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9.0

6-29

)
8,386.60

6
5,480.04
17

(082)255-7131
(082)255-7142
(082)255-7145

2,651.16

27 30



H %%

u_‘

L1

g

%
|

1

|
L=l

— 4 -

h

I

Bk
.
BN
Rl
B
LA
& :
|
1
e
]
wi :
k.




(€))

@

30

30

6 6

3 13 11 27

2 1 3
11 14 11 36

27

30



©)

30
[ 1< > [ 1< >
[ 1 [6,031,278] (11,017,320)
< <3,109,000> 1,810
(3,109,000) 5,423,999
2,718,000 165,591
391,000 2,315,520
< > <2,922,278> 3,110,400
(2,922,278) < > <18,783,996>
2,922,278 (18,555,522)
6,031,278 292,510
9,665,926
5,377,914
3,219,172
30 (228,474)
[ 1< > 228,474
[ 1 [84,292,836] < > <64,782,108>
< > <53,510> (54,065,561)
(47,750) 268,390
47,750 23,950,348
(5,760) 816,366
5,760 24,554,109
< > <84,239,326> 3,065,760
(84,239,326) 1,410,588
1,823,310 (73,000)
508 73,000
13,823,788 (10,643,547)
1,148,573 1,503,000
53,939,158 2,251,260
10,794,131 6,889,287
1,455,408 < > <595,000>
999,000 ( ) (595,000)
255,450 592,000
3,000
[ ] [312,266] < > <3,164,470>
< > <312,266> (3,164,470)
(312,266) 232,545
312,266 2,071,500
16,800
[ 1 [99,032,248] 442,800
< > <11,706,674> 365,825
(689,354) 35,000
689,354 183,637,350
27 30 4



H30. 5. 7 30
(49 )
H30. 5. 9
(13 )
H30. 5. 9
(13 )
H30. 5. 9
(13 )
H30. 5. 9
(100 )
H30. 7.16
7.20 (24 )
H30.10. 5
80
H30. 4. 5
(4
H30. 4. 9
3
H30. 4.19
(14
H30. 5. 9 30 ,
(13
H30. 5.29 30 ,
6. 1 , (5
H30. 5.29 30 ,
6. 1 (4
H30. 5.29
(22
H30 5.31 30 ,
(27
H30 6.15 30 ,
(25
H30. 7. 5
(7
H30. 8.28
@
H30. 8.28
@
H30.10. 4 6
10. 5
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H30.11.

H31.

H31.

H31.

H31.

H31.

H31.

NN NN NN

N

16

.23

.21
.23

.21
.23

.27
.28

.27
.28

30

30

30

30

30

30

GC-MS

NPO

(6

(11

(10

G

G

G

(2

(15

HS-GC/MS
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)

HPLC

GC-MS/MS
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1 H4.7.2 1 H24. 2.24
1 H4. 7.2 DNA 1 H25. 1.31
X 1 H7.6.1|DNA RNA 1 H25. 2. 8
1 H9. 3.31 1 H25. 2.14
1 HI1.11. 1 1 H25. 2.14
1 HI1.12. 2 ( PCR) 1 H25. 3.1
1 H12. 2.18 1 H25. 3.14
ICP 1 HI2.12. 1 ( 1 H25.10. 1
( 1 H12.12. 1 1 H26. 1.17
( PCR) 1 H14. 3.29 1 H26. 2. 1
1 H14. 4.12 1 H26. 3.26
1 Hi8. 3.30 1 H26. 9. 1
1 H18. 8. 1 1 H26.11. 1
1 H18. 8. 1 1 H27. 9.30
ICP 1 H20. 1.20 1 H29. 3.22
( ) 1 H20. 2.1 1 H29. 9. 1
( PCR) 1 H21.12. 1 (TOC) 1 H29. 9. 1
P 1 H22. 3.3 1 H30.11. 1
(FT-IR) 1 H22. 3.18

() LC

GC

ICP

HPLC
QTOF
MS
MS MS
27 30 7
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(1)
JEV)
JEV

7 9 6

JEV HE )

