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H FREBRHRAIBEE
EERBEREE S
e 10HEER FAX :0952-30-5033
HERNE SHTER e-mail:kansen-j@pref.saga.lg.jp
M RE RIA#( 6260 ) SEENH: K (D) SMHH B k(465 ) st - it R HBik#( 28827)
FREA P HEEA it |ene) HREZ it [wnnea || FREZ ik 3y |
305 Escherichia coli BBtttk EHEC/VTEC 7 101 P 3 001 Escherichia coli 001|Escherichia coli 842
093 Escherichia coli BRFHE ETEC] 208| Campylobacter jejuni 24 118 jlus i 003 Typhi
092/ Escherichia coli 1B AL EIEC] 209| Campylobacter coli 1 030| Neisseria meningitidis 004 Salmonella Paratyphi A
094 Escherichia coli FRAMBM AL EPEC 5 023| Campylobacter jejuni/coli HRIES | 231 106| Listeria monocytogenes 426 Salmonella_spp 4]
095| Escherichia coli #5.0 T HIRIE 1 241|MRsA 33 241|MRsA 118| Haemophilus influenzae 2
003 Salmonella Typhi 024] Staphylococous aureus MRSALLSY) 66 024| Staphylococcus aureus(MRSALLSH) 030 Neisseria meningitidis
004| Salmonella Paratyphi A 025| Clostridum perfringens 2 032| Streptococcus B 1 503 Listeria monocytogenes 1
005/ Salmonella 02 026 Clostridum botulinum,E 381|PRSP/PISP 102| Pseudomonas aeruginosa 89
006/ Salmonella 04 14 027| Clostridum botulinum E A%} 038 streptococcus pnoumoniae (PRSP/PISPLLSH) 1 241|MRSA 127
007| Salmonella 07 35 028| Bacillus cereus 1 &t 2 0| | 024|Staphylococcus aureus MRSALISY) 252
008/ Salmonella 08 8 Shigella dysenteriae %1 ( ) 421 Staphylococcus A7) Tt Bt 442
009 Salmonella 09 4 Shigella flexneri ___ E () 032| Streptococcus B 44
010| Salmonella 09,46 Shigella boydii B ) SHREME  VREE/ MOAME  R(AE( 28883 ) 381|PRSP/PISP 3
201| Salmonelia 013,19 090 Shigella sonnei ] FREE it [wnnee| | 038 3 36
014| Salmonella 013 091 Shigella b ] 037| Bordetella pertussis 422| Anaerobes 136
015| Salmonella 018 041 118 jlus i 109 042 Plasmodium spp.
016 Salmonella £ RLSNDBEC ) 042| Cryptosporidium spp. 030| Neisseria meningitidis 116| Vibrio vulnificus
017| Salmonella B 78 043| Giardia lamblia 031| Streptococcus A 68 &t 1978 0
503| Listeria monocytogenes 501[ROTA virus 35 381|PRSP/PISP 20
018| Yersinia enterocolitica 1 502| ADENO virus 14 038 streptococcus pneumoniae (PRSP/PISPELSH) 56 SR BR HRIAS( 15802 )
019| Ypseudotuberculosis it 502 0 036 Corynebacterium diphtheriae FRES g |mo|
405| Vicholerae O1:El Tor.Ogawa CT(+) 504|Influenza virus A 2095 109| Mycobacterium tuberculosis 72
406 V.cholerae O1:El Tor,OgawaCT(-) S HEFH SR RIS 1951) 505|Influenza virus.AorB 55 110|Mycobacterium avium-intracellulare complex 184
407 Vicholerae O1EI TorInaba,CT(+) BREA tgitisn [wanes | 506|RS virus 92 119| Klebsiella pneumoniae 1197
408 Vicholerae O1:EI TorInaba,CT(-) 001| Escherichia coli 70 &t 2495 0 118| Haemophilus influenzae 576
409| Vicholerae O1Classical Ogawa CT(+) 119| Klebsiella pneumoniae 34 039| Legionella i
410| Vicholerae O1:ClassicalOgawa CT(-) 118 jlus i 5 SR HRIEH( 5838 ) 102| Pseudomonas aeruginosa 1811
411| Vicholerae O1Classicallnaba,CT(H 030| Neisseria meningitidis HRES it [mnmoe| [ 241[MRSA 1672
412| Vicholerae O1Classicallnaba CT(-) 102| Pseudomonas aeruginosa 27 029| Neisseria gonorrhoeae 3 024 Staphylococcus aureus(MRSALLSH) 1262
413| Vicholerae 0139.CT(+) 163| Mycobacterium spp 16 032| Streptococcus B 359 031 Streptococcus A 15
414| V.cholerae 0139.CT(-) 241|MRsA 19 179| Chlamydia 032| Streptococcus B 470
415| Vicholerae 0180139115+ 024| Staphylococous aureus MRSALLSY) 76 124| Ureaplasma 381|PRSP/PISP 60
022] Vibrio parahaemolyticus 421| Staphylococous A7) 5t Bt 51 425| Candida albicans 177 038 o) 229
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 45
115| Vibrio mimicus 1 038 streptococcus pneumonias(PRSP/PISPLLSH) a5t 539 0 125| Mycoplasma pneumoniae 1
116| Vibrio vulnificus 422| Anaerobes 136 a5t 7594 )
206| Aeromonas hydrophila 2 125| Mycoplasma pneumoniae
207| Aeromonas sobria 4 116 Vibrio vulnificus SR oK - MK - B R E
111 | Aeromonas hydrophita/sobria FBRIE S 10 S5t 429 0 REE : IHEE R U RIRTEN S D H
MRSA;methicillin-resistant S.aureus IR . BRI RS LU TRELD D
PRSP;penicillin-resistant S.pneumoniae BEER: FRARFRIE TR EIRB (5)
PISP;penicillin-intermediate resistant S.pneumoniae
1 FREGHRERES
EERMEEEL5—
&M 10/EER FAX:0952-30-5033
HENE 20254 1A% e-mail-kansen-j@prefsaga.lgip
SHH: KE ks 558 ) SEHH: RE (OOF) SMHHE: R BAK( 39 ) b - i B 2619 )
BREA i [Annes FREL i [annes HREZ i [annea [ AR it [mrniral
305 Escherichia coli B il EHEC/VTEC 101| Plesiomonas sigelloides 001 Escherichia coli 001 Escherichia coli 72
093 Escherichia coli HRFHE ETEC] 208| Campylobacter jejuni 118 jlus ir 003 Salmonella Typhi
092 Escherichia coli 4B EIEC 209| Campylobacter coli 030| Neisseria meningitidis 004 Salmonella Paratyphi A
094 | Escherichia coli IR A M;FE EPEC 023| Campylobacter jejuni/coli HEHIE T 12 106| Listeria monocytogenes 426 | Salmonella spp.
