B2-4 B2-6 B2-8
B2-4
[ 1
Treponema
pallidum
Treponema pallidum
Tp
PCR
Tp

Tp
TpN47 TpN17 TpNi5



Treponema pallidum

10%

Tp
TpN47 TpN17 TpN15
Tp
fidelity PCR
plasmid
Treponema pallidum TpN47
Tp
2005 Tp array
TpN47
TpN47 Natural lipidiated
form
TpN47
Tp

A phiA

1998
sigma factor
38 32
2
TpN47 Tp
Trans
Tp mutant
transformant
TpN47 lacz
reporter plasmid E. coli Tp total
DNA library clone
[
1
Serratia marcescens
S.marcescens
S.marcescens
shiA



ARED

recombination system phiA

(His-PhlA)
SDS-PAGE

30 37

PhlA  S.marcescens

PhIA

XI.
Streptococcus mutans
S. salivarius
S. mutans S. sobrinus
streptococci
Streptococcus

salivarius

salivarius
Quorum-sensing system
, QS-System
CSP

S. salivarius

DEAE
60 75 Da

native

Streptococcus mutans

S. mutans

Quorum sensing System
S. mutans
45
Smus32, 833
S. mutans 100%

S. mutans
60% SMU832, 833
S. mutans
SMU832, 833
sucrose
UA159
S. mutans
L
1
S. gordonii SspB
2
S. gordonii (SspB)
SspB(390-A393K-T400K-402)
gp-340/DMBT1 SRCRP2

MOE



393 400

(o
12.1 SRCRP2 B
11.9
SRCP2
[
1
Streptococcus mutans
Bacteriocin Smb
S. mutans
Smb Smb
Lantibiotic Quorum-sensing
Smb
30% Smb
Smb
Smb Structual gene
Promotor
Sequence
ATG start codon -46 1
Smb
[
1

Streptococcus mutans

S. mutans

Candiada albicans

C. albicans

0.5mM C. albicans

C. albicans

C. albicans

Candida albicans
IgY

C. albicans

Candida

S. mutans



OMP85 P. gingivalis

C. albicans
IgY Candida sp. galE
IgY
Candida OMP85  loop-3
[ 1
OMP85100p3
Actinomyces neaslundii
[ 1

Porphyromonas gingivalis
Porphyromonas gingivalis
(SCFA) HagB/C
Actinomyces neaslundii
SCFA Porphyromonas gigivalis Hag
SCFA B/C

P. gingivalis

SCFA
A. naeslundii HagB/C
HagB/C
HagB
16 20
A. naeslundii HagB
HagB/C
[ kDa hagB
1 hagC N
0
Porphyromonas gingivalis Omp85 C

Omp85 [

Porphyromonas gingivalis  0mp85 kDa Candidga albicans



60

Candida albicans

3
C. albicans
C. albicans ]
XII.
[ F1 antigen
1
F1 antigen
HIV AIDS Fluorescent Antibody)
1329
376 ( 28.3%) Y.  pseudotuberuculosis
HIV enterocolitica
AIDS A
HIV AIDS
DFA
F1 antigen
DFA
L 1

37 LPS LPS-37

(Direct

LPS-27



FKB 1
LPS FKB-27
U937 M. avium  Variable Numvers of Tandem
FKB-37 Repears
FKB-27 LPS-37 M. avium DNA
FKB-37 17
FKB-27 FKB-37 PCR PCR DNA
VNTR M. avium
37
TLR4 M. avium M. avium
TLR4 M. avium
LPS [ VNTR
RFLP
1
16.7 2/12
XII1. 25 1/4
14.0 6/43
11 16.7%(2/12 ) [
DNA-DNA
16S rRNA 1

Mycobacterium chelonae

M. chelonae
[ 1
Capreomycin (CPM) Cycloserine
(CS) Ethionamide (TH) para-Aminosalicylic
DDH acid (PAS) Emviomycin (EVM) ATP
M. marinum ATP ATP
109
ATP CPM 92.7%
15 15 CS 95.4% TH 81.7% PAS 86.2% EVM 96.3%
DDH 16S rRNA CS92.7%
TH 78.0% PAS 78.9% EVM 94_.5% ATP