2-ME 2-ME i
40 HI 110 "y
PCR( PCR ) JEV

1 JEV-HI JEV
2-ME ey

27 30

JEV

10 80

80

1
Real-time

HI

11



HI JEV
HI HI JEV
10 10 20 40 80 160 320 640
10 10 0 0
18 10 10 0 0
25 10 10 0 0
10 7 1 1 1 30 0
22 10 10 0 0
29 10 10 0 0
12 10 10 0 0
19 10 10 0 0
MDCK
AH1pdmO09 63 AHS3 61
B 12 ( 8 Victoria 4 )
30 6 31 3 (6 10 100 )
100
2)
1,089 1,516
2

72.8 (793 1,089)

27

60.2 (913 1,516)

30



- B
1 G
9 1
NDAAAAAATEBSB »ﬁABB’\LIE - 4s
T nls 4 6 916 o5 1118 13 12 3Nl P 6 7 12356 841[2 3 yd 6 7
T 09 3 1 ney
2 22 2
4 6|0 o
SFTS) 23 34|13 14 1
5 8|3 6
68 112 | 36 64
17 24|10 16
5 131 2
@ 1| u o3 1 18 |2 3 4 3
72 237 |27 5|5 1 1 1 3| |s2| |2]2
17 a9 |7 n 213 1 11 1 1 1
233 236 | 224 224| 1 171 139 9 4 1
84 86 |57 8|1 212 2 3 3 P 1 31 3la 3 8 3 3
19 23|18 19 3 2 6 26 2 2 1
% 27 |2 27|3 701 6 8 5 1 2 1
7 126 7)1 1 3 1 2
15 15 |15 15 7 2 1 2 1|1 1
12 2|7 16]2 7 2 2 11 1
52 52 |47 47| 1 13 a| |1 1 1 2
3 3|1 1 1 1
8 8 |6 6 1 4 4
3 3|2 2 1 1
o ou|n on
138 147 98 9|6 117 s 1 1 2 207|1]10 5 11 1 s 12 3]s 4
119 123 93 948 1 3 1 53 2 |isf12)4 15 11 1 6 3
18 18 |17 171 6 16 1 1
0 10]9 o9 6 3|2 1 1
8 8 |3 3 1 1 1
45 50 |38 417 1 2 3 13 1 1) 10 1)1 1 2|3 2 2| |a 2
3 6 |1 1 1 1
15 B |4 5 3
1080 1516) 793 913]36 2 11|20 12 10 26 8 2 2|1 5 2| 159|9 2 7|73|34|18 5 30| 1 75 16 9 4|2 2|2 1|se|1]13]5]2[10 5|5[s8 3 183 2 1 1 3[4 3 8 3 3
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Reverse Transcription-PCR (RT-PCR )

30 2 1 AH1pdmO09 1 AH3
( 3
H30.12.17
H30.12. 18 5 AH1pdmO09 (5)
H31.1.10 1 AH3 (1)
( 19 442 )
( 26 122 )
21 1 15 29 12 21
22
29
47 72
4 ( 3 ) B3 1 |
) D8 2 (1 1E 1 )
19 ( 13 1E 6 ) 1
B3
(SFTS )
SFTS (SFTS) (
) ( )
3
RNA DNA ( ) (
) DNA RNA RT-PCR SFTS
DNA PCR PCR

27 30 14



SFTS (Kato Gilliam
Karp Kuroki Kawasaki ) IgM IgG
113 2
10 SFTS 15 (Karp 3
Kawasaki 11 Kuroki 1) 37
1 B19
( )
26
RNA RT-PCR
@a 4 )
5
1
3
6
PCR
RPLA( )
PCR invE ipaH
4
026 H11VvT1 3 0103 H2VT1I 1
0121 H19VT2 2 0157 H7VT1 2 1
Shigella Sonnei invE ipaH
( ) 30
VT1 VT2
H30.5.12 18 0157:H7 o o
H30.4.17 23 0121:H19 o
H30.6.8 10 0103:H2 o
H30.7.25 4 0121:H19 o
H30.8.8 2 026:H11 o
H30.11.20 60 026:H11 o
H31.2.20 31 026:H11 o

27

30
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RT-PCR

21 13
Gll 2 Gl 1 41 2
41
(4) AH1pdmO09
AH1pdmO09
)
AH1pdmO09
NA (H275Y)
RT-PCR
MDCK 35 TagMan RT-PCR H275Y
H275
1) (QFT )
Yy QFT
2 2 61 8 6 47
2)
( ) (
24
Variable Number of Tandem Repeat (VNTR) VNTR
14 VNTR