095| Escherichia coli 41D T FIRHE 241[MRSA 2 241|MRSA 118| Haemophilus influenzae
003| Salmonella Typhi 024| Staphylococcus aureus MRSALLSY) 8 024| Staphylococcus aureus(MRSALLSH) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025 Clostridum perfringens 032| Streptococcus B 503| Listeria monocytogenes
005 Salmonella 02 026 Clostridum botulinum,E 381[PRSP/PISP 102| Pseudomonas aeruginosa 7
006/ Salmonella 04 2 027 Clostridum botulinum E A%} 038 streptococcus pneumoniae (PRSP/PISPLLS) 241|MRSA 23
007 Salmonella 07 3 028| Bacillus cereus &t 0 0| | 024|Staphylococcus aureus(MRSALLSH) 29
008| Salmonella 08 Shigella dysenteriae E( ) 421 Staphylococcus A7) - Bt 47
009 Salmonella 09 Shigella flexneri __ E( ) 032| Streptococcus B
010| Salmonella 09,46 Shigella boydi B ) SRR R/ AN R ( 4630 ) 381|PRSP/PISP 1
201| Salmonelia 013,19 090 Shigella sonnei HREA itigg [wnnes| | 038 3 13
014 Salmonella 013 091|Shigella BB 037 Bordetella pertussis 422| Anaerobes 11
015| Salmonella 018 041| Entamoeba histolytica 118| Haemophilus influenzae 15 042/ Plasmodium spp.
016 Salmonella £ EBLUSNDBEC ) 042| Cryptosporidium spp. 030| Neisseria jd 116| Vibrio vulnificus
017| Salmonella B§78] 043| Giardia lamblia 031| Streptococcus A 11 &5 203 0
503| Listeria monocytogenes 501[ROTA virus 381|PRSP/PISP 1
018| Yersinia enterocolitica 502| ADENO virus 2 038 streptococcus pneumoniae (PRSP/PISPELSH) 3 MM R B 1458 )
019 Ypseudotuberculosis &t 30 0| | 036| Corynebacterium diphtheriae FRES itiay [moal
405| Vicholerae O1:El Tor,OgawaCT(+) 504|influenza virus A 1034 109| Mycobacterium tuberculosis 7
406| V.cholerae O1EIl Tor,OgawaCT(-) SN B B 144 ) 505 Influenza virus.AorB 1 110|Mycobacterium avium-intracellulare complex 10
407| V.cholerae O1E| TorJnaba,CT(+) HREA B |8nKiE| | 506|RS virus 5 119|Klebsiella pneumoniae 103
408| Vicholerae O1:EI Tor.Inaba,CT(-) 001|Escherichia coli 3 &t 1070 0| | 118|Haemophilus influenzae 61
409 V.cholerae O1Classical Ogawa CT(+) 119| Klebsiella pneumoniae 4 039| Legionella
410| V.cholerae O1:Classical,0gawa,CT(-) 118| Haemophilus influenzae S ERE BIAE( 434 ) 102| Pseudomonas aeruginosa 168
411| Vicholerae O1:Classicallnaba CT(+) 030| Neisseria meningitidis FEREA R |miws] 241|MRSA 184
412| Vicholerae O1ClassicallnabaCT(-) 102| Pseudomonas aeruginosa 1 029| Neisseria gonorrhoeae 024 Staphylococcus aureus(MRSALLSH) 167
413| Vicholerae 0139.CT(+) 163| Mycobacterium spp. 032| Streptococcus B 31 031| Streptococcus A 3
414| Vicholerae 0139,CT(-) 241|MRSA 2 179| Chlamydia trachomatis 032| Streptococcus B 50
415| Vicholerae O18&0139115% 024 Staphylococcus aureus MRSALLS}) 9 124| Ureaplasma 381|PRSP/PISP 6
022| Vibrio parahaemolyticus 421| Staphylococous A7) T Bt 3 425| Candida albicans 20 038 Streptococcus pneumoniae (PRSP/PISPLISH) 30
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 12
115| Vibrio mimicus 038 streptococcus peumonias (PRSP /PISPLLSH) &5 51 0| | 125|Mycoplasma pneumoniae
116| Vibrio vulnificus 422| Anaerobes 10 &3t 801 0
206| Aeromonas hydrophila 125| Mycoplasma pneumoniae
207| Aeromonas sobria 116| Vibrio vulnificus BRI K- K- BB E
111|Aeromonas hydrophila/sobria W3 € 1 &t 32 0 VREH : 0GR B U SRIHEE A S DA
MRSA;methicillin-resistant S.aureus VR B, RERSIRB LU T RENSOMH
PRSP;penicillin-resistant S.pneumoniae BEER - AR FRIE T E 1208 (533) B

PISP;penicillin-intermediate resistant S.pneumoniae
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MRSA;methicillin-resistant S.aureus

PRSP;penicillin-resistant S,pneumoniae

PISP;penicillin-intermediate resistant S.pneumoniae
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VR ERE. REWRSIRB LU T RENLOMH

FEED: PP AREIRE 1B (£ 3) 1)

a1 FREBRHREBRE S
EERBERERE 2
HMEMED 10/EE FAX:0952-30-5033
BERNS 20254 2A % e-mail:kansen-j@pref saga lgjp
SREMH KB BAR( 615 ) SEMH: KT (OTF) SREMH B BAERC 31 ) R - I R BRI 2108 )
FRES e FRER el BRES g [onnan] [ | BRES el e
305 | Escherichia coli B &t EHEC/VTEG 101 Plesiomonas sigelloides 001| Escherichia coli 001| Escherichia coli 63
093 |Escherichia coli BFFME ETEC] 208| Campylobacter jejuni 118 003 Salmonella Typhi
092 | Escherichia coli ##B AL EIEC] 209| Campylobacter coli 030| Neisseria 004 Sa/ Paratyphi A
094|Escherichia coli FIRAM B MiHE EPEC 023 Campylobacter jejuni/coli FRIE S 9 106| Listeria monocytogenes 426 Salmonella_spp
095| Escherichia coli #.D FHIR M 241|MRSA 2 241|MRSA 118| Haemopbhilus influenzae
003| Salmonella Typhi 024| Staphylococcus aureus (MRSALLSY) 5 024 Staphylococcus aureus(MRSALAS}) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025| Clostridum perfringens 032 Streptococcus B 503| Listeria monocytogenes
005| Salmonella 02 026 | Clostridum botulinum,E 381|PRSP/PISP 102 7
006 | Salmonella 04 027 Clostridum botulinum E A%} 038 streptococcus pneumonise (PRSP/PISPLLSH) 241[MRSA 7
007| Salmonella 07 1 028| Bacillus cereus At 0 0| | 024 Staphylococous aureus MRSALIS}) 18
008| Salmonella 08 Shigella dysenteriae F () 421| Staphylococcus ATY Tt I 24
009| Salmonella 09 Shigella flexneri B () 032| Streptococcus B 8|
010| Salmonella 09,46 Shigella boydii () SRR DR/ AN RRAM( 2337 ) 381|PRSP/PISP
201| Salmonella 013,19 090 Shigella sonnei ] HREE i [snnes| [ 038 ) 1
014| Salmonella 013 091| Shigella ] 037| Bordetella pertussis 422| Anaerobes 14
015| Salmonella 018 041|Entamoeba histolytica 118 jlus i 10 042 Plasmodium spp.