M. shinsuense



TH PAS ATP

[
1
XI.
@
19 EIA
[ ,
/
enn spe
1
19
29
11 15 [
1
LAMP

11

1)Matsumoto, Y., Kitazume, H., Yamada, M.,
Ishiguro, Y., Muto, T., Ilzumiya, H., and
Watanabe, H.: CTX-M-14 type beta-lactamase
producing Salmonella  enterica  serovar
Enteritidis isolated from imported chicken meat.
Jpn. J. Infect. Dis. 60: 236-8, 2007.
2)Kawagoe, K., Mine, H., Asai, T., Kojima, A.,
Ishihara, K., Harada, K., Ozawa, M., lzumiya,
H., Terajima, J., Watanabe, H., Honda, E.,
Takahashi, T., and Sameshima, T.: Changes of
multi-drug resistance pattern in Salmonella
enterica subspecies enterica serovar
typhimurium isolates from food-producing
animals in Japan. J. Vet. Med. Sci., 69: 1211-3,
2007.

3) Morita-Ishihara T. Supramolecular structure
of the Shigella type 111 secretion machinery.
Bioscience and Microflora. 26: 29-36. 2007.
4)Asakura H, Morita-Ishihara T, Yamamoto S,
Igimi S. Genetic characterization of thermal
tolerance in Enterobacter  sakazakil.
Microbiology and Immunology. 51: 671-677. 2007.
5)Yamamoto S., He Y., Arakawa K. and Kinashi H.

y-butyrolactone-dependent expression of the



Streptomyces antibiotic regulatory protein
gene srrYplays a central role in the regulatory
cascade leading to lankacidin and lankamycin
production in Streptomyces rochei. J Bacteriol.
190:1308-1316, 2008.

6) Tokunaga A., Kawano M., Okura M., lyoda, S.,
Watanabe, H. and Osawa, R. ldentification of
enterohemorrhagic Escherichia coli
0157-Specific DNA sequence obtained from
amplified fragment length  polymorphism
analysis.  Microbiol Immunol. 51: 883-888,
2007.

7) Asakura H, Ishiwa A, Arakawa E, Makino S, Okada
Y, Yamamoto S, lgimi S. Gene expression profile
of Vibrio cholerae in the cold stress-induced
viable  but non-culturable  state.Environ
Microbiol., 9(4), 869-79 .2007.

8)Shinoda S, Nakagawa T, Hirakawa N, Miyoshi S,
Arakawa E, Ramamurthy T, Dutta B, Faruque SM, Nair
GB. Molecular epidemiological studies of Vibrio
cholerae in Bengal region.

Biocontrol Sci., 13(1), 1-8 .2008.

9)Koizumi N, Watanabe H. Leptospirosis. In:
Vaccines for Biodefense and Emerging and
Neglected Diseases (in press)

10)Jiro Mitobe, Tomoko Morita-Ishihara, Akira
Ishihama and Haruo Watanabe. Involvement of RNA
binding protein hfg in the post-transcriptional
regulation of 7nvE gene expression in Shigella
sonnef. J. Biol. Chem. 283: 5738-47.2008.
11)Ino T, Akio Tada, Akira Tominaga, Yasuo
Komori, Hiroshige Chiba, and Hidenobu Senpuku.
Role of salivary tumour necrosis factor alpha
in HIV-positive patients with oral
manifestations. International Journal of STD &

AIDS.18: 565-569.2007.

12)Ryoma Nakao, Yosuke Tashiro, Nobuhiko Nomura,
Saori Kosono, Kuniyasu Ochiai, Hideo Yonezawa,
Haruo Watanabe and Hidenobu  Senpuku.
Glycosylation of the OMP85 homolog of
Porphyromonas gingivalis and its involvement in
biofilm formation. Biochemical and Biophysical
Research Communications, 365:784-789. 2008..
13)Masayuki Kumada, Hidenobu Senpuku, Mizuho
Motegi, Ryoma Nakao, Hideo Yonezawa, Hideki
Yamamura, Haruo Watanabe and Junji Tagami.
Effects of  Enterococcus faecium  on
Streptococcus mutans biofilm formation using
flow cell system. Journal of Oral Biosciences,
50: 68-76, 2008.