27 30
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TagMan
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(1)

(2)

(3)

(1)

( 24
30
4
30
5 (
@ 7))
2

11

CBH351
16

RT-PCR

Gl

16 ,
DNA

1116 3 )
( )
2000
3 1
( )
1 6
0.500mg
0.515mg
15 7
1 Gl Gll

27 30
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(1)

20
(26
(2)
9
( 24 11 16
(1)
4
a-
-1H- -2-
[3-
5-
3 5-

(

26

18

Kudoa septempunctata

201

-1H

27

26

()
36

DNA

-1H-

30

HPLC
0526001

)

18



M1
M1
2
( 27 7 23
2)
( )
2
HPLC
26 0526001 )
( )
2
1 107 )
( )
11 5
4
Manual(1968) (FDA)
TBT TPT
(TBT)

27 30

M1

107

0723

)

5

(TPT)

)

M1

) ( 18 5

Pesticide Analytical
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(

3 ( 2 20
) TBT TPT
6
Mg 9
0.24 0.79 0.50
160 650 335
21 60 33
0.14 0.68 0.40
<0.01 0.11 0.05
2.8 35 3.0
<0.01 0.02 <0.01
<0.01 0.01p g/g
(As203)
TBT TPT Mg 9
TBT TPT
3 <0.02 <0.02
30 4 5 6 10 11 31 3 96
29 (4 ) 6 (1 )
30 10 11 12 (12 ) 2 (2
1 @ )
( 5 7 1 )
27 3 6 0306 3 )
7
0.16mgOA kg)

27

30
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(MU 9)

5 6 10 11 3
18 27 16 5 12 24 21 13 27
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND 1.83 ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND ND ND ND ND ND ND ND
ND
ND ND ND ND ND ND ND ND
ND ND ND ND
ND ND ND ND ND ND ND ND ND
1.82 ND ND ND 2.03 1.77 ND ND
ND ND ND ND ND ND
ND 1.75MU g
au g
3
() ( )
30 11 89 8 6
103 12 36 31 1 72
2 36 3 72 216 30 11 31 3
319
APHA(American Public Health Association) (Total
Coliform MPN:TC) E. coli (Fecal Coliform MPN:FC)
1 2 8 70MPN 100ml
30 12 (10M 110 12P 2111 22V)
10 ( 21 30 ) 3
()
30 11 31 3 E. coli
(10X 13s 17V 22V 19AA 22GG
8D’) 7 (4S 6P 6L 6V 7R 8X 13E) (47) 15
E. coli 3
8 9

27 30 21



X) Y) r=0.5918 1log10(Y)=1.0843x%

log10(X)+1.4307(n=45)

()
12
30 6 10 15 (10M 10S 10V
10X 110 13L 13Q 13S 13U 14W 16E 17W 201 22V 23S) 1
5 (10M 10X 13S 16E 17W)
30 4 10 5 (-1IRR’ 2YY
4VV' 8D’ 12YY) 6 5 -5e) 1 (
7 9 10 ) 2 2YY 4VV
APHA E. coli
70MPN 100ml 6 2 (108 110) 7
1 (13U0) 8 3 (10X 13Q 17W) 9 4 (108 10V 110 13S8) 10 1
(22V) 11 E.coli 230MPN 100g 5 2