016| Salmonella £ RS DB ) 042| Cryptosporidium spp. 030| Neisseria 116| Vibrio vulnificus
017| Salmonella B78 043| Giardia lamblia 031 Streptococcus A 4 &5t 142] [
503| Listeria monocytogenes 501[ROTA virus 6 381|PRSP/PISP 1
018| Yersinia enterocolitica 502[ADENO virus 038|treptococcus proumoniae (PRSP/PISPELSH) 4 SR R Bik#( 1077 )
019| Ypseudotuberculosis A&t 23 0| | 036| Corynebacterium diphtheriae g [mna]
405| V.cholerae O1El Tor,OgawaCT(+) 504|Influenza virus A 4 109| Mycobacterium tuberculosis 2
406 V.cholerae O1:El Tor,OgawaCT(-) S HERTH SR B 146 ) 505|Influenza virus.AorB 110|Mycobacterium avium-intracellulare complex 9
407| Vicholerae O1EI TorInaba,CT(+) BREE s [wanes | 506|RS virus 11 119| Klebsiella pneumoniae 97
408| V.cholerae O1EI Tor,Inaba,CT(-) 001|Escherichia coli 9 &t 7 0| | 118|Haemophilus influenzae 40|
409| V.cholerae O1Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 3 039| Legionella pneumophila
410| Vicholerae O1:Classical,Ogawa,CT(-) 118| Haemophilus influenzae SEME M BRIAK( 442 ) 102| Pseudomonas aeruginosa 119
411| Vicholerae O1:Classicallnaba,CT(+) 030| Neisseria meningitidis BRES W || 241|MRSA 127
412| Vcholerae O1Classicallnaba CT(-) 102| Pseudomonas aeruginosa 8 029| Neisseria gonorrhoeae 024| Staphylococcus aureus(MRSALAS}) 100
413| V.cholerae 0139.CT(+) 163| Mycobacterium spp. 1 032 Streptococcus B 27 031| Streptococcus A 1
414| V.cholerae 0139.CT(-) 241|MRSA 2 179| Chlamydia trachomatis 032| Streptococous B 42
415| V.cholerae O18&0139L15} 024| Staphylococcus aureus (MRSALLSY) 13 124 Ureaplasma 381|PRSP/PISP 7
022| Vibrio parahaemolyticus 421 Staphylococeus A7) 5~ BEME 9 425| Candida albicans 8 038 +) 18
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 5
115| Vibrio mimicus 038|Streptococcus pneumoniae(PRSP/PISPLASH) A& 35 0 125
116| Vibrio vulnificus 422 Anaerobes 9 &t 567 [}
206 | Aeromonas hydrophila 125| Mycoplasma pneumoniae
207| Aeromonas sobria 116 | Vibrio vulnificus BERI : oK - K - BAER R AL
111|Aeromonas hydrophila/sobria H3I ¥ &t 54 0 VREH : WEEE R U SIEEAA D DM
MRSA;methicillin-resistant S.aureus VEEE RS, REWSIEB LU T REN DD
PRSP;p i PR FRARFRIE HE RIS (53)
PISP;penicillin-intermediate resistant S.oneumoniae
et FReERHRAEHRES
EEREEEEE -
WA 10/EER FAX:0952-30-5033
BERNE 20254 38 % e-mail-kansen-j@prefsaga.lgip
_ SEMHKE BE%( 544 ) S MY RE (O5F) SN B BEKC 41 ) _ SEHH:hE A (2409 )
FRES R [ BRESR L RRES i [ ARES R [T
305 | Escherichia coli BBttt EHEC/VTEC 101|Plesiomonas sigelloides 001 Escherichia coli 001|Escherichia coli 74
093 |Escherichia coli HFFME ETEC] 208| Campylobacter jejuni 1 118| Haemophilus influenzae 003 Salmonella Typhi
092 | Escherichia coli 1#B A EIEC 209| Campylobacter coli 030| Neisseria meningitidis 004 Salmonella Paratyphi A
094 |Escherichia coli FHEKIHMMAR EPEC 023| Campylobacter jejuni/coli FHI €T 13 106| Listeria monocytogenes 426/ Salmonella_spp.
095| Escherichia coli #D T FIRHE 241|MRSA 4 241|MRSA 118| Haemophilus influenzae
003| Salmonella Typhi 024| Staphylococcus aureus (MRSALLSY) 4 024 Staphylococcus aureus(MRSALASH) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025| Clostridum perfringens 032| Streptococcus B 503| Listeria monocytogenes
005| Salmonella 02 026/ C/ tulinum,E 381|PRSP/PISP 102 4
006 | Salmonella 04 2 027| Clostridum botulinum EASH 038 Streptococcus pneumoniae (PRSP/PISPELSH) 241[MRSA 12
007 | Salmonella 07 1 028|Bacillus cereus h 0 0| | 024|Staphylococcus aureus(MRSALASY) 24|
008| Salmonella 08 Shigella dysenteriae % ( ) 421 Staphylococcus A7) -t B 49
009 | Salmonella 09 Shigella flexneri  E(_ ) 032| Streptococcus B 2
010| Salmonella 09,46 Shigella boydi B ) SN ER/ AR RAKR( 2311 ) 381|PRSP/PISP
201| Salmonella 013,19 090 Shigella sonnei FREA i [mnnsa| | 038 o) 4
014| Salmonella 013 091| Shigella #TH 037| Bordetella pertussis 422| Anaerobes 16
015| Salmonella 018 041|Entamoeba histolytica 118 jlus i 8 042/ Plasmodium spp.
016| Salmonella £FRLUSNDE( ) 042| Cryptosporidium spp. 030| Neisseria meningitidis 116| Vibrio vulnificus
017| Salmonella B8] 043| Giardia lamblia 031 Streptococcus A 8 &5 185| 0
503 Listeria monocytogenes 501|ROTA virus 8 381|PRSP/PISP 7
018| Yersinia enterocolitica 502|ADENO virus 4 038 streptococcus pnoumoniae(PRSP/PISPLASH) 7 Pl Lkl ] R 1307 )
019| Ypseudotuberculosis it 37 0 036| Corynebacterium diphtheriae BRESR sy |mnmea]
405| V.cholerae O1:El Tor,Ogawa,CT(+) 504|influenza virus A 20 109| Mycobacterium tuberculosis 5
406 | V.cholerae O1El Tor,Ogawa CT(-) SRR SRR BA%( 157 ) 505 Influenza virus.AorB 5 110|Mycobacterium avium-intracellulare complex 9
407| Vicholerae O1:El TorInaba,CT(+) BRESR it [wieg| | 506|RS virus 24 119| Klebsiella pneumoniae 89
408| V.cholerae O1E| Tor,Inaba,CT(-) 001|Escherichia coli 4 At 79 0| | 118|Haemophilus influenzae 7
409| V.cholerae O1Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 1 039|Legionella
410| V.cholerae O1:Classical,0gawa,CT(-) 118| Haemophilus influenzae _ SBHMH . EME IRA( 480 ) 102| Pseudomonas aeruginosa 164]
411| Vicholerae O1:ClassicallnabaCT(+) 030| Neisseria meningitidis RRES R |Et i 241|MRSA 142
412| V.cholerae O1Classical Inaba CT(-) 102| Pseudomonas aeruginosa 029| Neisseria gonorrhoeae 1 024| Staphylococcus aureus(MRSALASH) 123
413| Vicholerae 0139.CT(+) 163| Mycobacterium spp. 1 032| Streptococcus B 31 031| Streptococcus A 5
414| V.cholerae 0139.CT(-) 241|MRSA 179| Chlamydia trachomatis 032| Streptococcus B 36
415| V.cholerae 018&0139L45% 024| Staphylococcus aureus MRSALLS}) 2 124| Ureaplasma 381|PRSP/PISP 9
022| Vibrio parahaemolytious 421| Staphylococcus A7) -t Btk 7 425| Candida albicans 6 038 Streptococcus pneumoniae (PRSP/PISPELS) 24,
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 2
115| Vibrio mimicus 038 |streptococcus pneumoniae(PRSP/PISPLLSN) &H 38 0 125| Mycoplasma pneumoniae
116| Vibrio vulnificus 422| Anaerobes 11 &% 679 [
206 | Aeromonas hydrophila 125| Mycoplasma pneumoniae
207 | Aeromonas sobria 116| Vitrio vulnificus LRI ok - K - BB E
111|Aeromonas hydrophila/sobria #RIHY AF 26 0 IREE : IHEE R U B IREEA D DF
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#t FRAEBLHREIRE S
ERREEERE TS
A 10MERY FAX :0952-30-5033
HBEAE 20254 484 e-mailkansen—j@prefsaga.lgip
SHEHH: RE B 496 ) S S RE (05F) S B BAR( 35 ) SHREHH - iin A% (2606 )
HERES gy e ARES iy [wrine FRES e [onnen] [ | RRES sty [wra)
305 Escherichia coli B Htfk EHEC/VTEC 101| Plesiomonas sigelloides 1 001 Escherichia coli 001 Escherichia coli 72
093 Escherichia coli HRFHE ETEC 208| Campylobacter jejuni 1 118 lus i 003 Salmonella Typhi
092[Escherichia coli $EMBAE EIEC 209| Campylobacter coli 030| Neisseria meningitidis 004 Salmonella Paratyphi A
094 |Escherichia coli ERAMEMAR EPEC 2 023 | Campylobacter jejuni/coli ¥R 19 106 | Listeria monocytogenes 426 | Salmonella spp.