14)Yosuke Tashiro, Nobuhiko Nomura, Ryoma Nakao,
Hidenobu Senpuku, Reiko Kariyama, Hiromi Kumon,
Saori Kosono, Haruo Watanabe, Toshiaki Nakajima,
Hiroo Uchiyama. Opr86 1is essential for
viability and is a possible protective antigen
in Pseudomonas aeruginosa. J. Bacterol. 190:
3969-3978. 2008.

15)lkebe, T., Hirasawa, K., Suzuki, R., Ohya,
H., Isobe, J., Tanaka, D., Katsukawa,
C.,Kawahara, R., Tomita, M., Ogata, K., Endoh,
M., Okuno, R., Tada, Y., Okabe, N., Watanabe,
H. and the Working Group for Beta-hemolytic
Streptococci in Japan. Distribution of emm
genotypes among group A streptococcus isolates
from patients with severe invasive
streptococcal infections in Japan, 2001-2005.
Epidemiol. Infect. 135: 1227-1229. 2007.

16) Pei Y, Terajima J, Saito Y, Suzuki R, Takai
N, lzumiya H, Morita-Ishihara T, Ohnishi M,
Miura M, lyoda S, Mitobe J, Wang B, Watanabe H.
Molecular Characterization of

Enterohemorrhagic £scherichia coli 0157:H7



Isolates Dispersed across Japan by Pulsed-Field
Gel  Electrophoresis and Multiple-Locus
Variable-Number Tandem Repeat Analysis. Jpn J
Infect Dis. Jan;61(1):58-64.2008.

17) Liang SY, Watanabe H, Terajima J, Li CC, Liao
JC, Tung  SK, Chiou  CS. Multilocus
Variable-Number Tandem Repeat Analysis for
Molecular Typing of Shigella sonnei. J Clin
Microbiol. Nov;45(11):3574-80.2007.
Tadasuke Ooka,

18)Yoshitoshi Ogura,

Asadulghani ., Jun Terajima, Jean-Philippe

Nougayrede, Ken  Kurokawa, Kousuke Tashiro,
Toru Tobe, Keisuke Nakayama, Satoru Kuhara,
Eric Oswald, Haruo Watanabe and Tetsuya
Hayashi. Extensive genomic diversity and
selective conservation of
virulence-determinants in enterohaemorrhagic
Escherichia coli strains of 0157 and non-0157
serotypes. Genome Biology. (7): R138.2008.

19)Y Hirakata, Y Mizuta, A Wada, A Kondoh, S
Kurihara, K lzumikawa, M Seki, K Yanagihara, Y
Miyazaki, K Tomono and S Kohno.The First
Telithromycin-Resistant Streptococcus
pneumoniae 1solate in Japan Associated with
erm(B) and Mutations in 23S rRNA and Riboprotein
L4. Jpn J Infect Dis, 2007. 60:48-50.

20)S Kobayashi, A Wada, S Shibasaki, M Annaka,

HHiguchi, K Adachi, N Mori, T Ishikawa, Y Masuda,
H Watanabe, N Yamamoto, S Yamaoka and T Inamatsu
Spread of a large plasmid carrying the cpe gene
and the tcp locus amongst Clostridium
perfringens isolates from nosocomial outbreaks
and sporadic cases of gastroenteritis in a
geriatric hospital. Epidemiol Infect, 2008.in
press.

21)Saito K, Ito A, Asashima N, Ohno M,

Nagai R, Fujita H, Koizumi N, Takano A,
Watanabe.H, Kawabata H. Case report: Borrelia
valaisiana infection in a Japanese man
associated with traveling to foreign countries.
American Journal of Tropical Medicine and
Hygiene. 77:1124-1127, 2007.

22)Fujita H, Takada N, Kawabata H,

Ishiguro F, Yamamoto S, Oikawa Y, Yano Y, Ma XH,
Oh,HS. Some suggestive records of rickettsiae
isolated from ticks in Korea and central China.
Annual report of Ohara General Hospital. 47:
21-24, 2007.