@YY 4VV) 8 1 (17W) 9 2 (10X 16E) 5

E & o 70MPN 100ml
70MPN 100ml

132°20

A;B{CID:E;FiOiH{1i{J:K|L:M:N{O!P:QiR{SiTiU:ViWX:Y;2:AABBCCIDDEEF FGGHH I} JKKLLMMNNOOP PQQRR

27 30
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-7
T o 70 100ml
:_’ ° 70 100ml
-2
-1
1
2
3 \
: o
W\ i
i %3 Y ,«L}‘ s% =
; sy JiCrimor! ! g VQ} &
O
2 ‘joq"c\, » [} // 1 / \ .
13 N -
o BIE PP /'%. ¥ Sy 5
15 [\Wan] / D S /
6 T N el . { = \
n e ’ KkELE ) 745 Sl §
18 N g P,
19 ) ™~ —— /"
2 =KL 3
2 LA ) ST P .
) 9{ ,> FTR S ¥
% v 2 b
26
- "\:‘(s: )
88 TT UU'VVWW XX YY'Z22Z A’ B’ Cl D’ EI l" 6 Hl l, JI K’ L’ M’ l( 0’ P’ QI R’ 8’ ’l‘, 'Ul VI W’ X’ Y’ Zh AIA B/B CIC D’D EIE F’P i
( 30 1 )
TC 70 230
10 FC
14 49 6 - ,_.L.)
’11‘00 70 230 T \ M 41
@) e/ iN
10 FC : %j
14 49 S (L
10 5 / 1 )
§ A ?o [
7 SO O (e ® O ‘ : e o o
E — /()304/11“[8 O Og%ﬁ,\)ﬁ%o @ﬁ WOWHXKYY 22 A "av’ C D\,;;me [ R SR :s
@ - { ¢ e
if /y" ‘? 0 TR N : i
iz ) T B O 2 - & hO 2
i KT Y Q%J‘/ AR ) Q' B it
_ ey N i
is N S TN Q 1 , :
1: f\ \ S S owox \LOY !
s TN %J\\?} N s
19 { N 1O
i . #52 Nat o
a (} 5 {{( ‘ ¢ ]
o P — 7 ) wm G
% — S
% W )4 gind il
: . T
o 7 e
3 (
;g »»»»»»»» Nl k‘\/fu,““
K A:B:C:D:E; F:GH:1!J:K|(L:M:N:O:!P:Q:RiS8iIT:U V:W;X%YQZAABBCCDD;EE??FFGGHHIIJJKKLLMM NOOPPQQ‘RR /
10 ( 21 30 )
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(MPN  100ml)

() ()
mm 71 ( ) 71 700 701 ( )
30 11
(38.0) 103 0 (55) 10 1 (48) 1.021 1.026 2.69 3.12 17.3 20.7
12
(90.5) 36 5 (18) 8 6 (18) 1.019 1.024 2.65 3.13 16.2 18.4
31 1
(26.5) 72 0 27 1 0 (45) 1.018 1.025 2.88 3.20 10.7 13.7
2
(68.5) 36 0 (18) 1 1 (18) 1.020 1.025 2.81 3.20 9.8 11.7
3
102.0) 72 0 27 12 5 (45) 1.015 1.025 2.12 3.18 10.2 12.0
(MPN  1009)
230 231 2,300 2,301 23,000 23,001
18 1 2 0
8 9 3 1
0 1 0 2
30 11 31
()
30 11 31 1 3 1 (10X) 3 (48
6L 6V) (47) 5 3
(EPEC) PCR eae (EHEC)
RPLA
EPEC 31 1 3 1 (47) 1 (47)
EPEC 10 EHEC
()
30 6 10 5 (10M 10X 13S 16E 17W)
EHEC EPEC
30 4 10 (
7 9 10 ) 2 QY'Y 4V'V)
EHEC EPEC 9 1 (12YY)
(100MPN g) 7 5 (10M 10X 13S

16E 17TW) 8 6 (4vV’ 10M 10X 13S 16E 17W) 9 1 (17W) 10 2

27 30 24



(10M 10X) 11

10
EPEC EPEC
30 11 17.3 20.7 OUT:H10 025:H4, 086a:H18,
0148:H28, 06:HUT,
0166 :HUT, OUT:H5,
OUT:H7, OUT:H5,
OUT:HUT
31 1 10.7 13.7  OUT:HUT 01:H7, 025:H4, OUT:H6 01:H7, 015:H18,
0167:HUT, OUT:HUT, 018:H7, 028ac:H28,
OUT:H- 091:H16, 0152:H28,
06:HUT, 0167:HUT,
0168:HUT, OUT:H6,
3 10.2 12.0  OUT:HUT 01:H7, 08:H27, OUT:H6 025:H4, 06:HUT,
018:H5, 01:HUT, 08:HUT, 0121:HUT,
08:HUT, 027:HUT, 0169:HUT, OUT:H20,
OUT:H18, OUT:HUT OUT:HUT
UT( ) HNM( )
11
EPEC
30 4 15.1 16.8 0168:HNM OUT:H7 OUT:HUT
5 16.7 18.1 086a:H18, OUT:HUT 011:KUT
6 19.1 21.7 018:H7, O18:HUT, OUT:H28, OUT:HUT 03:K57, 04:K8, 04:K49, 06:K46, 02:KUT,
03:KUT, 04:KUT, 010:KUT, 011:KUT
7 28.1 30.1 01:K29, 02:K28, 03:K20, 03:K37, 03:K57,