095| Escherichia coli 4D T FIRHE 1 241|MRSA 1 241[MRSA 118| Haemophilus influenzae
003| Salmonelia Typhi 024| Staphylococcus aureus MRSALLS}) 3 024| Staphylococcus aureus(MRSALLSH) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025| Clostridum perfringens 2 032| Streptococcus B 503| Listeria monocytogenes 1
005/ Salmonella 02 026 C/ tulinum, E 381|PRSP/PISP 102 2
006/ Salmonella 04 2 027| Clostridum botulinum E A%} 038 streptococcus pneumoniae (PRSP /PISPLLS) 241|MRSA 18|
007| Salmonella 07 028 Bacillus cereus 1 &% [ 0| | 024|Staphylococcus aureus(MRSALLSH) 12
008| Salmonella 08 Shigella dysenteriae E( ) 421 Staphylococcus ATY -t Bt 42
009 Salmonella 09 Shigella flexneri __ F( ) 032| Streptococcus B 4
010| Salmonella 09,46 Shigella boydi B ) __ SREMN:IRSE/MIEER  BUAM( 2105 ) 381|PRSP/PISP 2
201 Salmonella 013,19 090| Shigella sonnei FRESA R |Eo ] 038 +) 4
014| Salmonella 013 091|Shigella BB 037 Bordetella pertussis 422| Anaerobes 4
015 Salmonella 018 041| Entamoeba histolytica 118 jlus i 11 042/ Plasmodium spp.
016 Salmonella £ELSDBE( ) 042| Cryptosporidium spp. 030| Neisseria meningitidis 116| Virio wuinificus
017| Salmonella B78] 043| Giardia lamblia 031| Streptococcus A 4 &5t 161 0
503| Listeria monocytogenes 501[ROTA virus 11 381|PRSP/PISP 2
018| Yersinia enterocolitica 502 ADENO virus 1 038 streptococcus pneumoniae (PRSP/PISPLLSH) 2 S R BAAR( 1495 )
019 Ypseudotuberculosis it 48 0| | _036| Corynebacterium diphtheriae FRES ity [momra]
405| Vicholerae O1:El Tor,Ogawa,CT(+) 504|Influenza virus A 47 109| Mycobacterium tuberculosis 8|
406 | V.cholerae 01l Tor,Ogawa,CT(-) _ SESRERE ik ( 173 ) 505 Influenza virusAorB 6 110|Mycobacterium avium=intracellulare complex 16
407| Vicholerae O1EI TorInaba,CT(+) HEES ks [wnses | 506|RS virus 7 119| Klebsiella pneumoniae 94
408| Vicholerae O1EI TorInaba,CT(-) 001|Escherichia coli 3 &t 79 0| | 118|Haemophilus influenzae 58
409| Vicholerae O1Classical Ogawa CT(+) 119| Klebsiella pneumoniae 3 039| Legionella pneumophila
410| Vicholerae O1Classical Ogawa,CT(-) 118| Haemophilus influenzae SHME SRR BAR( 497 ) 102] Pseudomonas aeruginosa 166
411| Vicholerae O1Classicallnaba CT(+) 030| Neisseria meningitidis FREA it [anms] | 241|MRSA 137
412| Vicholerae O1Classicallnaba,CT(-) 102| Pseudomonas aeruginosa 5 029| Neisseria gonorrhoeae 024 Staphylococcus aureus(MRSAELSH) 117
413| Vicholerae 0139,CT(+) 163| Mycobacterium spp 032| Streptococcus B 29 031 Streptococcus A 3
414| Vicholerae 0139,CT(-) 241|MRSA 8 179| Chlamydia trachomatis 032| Streptococcus B 43
415| Vicholerae 0180139115+ 024| Staphylococcus aureus MRSALLSY) 6 124| Ureaplasma 381|PRSP/PISP 6
022/ Vibrio parahaemolyticus 421| Staphylococcus A7) - Btk 1 425| Candida albicans 9 038 Streptococcus pneumonise (PRSP/PISPESH) 23
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 14
115| Vibrio mimicus 038 streptococcus pneumonias (PRSP/PISPLLSH) &% 38 0| | 125|Mycoplasma pneumoniae
116| Vibrio vulnificus 422| Anaerobes 4 &% 685 [}
206| Aeromonas hydrophila 125| Mycoplasma pneumoniae
207| Aeromonas sobria 1 116| Vibrio vuinificus ZRIT : K - MK - AR R E
111|Aeromonas hydrophila/sobria 185I€ ¢ 2 Bt 30 0 IREE : 1REE K U 2 EEEN S D
MRSA;methicillin-resistant S.aureus FEER IR REWSIRB LU T RENDDHM
PRSP;penicillin-resistant S.pneumoniae BRER - FEERFRIE TR E 2B (533)
PISP;penicillin-intermediate resistant S.pneumoniae
et FRAERLRTRE#F
ERRBEEE T -
WA 10HEE% FAX :0952-30-5033
HERNE 20254 584 e-mail-kansen—j@pref.saga.lgjp
SEHH: RE BEH( 513 ) S EFH: K (05F) SIAH : Bk AR 36 ) ST : i B 2517 )
FRES R | FREH B [ FRES i | i) ARES i [
305 Escherichia coli B i Mtk EHEC/VTEC 101| Plesiomonas sigelloides 001 Escherichia coli 001 Escherichia coli 59
093 Escherichia coli BEFE ETEC 208| Campylobacter jejuni 4 118| Haemopbilus influenzae 003 Salmonella Typhi
092 Escherichia coli 1B A EIEC 209| Campylobacter coli 030| Neisseria meningitidis 004 Salmonella_Paratyphi A
094 |Escherichia coli FEIR KM B ;&% EPEC 023 | Campylobacter jejuni/coli #HI 3 27 106| Listeria monocytogenes 426 | Salmonella_spp.