23)Hideyuki Takahashi, Kwang Sik Kim and
Differential in vitro

Haruo Watanabe:

infectious abilities of two common

Japan-specific sequence type (ST) clones of
disease-associated ST-2032 and

carrier-associated ST-2046 Neisseria

meningitidis strains in human endothelial and
epithelial cell lines. FEMS Immunol. Med.
Microbiol. 52:36-46. 2008

24)Iguchi A, lyoda S, Watanabe H, and Osawa
R. O side chain deficiency enhances
sensitivity of £scherichia coli to Shiga toxin
2-converting bacteriophages. Current
Microbiol. 54: 14-19. 2007.

25)Alam,M. ,Sultana,M. ,Nair,G.B.,Siddique,A,K
.,Hasan,N.A.,Sack,R.B.Sack,D.A. ,Ahmed,K.U.,
Grim,C.J.,

Sadique,A., Watanabe,H., Hug,A.,

and Colwell,R.R. Viable but non-culturable
Vibrio cholerae 01 in biofilms in the aquatic
cholera

environment and their vrole in

transmission. Pro.Natl.Acad.Scie:  104:
17801-17806. 2007.

26)Shiu-Yun Liang, Haruo Watanabe,Jun Terajima,
Chun-Chin Li,

Jui-Cheng Liao, Sheng Kai



Tung,and Chien-Shun Chiou Multilocus
variable-number tandem repeat analysis for
molecular subtyping of Shigella sonnei.
J.Clin_Microbiol. 45:3574-3580. 2007

27)Zo, YG., Chokesajjawatee,N., Arakawa,E.,
Colwell  RR.

Watanabe,H., Hug,A., and

Covariability of Vibrio cholerae
microdiversity and environmental parameters.

Appl. Environ. Microbiol. 74: 2915-2920. 2008

2.
)

34, 273-278, 2007.

2)
663, 2008.
3)
IASR 29: 5-8, 2008.

4)

SA Medicine 49: 68-70, 2007.
5)

World Focus 98: 5-6, 2007.
6) 0157
24, 74-79, 2007
7
4345, 162,
2007
8) 0157
- 10, 8-10, 2008
9) (
) -18 Serratia marcescens (
) p92-95. .2007.
10) NOX
217-221

2007 5 20

11) Legionella pneumophila
71-74
2008 12 27
12)
66
240, 2007.
13)
Salmonella Typhimurium DT40 1ASR
28 2 49-51 2006.
14) 2
2007.
15)
2007.
16)
39(11) 2007
17)
1 6(4),
387-391, 2007
18)
- . 47,
7-10. 2007.
19)
HIV
81 731-735 2007
20) -
- 65
3 54-59 2007.
21)

In )-
- 65 suppl 3: 255-258



(2007).
22)
774:135-140 2007

1.
1.
1) Jiro Mitobe, Tomoko Morita-Ishihara, Akira
Ishihama and Haruo Watanabe. Involvement of

RNA binding protein hfq in the
post-transcriptional regulation of 7nvE gene
The 37th

expression in Shigella sonnei.

US-Japan Medical conference Cholera board.
Austin Texas, USA. Dec.4-7, 2007

2)lyoda, S., Saitoh, T., Lu Y. and Watanabe H.
Coordination of virulence-related genes under
the control of GrIR/GrlA regulatory system in
enterohemorrhagic Escherichia coli. 107%™ ASM
General Meeting,. Toronto, Canada. May 2007
3)Suzuki-Hashimoto, A., Amemura-Maekawa, J.,
kura, F., Chang, B., lzumiyama, S., Ichinose,
M., Watanabe, H., Endo, T.; The surveillance
of Legionella from cooling towers between
2001 and 2006 in Japan. 22nd Annual Meeting
of the European Working Group for Legionella
Infections, Stockholm, Sweden. June 2007.
Miyahara, M., Miyahara, M., Arakawa, E.:
Detection of Vibrio parahaemolyticus by PCR in
food and effect of electron-beam irradiation on
the detection of Vibrio parahaemolyticus.,
Vibrio 2007, Paris, France. Nov 2007

5)Okura, M., Osawa, R., Tokunaga, A.,Morita, M.,
Arakawa, E., and Watanabe, H.: Comparative and
genetic analyses of the putative 0 and K-antigen
gene clusters of Vibrio parahaemolyticus
pandemic group 03:K6 and 04:K68 strain, 42th
Other Bacterial

U.S.-Japan Cholera and

Infections Joint Panel Meeting, Texas, USA. Dec
2007,

6)Kura F, Amemura-Maekawa J, Suzuki-Hashimoto
A, Chang B, lzumiyama S, Ichinose M, Endo T,
Watanabe H: Surveillance of Legionella isolates
from bathtub water in Japan: An increase of the
rate of Legionella pneumophila serogroup 1.
22"Annual Meeting of the European Working Group
for Legionella infections. Stockholm. June
2007.