03:K74, 04:K4, 04:K29, 04:K34, 04:K37,
03:KUT, 04:KUT, 08:KUT, 010:KUT

8 27.1 30.0 OUT:H4, OUT:H6, OUT:H18, OUT:H28, OUT:HUT  01:K64, 02:K28, 02:K29, 03:K5, 03:K20,
03:K30, 03:K33, 03:K57, 04:K13, 04:K29,
04:K34, 04:K42, 04:K68, 010:K56, 011:K22,
01:KUT, 02:KUT, 03:KUT, 04:KUT, 06:KUT,
010:KUT

9 24.1 24.6 0125:HUT 01:H18, 06:H34, 020:H9, 027:H18, 074:H10, 01:K32, 02:K28, 03:K20, 03:K29, 03:K30,

0148:H28, 01:HUT, OUT:H2, OUT:H4, OUT:H5, 03:K57, 03:K74, 04:K29, 010:K7, 01:KUT,
OUT:H6, OUT:H7, OUT:H19, OUT:H28, OUT:HNM  03:KUT, 06:KUT, 010:KUT, O11:KUT

10 22.8 23.7 OUT:HUT 02:K28, 03:K20, 03:K29, 03:K51, 03:K74,
04:K13, 04:K37, 04:K42, 08:K20, 08:K41,
01:KUT, 04:KUT, 011:KUT, 012:KUT, OUT:KUT

ut( ) HNM( )

O

91 PCR ( 4
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(1)

(2)

(3)

(4)

30

11

27

((

30

)

PRSV-HN)

((

)

30

26



(5) 30

(1)

(2)

3
HPLC LC-QTOF MS LC-MS MS
3 2

(3)

( 90-110

Q)

(1)

27 30

27



(2)

(3)

(4)

(HPLC )

()

GMP

GMP 3

27 30

0ug g

(HPLC

)

28



PM2.5

( )
1)
( ) ()
( ) 1
[a]

1,3- 1,2-

()

0.63( ) 1.1 Jug ms3
3ug ms3

27 30
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()

0.018( ) 0.75( Mg ms
200pg ms
()
0.024( ) 0.050( U g/m3
200pg ms
()
0.50( ) 0.98( Jug ms3
150p g ms3
( )
1,2- 1,3-
()
0.020( ) 0.65( )JUg ms
2pg ms3
()
0.013( ) 0.16( JUg ms
10pg ms3
()
0.065( ) 0.22( )JUg ms
18y g ms3
() 1,2-
0.10( ) 0.14( Mg md
16pg ms3
() 1,3-
0.027( ) 0.076( )JUg ms
254 g ms
()
2.4( ) 5.8( )ng m3 25ng m3
()
1.4( ) 3.5( )ng m?3 6ng m?3
()
16( ) 28( )ng m3 140ng
m3

27 30 30



[a]

( 41 ) 29
5
7
3 L
( b
20m 0.089 0.25
ND 0.64
ND 0.46
ND 0.57
ND 0.50
27 30
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L
0.059 0.14
0.12
0.068 0.12
ND
(3) (PM2.5
PM2.5
PM2.5 ( 23 7 ) 1
4 2
9 ) (31 )
(1) ( )
1972 (
47 )
17 St 1 5 8 13 17
1 5
(COD) (TOC)
a
COD 14 48mg L TOC 1.0 34mg L a
St 17 2luyg L 2.0 95
(DIN) ND 0.317mg L (DIP) ND 0.042mg L
55(St 8) 360ml m3(St 13)
2.6x107 1.0x100cells m3 St 13( ) 1
4.5%X106 5.6%X109%ells ms3

27 30
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(2)