095 | Escherichia coli #hD T HIRYE 241|MRSA 6 241|MRSA 118| Haemophilus influenzae
003| Salmonella Typhi 024| Staphylococcus aureus MRSALLSY) 4 024| Staphylococcus aureus(MRSALLSH) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025 Clostridum perfringens 032| Streptococcus B 503| Listeria monocytogenes
005 Salmonella 02 026 Clostridum botulinum,E 381[PRSP/PISP 102| Pseudomonas aeruginosa 8|
006 Salmonella 04 1 027| Clostridum botulinum EASt 038 streptococcus pneumonise (PRSP/PISPLLSH) 241|MRSA 4]
007| Salmonella 07 2 028 Bacillus cereus &t [ 0| | 024|Staphylococcus aureus(MRSALLSH) 14
008| Salmonella 08 1 Shigella dysenteriae % ( ) 421 Staphylococcus A7) Tt Bt 29
009 Salmonella 09 Shigella flexneri __ E( ) 032| Streptococcus B 9
010| Salmonella 09,46 Shigella boydi B ) SRS VEE/AVENE  RAM( 1993 ) 381|PRSP/PISP
201| Salmonelia 013,19 090 Shigella sonnei HREA g [wnnre] | 038 o) 1
014| Salmonella 013 091 Shigella b ] 037| Bordetella pertussis 422| Anaerobes 13
015| Salmonella 018 041| Entamosba histolytica 118| Haemopbilus influenzae 18 042/ Plasmodium spp.
016 Salmonella RSN DBE( ) 042| Cryptosporidium spp. 030| Neisseria meningitidis 116| Virio vulnificus
017| Salmonella 8783 043| Giardia lamblia 031| Streptococcus A 11 &3t 137 [
503| Listeria monocytogenes 501[ROTA virus 10 381|PRSP/PISP 2
018| Yersinia enterocolitica 502[ADENO virus 2 038|strentococeus preumoniae (PRSP/PISPLAS) 5 5 MM RS RS 1347 )
019| Ypseudotuberculosis Bt 58 [ 036 Corynebacterium diphtheriae RREA B |Eoea]
405| Vicholerae O1:l TorOgawa CT(+) 504|Influenza virus A 12 109| Mycobacterium tuberculosis 5
406| V.cholerae O1:El Tor,Ogawa,CT(-) _ HEMH ENE B 163 ) 505|Influenza virus.AorB 6 110 Mycobacterium avium-intracellulare complex 22
407| V.cholerae O1E| TorInaba,CT(+) FREH i |wnkisE| | 506|RS virus 3 119|Klebsiella pneumoniae 92
408 Vicholerae O1E| TorInaba,CT(-) 001| Escherichia coli 6 &t 57 0| | _118|Haemophilus influenzae 56
409| V.cholerae O1Classical Ogawa CT(+) 119| Klebsiella pneumoniae 039/ Legionella pneumophila
410| Vicholerae O1Classical,0gawa,CT(-) 118 jlus ir ped. Lk L) BIAS( 455 ) 102 149
411| Vicholerae O1Classicallnaba CT(H) 030| Neisseria meningitidis HREA it [wnnes | 241|MRSA 148]
412| Vicholerae O1Classicallnaba CT(-) 102| Pseudomonas aeruginosa 1 029| Neisseria gonorrhoeae 024 Staphylococcus aureus(MRSALLSH) 110)
413| Vicholerae 0139.CT(+) 163| Mycobacterium spp 032| Streptococcus B 18 031 Streptococcus A 2
414| Vicholerae 0139.CT(-) 241|MRSA 1 179| Chlamydia trachomatis 032| Streptococcus B 42
415| Vicholerae O18&0139115% 024 Staphylococcus aureus MRSALLS}) 6 124| Ureaplasma 381|PRSP/PISP 7
022| Vibrio parahaemolyticus 421| Staphylococous A7) T Bt 9 425| Candida albicans 15 0! o) 27
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 5
115 Vibrio mimicus [} &t 33 0| | 125|Mycoplasma pneumoniae
116| Vibrio vulnificus 422| Anaerobes 12 &3t 665 [
206| Aeromonas hydrophila 1 125| Mycoplasma pneumoniae
207| Aeromonas sobria 116| Vibrio vulnificus PRI MK - BEOK - BEER RS
111|Aeromonas hydrophila/sobria TS &5 35 0 UREE : IHEE R U BIRFEM S D H

MRSA;methicillin-resistant S.aureus

PRSP:penicillin-resistant S.pneumoniae

PISP;penicillin-intermediate resistant S.pneumoniae
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1 FRABLRIBESN
ERRWEREL S
HHEWAR 10ER FAX :0952-30-5033
BERE 20254 6 B %> e-mail-kansen—j@pref.saga.lgjp
SR KR A 543 ) 53 MR R E (OOF) SN : B RAEBC 41 ) SRS h RIS 2445 )
EREE e FREA e FRES il FRES B |
305 |Escherichia coli B&& iM% EHEC/VTEC 101 /e 001| Escherichia coli 001| Escherichia coli 52
093 |Escherichia coli #FIRTE ETEC] 208| Campylobacter jejuni 1 118 /! ir 003| Salr Typhi
092 |Escherichia coli #8#B AT EIEC 209| Campylobacter coli 030| Neisseria meningitidis 004| Salmonella Paratyphi A
094 |Escherichia coli AR XRE ;&% EPEC 1 023| Campylobacter jejuni/coli FEH|E 3 20 106 Listeria monocytogenes 426| Salmonella spp. 1
095| Escherichia coli 1.0 F#IR M 241|MRSA 3 241|MRSA 118 Haemophilus influenzae
003| Salmonella Typhi 024| Staphylococeus aureus MRSALLSY) 8 024 Staphylococcus aureus(MRSALASH) 030/ Neisseria meningitidis
004| Salmonella Paratyphi A 025 Clostridum perfringens 032| Streptococcus B 1 508 Listeria monocytogenes
005| Salmonella 02 026 Clostridum botulinum,E 381|PRSP/PISP 102| Pseudomonas aeruginosa 13
006 | Salmonella 04 3 027| Clostridum botulinum E A% 038 strontococous pnoumoniae PRSP/ PISPLLS) 241[MRSA 3
007| Salmonella 07 1 028| Bacillus cereus Bt 1 0| | 024[Staphylococcus aureus(MRSALISH) 20
008| Salmonella 08 Shigella dysenteriae % () 421 Staphylococcus A7) -t B 30
009| Salmonella 09 Shigella flexneri __ E () 032 Streptococcus B 3
010| Salmonella 09,46 Shigella boydii B ) STREFTE  VRER/ MIAE  ARRM( 1737 ) 381|PRSP/PISP
201| Salmonella 013,19 090| Shigella sonnei ] ARES um [wnmoa] | 038 )
014| Salmonella 013 091| Shigella ] 037| Bordetella pertussis 422| Anaerobes 10
015| Salmonella 018 041| Entamoeba histolytica 118 lus i 14 042 Plasmodium spp.