TH. lzumiya: Application of MLVA to EHEC
isolates of Japan. 5th Meeting of PulseNet Asia
Pacific, Kolkata, India. Feb. 2008.
8)Senpuku H, Tominaga A,Nakajima J.and Komori Y.
Relationship between inhibition effects on
HIV-linfection of Lactoferrin and TNF- o
production  13th International Congress of

Mucosal Immunology,Tokyo July.2007

2007

28 2007 7

52
2007 9
4 . Legionella pneumophila SBT

2007 12



80

2007 3
81 14
2008 3
6 80
BCG 2007 3
77 15
2007 6 LEE GrlA
7 11
BCG EHEC 2007 8
82 16 1
2007 6 . 7
8 ; 2007 11
A 17
81
2008 3 . 81 2008 3
9 18
, 03:K6
04:K68 0 K
41 2008 3
2007 11 19 Megasort
10 . strain-specific
41 2008 3
2007 11 20
11 . 19 Type 111 secretion system
2008 3 post-transcriptional
12 20 5 2008 4 81
GriR-GrlA 21
80
2007 3 22 S. mutans
streptococci
13 GIrA
LEE 2007 8

23



Streptococcus mutans

62 2007 9 81
24 2008 3
2007 34)
PAc(361-386)IgA
25
81
2008 3
56 2007 10
35)
26 a _
Actinomyces naeslundii
Candida albicans Biofilm 81
2008 3
56 2007 10
36)
27
2006 0157:H7
PAc(361-386)
EHEC 81
IgA 56
2008 3
2007 10
37)
28
OspE
ICD 2007 11 10
RhoA 81
29)
2008 3
38)
0157
81
30)
2008 3
39)
HIV
12
2008 2 24
2008 3
31
) 40)
9
2008 L
0157  1S-printing
3 23
32 Porphyromonas
) P 12 2008
gingivalis 3
HagB/C 81
41)

2008 3
33)



PCR-RFLP 12
2008 3
42)
2006 0157:H7
EHEC 11
2007 8

43)

— Legionella
pneumophila 1 - 2007
4
44)

2001
2006 —. 8
2007 4
45)
19
2007 6
46)

2007 10

47)
19 2007 11

48)

20

2008 2
49)

50)

Passer montanus Salmonella
Typhimurium 143
2007 4
51)

Salmonella serovar Enteritidis

81
2007 4
52)
Passer montanus
Salmonella Typhimurium 13
2007 9
53)
S. Enteritidis
28
2007 9
54)
Passer montanus Salmonella Typhimurium
7
2007 11
55)
Salmonella enterica subsp. houtenae
19
2008 1
56) , , , ,
Trypanosoma cf. varani 145
2008 3
57) , s -
145

2008 3



58) , , ,

145
2008 3
59) , ,
81
. 2008 3
60) s , ,
81
. 2008 3
61)
csrsS 81
. 2008 3
62)
.-2006
-. . 2007 12
63) , , , ,
. 2007 10
64)
PCR
. 2007 10
65)
. 2007
9

66)

67)

68) ,

Borrelia

. 2007 9

valaisiana

(Candidatus < Borrelia orientalis ™)

. 2007

69)

70)
19

71)

phosphoethanolamine

81
72)

73)

Suis 80

74)

B. valaisiana

9
. Carios
. 2007 9
2007 11
LOS
2008 3
81
2008 3
Streptococcus
2007.



181

2007
75) G.B. Nair
M. Alam B
41 2007 11
76)
2007
A
7 2008 3
77)
RDA Vibrio cholerae
DNA 81
2008 3
78)
03:K6
04:K68 0 K
81 2008