Mg

St 13 15 2

(St 4 )
(7 a )
J"‘\’ o
‘ ”’ﬁi i 2 *35'.::; )
i % b e g
) i Q;‘ .
“h é;\ Cp >
C}Pddg %
o éjj? LT ¥ ® 5\7 )
; j\
pH DO a COD(
TOC DOC
10
« )
4 26
2 27
4- A
8 8 2 2 10
( 0.608u g L 4-
L A247p g L)
10

27 30

0.992
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(4)

COD DO

()

(6)

(7)

(SS)

11

(POPs)

27

16

30

33

PCB

pH

34



20

(1)

(2)

29

30 4

30

30

27

30

13

23

11

35



81 ND 2.7 Bg/L
137CS 131 40

4 ND ND ND mBg/m®
12 ND ND ND 1.7 MBg/km”
1 ND ND 23 mBg/L
1 ND ND 23

0 5cm 1 160 ND 33,000 MBg/km”

5 20cm 1 850 ND 160,000
1 ND ND 74 Bq/kg
1 ND ND 200
1 ND ND 19 By/L
1 0.15 ND 100 Bq/kg
1 0.068 ND 89
1 ND ND 150
1 ND ND 70

ND

27 30 36



(1)

MS MS
PDF 169
7
2)
)
95
DNA
DNA lysostaphin
10cfu g
2 SE
3 PCR

MS MS

PDF

10

PCR

( 30

(SE) PCR
SE(SEA SEB SEC SED SEE)

PCR

27 30
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13

PCR

(4) RS

RS (RSV)
2018 4
RSV

2018
5 RSV-A ON1 36
RSV-B BA9
)23
2 3 (
CPE(
2000rpmx*30

()

RT-PCR( )
9

B
3 (2016 2018 )

2016 2018 3

34

A CV-A2 CV-A4 CV-A10

RSV
RSV
RSV 2018 2019
FL F-Vero
RSV 54 41
RSV-B BA9 2018 2019
RSV
FL F-Vero ( 2well) 50p L
4
) F-Vero
23 6
3 2
( )
(
3 (A B O
10
15 19
4
A B 13
B CV-A9 CV-B5 E-11

27

30

PCR

30

30

ver 2.1

281

15

38



(6)

TTX

(7)

(8)

0.35

(Sa Sbl Sb2 Sc
)

PL

43

32

Sd)

27

DNA
(TTX)
12
) TTX
DNA(mtDNA)
40 3 (10 29MU)
4
TTX 2 17
DNA 7
( )
( 30
( )
( 30
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(2) Analysis of tetrodotoxin in flesh of a pufferfish, Takifugu flavipterus, collected from the Seto
Inland See, Japan.

(Naomasa Oshiro*? Kyoko Kuniyoshi*? Shigeyoshi Yamamoto**2 Takuma Yamada™ *2 Ayano
Hotta*t *2 Takafumi Suzuki*t *2 Noriko Sugita™ *2 Keiichi Matsuura** Akie Nakashima Yoichi
Anzai*4 Hiroshi Asakura®® The 18TH International Conference on Harmful Algae October,2018
Nantes France)
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(4) Evaluation of Diagnostic Assay for Rickettsioses Using Duplex Real-Time PCR in Multiple
Laboratories in Japan

(Fumihiko Kawamori*! *2 Yukie Shimazu Hiroko Sato*® Naota Monma** Asaka lkegaya*!
Seigo Yamamoto*¢ Hiromi Fujita*® Yuji Morita*” Yukiko Tamaki*® Naoya Takamoto*2 Hongru
Su*2  Masahiko Shimada*2 Yuko Shimamura*2 Shuichi Masuda*2 Shuji Ando*® Norio Ohashi*2
Jpn J Infect Dis. 71(4) 267-273 2018)