016| Salmonella £ RS DB ) 042| Cryptosporidium spp. 030| Neisseria 116| Virio vulnificus
017] Salmonella B78 043 Giardia lamblia 031 Streptococeus A 4 &5t 132] [
503| Listeria monocytogenes 501[ROTA virus 381|PRSP/PISP
018 Yersinia enterocolitica 502| ADENO virus 1 038 streptococcus pneumoniae (PRsP/PISPLLI) 5 SEFH RR BRAK( 1264 )
019| Ypseudotuberculosis aE 4 0 036| Corynebacterium diphtheriae RRER i |moe|
405| V.cholerae O1El Tor,OgawaCT(+) 504|Influenza virus A 5 109| Mycobacterium tuberculosis 4]
406| V.cholerae O1:£l Tor.Ogawa CT(-) SRR BNk ik 179 ) 505 Influenza virusAorB 7 110| Mycobacterium avium-intracellulare complex 10
407 Vicholerae O1:El TorInaba CT(+) ] HRES Biish [sn5658 | 506|RS virus 119| Klebsiella pneumoniae 93
408| V.cholerae O1EI Torlnaba,CT(-) 001|Escherichia coli 8 Bt 35 0| | 118[Haemophitus influenzae 70
409| V.cholerae O1Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 6 039| Legionella
410| Vicholerae O1Classical Ogawa,CT(-) 118 lus i SN PSR B 456 ) 102| Pseudomonas aeruginosa 150)
411| Vicholerae O1GlassicallnabaCT(+) 030| Neisseria meningitidis HREA s [waniia] | 241|MRSA 160
412| V.cholerae O1:Classicallnaba,CT(-) 102| Pseudomonas aeruginosa 4 029| Neisseria gonorrhoeae 1 024| Staphylococcus aureus(MRSALLS}) 83
413| V.cholerae 0139,CT(+) 163| Mycobacterium spp. 032| Streptococcus B 32 031| Streptococcus A
414| V.cholerae 0139,CT(-) 241|MRSA 179| Chlamydia trachomatis 032| Streptococcus B 35
415| Vicholerae O18&0139LA5}+ 024| Staphylococcus aureus (MRSALLSY) 4 124| Ureaplasma 381|PRSP/PISP 6
022| Vibrio parahaemolyticus 421| Staphylococcus ATY 53—t BEHE 3 425| Candida albicans 20 038 | Streptococeus pneumoniae (PRSP/PISPLLSH) 16
104 Vibrio fluvialis 381[PRSP/PISP 162 z vaginalis 422| Anaerobes 3
115| Vibrio mimicus 038 streptococcus pneumoniae(PRSP/PISPLLSH) BE 53 0 125
116 Vibrio vulnificus 422| Anaerobes 14 &t 630 0
206| Aeromonas hydrophila 125
207| Aeromonas sobria 1 116| Vibrio vulnificus B2 - oK - REOK - BB R E
111|Aeromonas hydrophila/sobria 1R+ 3" 2 aF 39 0 VEIEA : DEIEE K U SROBEADN S OH1 4
MRSA;methicillin-resistant S.aureus VR B REWRSIEBLUTREND DM
PRSP;p B AR - P2 AR R E TEE 3B (5358) ¥
PISP;penicillin-intermediate resistant S pneumoniae
et FREBHKIRESH
EEREEEEE -
WA 10/EER FAX:0952-30-5033
HERNE 202545 7R 9 e-mail:kansen—j@pref.saga.lgjp
SEHMH: KE RA%( 525 ) SBHH: KE (D) SN R BAER( 36 ) S hiE A (2364 )
FRES R [ FRER o FREA i || FEEA i ||
305 | Escherichia coli BBttt EHEC/VTEC 2 101|Plesiomonas sigelloides 2 001 Escherichia coli 001|Escherichia coli 101
093 |Escherichia coli HFFME ETEC] 208| Campylobacter jejuni 3 118| Haemophilus influenzae 003 Salmonella Typhi
092 | Escherichia coli 1#B A EIEC 209| Campylobacter coli 1 030| Neisseria meningitidis 004 Salmonella Paratyphi A
094 |Escherichia coli FHEKIHMMAR EPEC 023| Campylobacter jejuni/coli FHI €T 29 106| Listeria monocytogenes 426/ Salmonella_spp.
095| Escherichia coli #D T FIRHE 241|MRSA 3 241|MRSA 118| Haemophilus influenzae
003| Salmonella Typhi 024| Staphylococcus aureus (MRSALLSY) 10 024| Staphylococcus aureus(MRSALLSH) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025 Clostridum perfringens 032| Streptococcus B 503| Listeria monocytogenes
005| Salmonella 02 026/ C/ tulinum,E 381|PRSP/PISP 102 13
006 | Salmonella 04 2 027| Clostridum botulinum EASH 038 streptacoccus pneumoniae (PRSP/PISPLLSH) 241[MRSA 14
007 | Salmonella 07 1 028|Bacillus cereus h 0 0| | 024|Staphylococcus aureus(MRSALLSH) 27
008| Salmonella 08 3 Shigella dysenteriae % ( ) 421 Staphylococcus A7) -t B 41
009 | Salmonella 09 1 Shigella flexneri _ E( ) 032| Streptococcus B 6
010| Salmonella 09,46 Shigella boydii B( ) SRR TSR/ MOANE  BRiRE( 1854 ) 381|PRSP/PISP
201| Salmonella 013,19 090 Shigella sonnei FREA i [mnnsa| | 038 o)
014| Salmonella 013 091| Shigella #TH 037| Bordetella pertussis 422| Anaerobes 6
015| Salmonella 018 041|Entamoeba histolytica 118 lus i 6 042/ Plasmodium spp.
016| Salmonella £FRLUSNDE( ) 042| Cryptosporidium spp. 030| Neisseria meningitidis 116| Vibrio vulnificus
017| Salmonella B8] 043| Giardia lamblia 031 Streptococcus A 3 &5 208 0
503 Listeria monocytogenes 501|ROTA virus 381|PRSP/PISP 1
018| Yersinia enterocolitica 502|ADENO virus 038 streptococcus pnoumoniae(PRSP/PISPLASH) 2 Pl Lkl ] HRAS( 1325 )
019| Ypseudotuberculosis it 59 0 036| Corynebacterium diphtheriae BRESR sy |mnmea]
405| V.cholerae O1:El Tor,Ogawa,CT(+) 504|Influenza virus.A 8 109| Mycobacterium tuberculosis 6
406 | V.cholerae O1El Tor,Ogawa CT(-) SRR R A% 168 ) 505 Influenza virus.AorB 1 110|Mycobacterium avium-intracellulare complex 13
407| Vicholerae O1:El TorInaba,CT(+) BRESR it [wieg| | 506|RS virus 5 119| Klebsiella pneumoniae 108
408| V.cholerae O1E| Tor,Inaba,CT(-) 001|Escherichia coli 5 At 26 0| | 118|Haemophilus influenzae 45
409| V.cholerae O1Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 1 039|Legionella
410| Vicholerae O1Classical,0gawa,CT(-) 118 jlus ir SRHH: S RAK( 539 ) 102| Pseudomonas aeruginosa 148
411| Vicholerae O1:ClassicallnabaCT(+) 030| Neisseria meningitidis RRES R |Et i 241|MRSA 136
412| Vicholerae O1ClassicallnabaCT(-) 102| Pseudomonas aeruginosa 1 029| Neisseria gonorrhoeae 024| Staphylococcus aureus(MRSALASH) 86
413| Vicholerae 0139.CT(+) 163| Mycobacterium spp. 032| Streptococcus B 33 031| Streptococcus A
414| V.cholerae 0139.CT(-) 241|MRSA 1 179| Chlamydia trachomatis 032| Streptococcus B 30)
415| V.cholerae 018&0139L45% 024| Staphylococcus aureus (MRSALLSY) 7 124| Ureaplasma 381|PRSP/PISP 4
022| Vibrio parahaemolytious 421| Staphylococcus A7) -t Btk 1 425| Candida albicans 19 038 Streptococcus pneumoniae (PRSP/PISPELS) 15
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes
115| Vibrio mimicus 038 |streptococcus pneumoniae(PRSP/PISPLLSN) &H 52 0 125| Mycoplasma pneumoniae
116| Vibrio vulnificus 422| Anaerobes 16 &% 591 [
206 | Aeromonas hydrophila 125| Mycoplasma pneumoniae
207| Aeromonas sobria 1 116| Vibrio vulnificus BRI : Ok - UK - B SRR E
111|Aeromonas hydrophila/sobria Hi%i ¢ 3 1 &F 32 0 IREE : IHEE R U B IREEA D DF

MRSAmethicillin-resistant S.aureus
PRSP;penicillin-resistant S,pneumoniae
PISP;penicillin-intermediate resistant S.pneumoniae
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Ht1 FRERHRE B E®
EERWBEERE S —
E g ] 1075 FAX :0952-30-5033
BERNE 20254 8A % e—mail:kansen—j@pref saga.lgjp
SHFH : R HRA( 562 ) SRR K E (05 SRAH : & BABC 29 ) _ SEEHH-mE RS 2279 )
HERESR i |anwes) HERER P L HERESR P e B Y |wnie]
305 | Escherichia coli 5% i M fE EHEC/VTEC 2 101| Plesiomonas sigelloides 001| Escherichia coli 001| Escherichia coli 69
093 |Escherichia coli #FIR1E ETEC] 208| Campylobacter jejuni 2 118| Haemophilus influenzae 003| Salmonella Typhi
092 |Escherichia coli #B#lEB AN EIEC 209| Campylobacter coli 030| Neisseria meningitidis 004 Salmonella Paratyphi A
094 |Escherichia coli SR XS M;EE EPEC 1 023| Campylobacter jejuni/coli #8RI€ 3 37 106 Listeria monocytogenes 426| Salmonella spp. 2
095| Escherichia coli #b D T FRE 241|MRSA 1 241|MRSA 118| Haemophilus influenzae
003 | Salmonella Typhi 024 Staphylococcus aureus MRSALLSY) 5 024 Staphylococcus aureus (MRSALLSY) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025| Clostridum perfringens 032| Streptococcus B 503| Listeria monocytogenes
005 02 026| Clostridum botulinum,E 381[PRSP/PISP 102|Pse 12
006 04 1 027| Clostridum bo: E LIS} 038|streptococcus pneumoniae (PRSP/PISPLLSH) 241|MRSA 4|
007 07 4 028| Bacillus cereus = 0 0 024 Stay aureus(MRSALLSY) 18]
008| Sa/monella O8 2 Shigella dysenteriae B () 421| Staphylococcus ATY - BEME 39
009 | Sa/monella O9 1 Shigella flexneri B ) 032| Streptococcus B 4]
010| Salmonella 09,46 Shigella boydii B ) STREFHE IR/ MR  BR{AER( 2496 ) 381|PRSP/PISP
201 013,19 090| Shigella sonnei FRESR o 038 )
014 013 091| Shigella b 037| Bordetella pertussis 422| Anaerobes 5
015| Salmonella O18 041| Entamoeba histolytica 118 U ir 10 042| Plasmodium spp.
016 | Sa/monella LERLASNDEF( ) 042| Cryptosporidium spp. 030| Neisseria 116| Vibrio vulnificus
017| Salmonella BA~8A 043| Giardia lamblia 031] Streptococcus A 6 &t 153 0
503 | Listeria monocytogenes 501|ROTA virus 381|PRSP/PISP
018| Yersinia enterocolitica 1 502[ADENO virus 1 038|treptococcus pneumoniae (PRSP/PISPLLI) 7 SME RS ARIAB( 1268 )
019| Ypseudotuberculosis & 63 036/ Corynebacterium diphtheriae HRER i |mor sl
405| Vicholerae O1:E| Tor,Ogawa,CT(+) 504|Influenza virus,A 8 109 | Mycobacterium tuberculosis 5
406| V.cholerae O1:El Tor,Ogawa CT(-) SIMEFR B AR BAR( 165 ) 505|Infi virus.AorB 110| Mycobacterium avium-intracellulare complex 13
407| Vicholerae O1EI Torlnaba,CT(+) FRER AR [ | 506|RS virus 8 119| Klebsiella pneumoniae 111
408| V.cholerae O1:£| Tor,Inaba,CT(-) 001| Escherichia coli 9 = 39 0 118| Haemophilus influenzae 36
409| V.cholerae O1:Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 5 039| Legionella pneumophila
410| Vicholerae O1:Classical Ogawa.CT(-) 118 jlus i S MM AR B 503 ) 102| Pseudomonas aeruginosa 154]
411 Vicholerae O1:Classicallnaba,CT(+) 030| Neisseria meningitidis RRER At || 241|MRSA 128
412| Vicholerae O1:Classicallnaba,CT(-) 102| Pseudomonas aeruginosa 1 029| Neisseria gonorrhoeae 024| Staphylococcus aureus (MRSALLS}) 89
413| Vicholerae 0139,CT(+) 163| Mycobacterium spp. 032| Streptococcus B 25 031| Streptococcus A
414| Vicholerae 0139,CT(-) 241|MRSA 179| Chlamydia trachomatis 032| Streptococcus B 27
415| Vicholerae O1&0139LA5} 024| Staphylococcus aureus (MRSALLSY) 9 124| Ureaplasma 381|PRSP/PISP 3
022| Vibrio parahaemolyticus 421| Staphylococcus ATY -t 2 425 Candiida albicans 24 038 Streptococcus pneumonias (PRSP/PISPLLSH) 11
104 Vibrio fluvialis 381[PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes
115| Vibrio mimicus 038| Streptococcus pneumoniae(PRSP/PISP LLSH) &t 49 0 125| Mycoplasma pneumoniae
116 Vibrio vulnificus 422| Anaerobes 13 &t 577 0
206| Aeromonas hydrophila 1 125| Mycoplasma pneumoniae
207| Aeromonas sobria 1 116 Vibrio vulnificus BERIE - K - B K- BAER R AL
111 |Aeromonas hydrophila’sobria FERIEH 3 =5t 39 0 DEEE : DEEE B X SO EE A D D H
MRSA;methicillin-resistant S.aureus IR . RERSIABIUTRENDDHH
1P resistan BEER: PR AR PRE TR E 5B (533) ¥
PISP;penicillin-intermediate resistant S.pneumoniae
#t1 FRERHRERES
EEREEEEE5—
Eeg 1] 10KERR FAX:0952-30-5033
BERNE 20254 9@ 5 e-mail:kansen-i@prefsagalgip
SEMH: RE A% 509 ) SEMH: K (O5F) SRMH : Bk Bk 45 ) SN & A 2415 )
HRES i |manen HREA @i | HREA ity | HRES S
305|Escherichia coli BE Hi i EHEC/VTEC 2 101|Plesiomonas sigelloides 001| Escherichia coli 001|Escherichia coli 80|
093 |Escherichia coli HFEFME ETEC] 208| Campylobacter jejuni 3 118 jlus i 003 | Salmonella Typhi
092 | Escherichia coli H#BAME EIEC 209| Campylobacter coli 030 Neisseria meningitidis 004| Salmonella Paratyphi A
094 |Escherichia coli FHRAME MHR EPEC 1 023 Campylobacter jejuni/coli FR €3 11 106| Listeria monocytogenes 426| Salmonella_spp.