Tsutsugamushi disease and Japanese spotted fever are representative rickettsioses in Japan,
and are caused by infection with Orientia tsutsugamushi and Rickettsia japonica, respectively.
For molecular-based diagnosis conventional PCR assays which independently amplify
respective rickettsial DNA are usually used however this approach is time-consuming Here
we describe a new duplex real-time PCR assay for the simultaneous detection of O.
tsutsugamushi and spotted fever group rickettsiae and its evaluation using several PCR
conditions in 6 public health laboratories The detection limit of the assay was estimated to be
102 copies and the sensitivity was almost identical to that of 3 conventional PCR methods. A
total of 317 febrile patients were selected as clinically suspected or confirmed cases of
rickettsioses The detection efficiency of this assay for O. tsutsugamushi from blood or skin
(eschar) specimens appeared to be almost the same as that of the conventional PCR method
even when performed in different laboratories, whereas the efficiency for spotted fever group
rickettsiae tended to be higher than that of the 2 traditional double PCR assays. Our duplex
real-time PCR is thus a powerful tool for the rapid diagnosis of rickettsioses especially at the
acute stage of infection
*1Shizuoka Institute of Environment and Hygiene *2Department of Food and Nutritional
Sciences, Graduate School of Integrated Pharmaceutical and Nutritional Sciences, University of
Shizuoka *3Akita Research Center for Public Health and Environment *4Fukushima Institute
for Public Health *SMiyazaki Prefectural Institute for Public Health and Environment *¢Mahara
Institute of Medical Acarology *’Myojin Clinic *8Tamaki Hospital *°Department of Virology I
National Institute of Infectious Diseases
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blacit 3.6 bla ctx-m-1group 3.6 bla ctx-m-9 group bla ctx-m-2 group
PFGE

B - B

(7) Legionella pneumophila and Other Legionella Species Isolated from Legionellosis Patients
in Japan between 2008 and 2016

(Junko Amemura-Maekawa** Fumiaki Kura*® Kyoko Chida®2 Hitomi Ohya*® Jun-ichi
Kanatani*4 Junko Isobe*# Shinobu Tanaka* Hiroshi Nakajima* Takahiro Hiratsuka Shuji
Yoshino*?” Miho Sakata*® Miyo Murai*® Makoto Ohnishi*l Working Group for Legionella in
Japan Appl Environ Microbiol 84(18) 2018)

The Legionella Reference Center in Japan collected 427 Legionella clinical isolates between
2008 and 2016 including 7 representative isolates from corresponding outbreaks The collection
included 419 Legionella pneumophila isolates of which 372 belonged to serogroup 1 (SG1) (87 )
and the others belonged to SG2 to SG15 except for SG7 and SG11, and 8 isolates of other
Legionella species (Legionella bozemanae, Legionella dumoffii, Legionella feeleii, Legionella
longbeachae Legionella londiniensis and Legionella rubrilucens) L. pneumophila isolates were
genotyped by sequence-based typing(SBT) and represented 187 sequence types(STs) of which
126 occurred in a single isolate (index of discrimination of 0.984). These STs were analyzed using
minimum spanning tree analysis resulting in the formation of 18 groups The pattern of overall
ST distribution among L. pneumophila isolates was diverse In particular some STs were
frequently isolated and were suggested to be related to the infection sources The major STs were
ST23(35 isolates) ST120 (20 isolates) and ST138 (16 isolates) ST23 was the most prevalent
and most causative ST for outbreaks in Japan and Europe ST138 has been observed only in
Japan where it has caused small-scale outbreaks 81  of those strains(13 isolates) were
suspected or confirmed to infect humans through bath water sources On the other hand 11 ST23
strains(31 ) and 5 ST120 strains(25 ) were suspected or confirmed to infect humans through
bath water These findings suggest that some ST strains frequently cause legionellosis in Japan
and are found under different environmental conditions
*1Department of Bacteriology I National Institute of Infectious Diseases *2Sendai City Institute
of Public Health *3Kanagawa Prefectural Institute of Public Health *4Toyama Institute of
Health *SKobe Institute of Health *60Okayama Prefectural Institute for Environmental Science
and Public Health *7Miyazaki Prefectural Institute for Public Health and Environment
*8Department of Health Sciences Saitama Prefectural University
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(4) Evaluation of the genotoxicity of PM2.5 collected by a high-volume air sampler with
impactor

(Kazutoshi Sugita*t Yuka Kin*t Mayuko Yagishita?2 Fumikazu Ikemori*? Kimiyo Kumagai*4
Toshihiko Ohara Makoto Kinoshita®s Kazuyuki Nishimura® Yukihiko Takagi*! Daisuke
Nakajima*® Genes and Environment 41:7 2019)
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