095| Escherichia coli #10 T FIFE 241|MRSA 2 241|MRSA 118| Haemophilus influenzae
003| Salmonella Typhi 024| Staphylococcus aureus (MRSALLSY) 8 024 Staphylococcus aureus(MRSALASH) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025| Clostridum perfringens 032 Streptococcus B 503 | Listeria monocytogenes
005| Salmonella 02 026 | Clostridum botulinum,E 381|PRSP/PISP 102| Pseudomonas aeruginosa 6
006 | Salmonella 04 027| Clostridum botulinum E LAY 038|Streptococcus pneumonias (PRSP/PISPEASH) 241|MRSA 13
007 | Salmonella 07 7 028|Bacillus cereus At 0 0| | 024 Staphylococcus aureus(MRSALIS}) 23
008| Salmonella 08 1 Shigella dysenteriae F () 421| Staphylococcus ATY -t HEME 39
009 | Salmonella 09 1 Shigella flexneri B () 032| Streptococous B 4
010| Salmonella 09,46 Shigella boydii B( ) ST VEER/MUEME  iR{EER( 2245 ) 381|PRSP/PISP
201 | Salmonella 013,19 090| Shigella sonnei FREA ity [wnnis| | 038 b
014| Salmonella 013 091| Shigella HTH 037| Bordetella pertussis 422| Anaerobes 14
015| Salmonella 018 041|Entamoeba histolytica 118| Haemophilus influenzae 10 042| Plasmodium spp.
016 Salmonella LERUSNDE( ) 042| Cryptosporidium spp. 030| Neisseria meningitidis 116| Vibrio vulnificus
017| Salmonella BT 043| Giardia lamblia 031 Streptococcus A 4 &t 179 0
503 Listeria monocytogenes 501|ROTA virus 381|PRSP/PISP 1
018| Yersinia enterocolitica 502| ADENO virus 038 streptococcus preumoniae (PRSP/PISPIASK) 9 SRAE:BE RAES( 1278 )
019| Ypseudotuberculosis it 38 0 036| Corynebacterium diphtheriae RRES R |Eo i
405| V.cholerae O1El Tor,OgawaCT(+) 504|Influenza virus.A 15 109| Mycobacterium tuberculosis 7
406| V.cholerae O1EIl Tor,OgawaCT(-) SR R BE%( 162 ) 505|Influenza virus.AorB 110|Mycobacterium avium-intracellulare complex 17
407| V.cholerae O1EI Tor,Inaba,CT(+) HRES s |wnKiE| | 506|RS virus 8 119| Klebsiella pneumoniae 113
408| V.cholerae O1EI TorJnaba,CT(-) 001|Escherichia coli 3 &t 47 0| | 118|Haemophilus influenzae 32
409| V.cholerae O1Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 2 039| Legionella pneumophila
410 Vicholerae O1Classical OgawaCT(-) 118 ilus i SR R BRIAB( 528 ) 102| Pseudomonas aeruginosa 158,
411| Vicholerae O1ClassicallnabaCT(+) 030|Neisseria meningitidis BREA i |[snniia| | 241|MRSA 114
412| Vcholerae O1ClassicalInabaCT(-) 102| Pseudomonas aeruginosa 029| Neisseria gonorrhoeae 1 024| Staphylococcus aureus(MRSALAS}) 89
413| V.cholerae 0139.CT(+) 163| Mycobacterium spp. 032 Streptococcus B 27 031| Streptococcus A
414| V.cholerae 0139.CT(-) 241|MRSA 179| Chlamydia trachomatis 032| Streptococous B 49
415| V.cholerae 018&0139L15% 024| Staphylococcus aureus (MRSALLSY) 3 124| Ureaplasma 381|PRSP/PISP 3
022| Vibrio parahaemolyticus 421| Staphylococcus A7) 5 IEtE 5 425| Candida albicans 17 038 Streptococeus pneumoniae (PRSP/PISPELSH) 13
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 2
115| Vibrio mimicus 1 038|streptococcus pneumoniae(PRSP/PISPELS) &t 45 0| | 125|Mycoplasma pneumoniae
116| Vibrio vulnificus 422 Anaerobes 12 At 597 0
206 | Aeromonas hydrophila 125| Mycoplasma pneumoniae
207| Aeromonas sobria 116| Vibrio vulnificus TR : DK - BEOK - BEER R E
111 |Aeromonas hydrophila/sobria TR 1 Akt 25 0 VREA : IHER K U IR D

MRSA;methicillin-resistant S.aureus

PRSP;penicillin-resistant S pneumoniae

PISP;penicillin-intermediate resistant S.pneumoniae
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1 FERAEARHRKT#EE®
EERAEEEE S~
AR 10/E 8 FAX :0952-30-5033
BEARE 20254 1084 e-mail-kansen—j@pref.saga.lgjp
SEHH: KE RIS 498 ) S EHH: RE (OTF) SREM R B A 48 ) _ ARHE MK BRA( 2023 )
FRES LS FRES T HREA Ll FRES il
305 | Escherichia coli B it EHEC/VTEG 101 p 001| Escherichia coli 001|Escherichia coli 81
093 | Escherichia coli BFRIRIE ETEC 208| Campylobacter jejuni 6 118 jluss i 003| Salmonella Typhi
092 coli HHBALE EIEC] 209| Campylobacter coli 030| Neisseria 004 Sa Paratyphi A
094|Escherichia coli R X E ;&R EPEC 023| Campylobacter jejuni/coli F8HIE 3 15 106 Listeria monocytogenes 426| Salmonella_spp. 1
095| Escherichia coli .0 F#IR M 241|MRSA 2 241|MRSA 118| Haemophilus influenzae
003 Typhi 024| Staphylococcus aureus (MRSALLSY) 5 024 Staphylococcus aureus(MRSALAS}) 030| Neisseria tic
004| Salmonella Paratyphi A 025| Clostridum perfringens 032 Streptococeus B 503| Listeria monocytogenes
005| Salmonella 02 026| Clostridum botulinum, E 381|PRSP/PISP 102| Pseudomonas aeruginosa 6
006 04 1 027 ELIst 038 streptococcus pneumoniae (PRSP/PISPELSR) 1 241[MRSA 3
007| Salmonella 07 9 028| Bacillus cereus BEt 1 0 024| Staphylococcus aureus(MRSALASH) 14
008 o8 1 Shigella dysenteriae E () 421| Staphylococcus ATY F-H EEtE 36
009 09 1 Shigella flexneri B () 032| Streptococous B 2
010| Salmonella 09,46 Shigella boydii 2 ) SRESTR VR MOANE  BR{AM( 1863 ) 381|PRSP/PISP
201 013,19 090| Shigelia sonnei ] BEREA b |momera| 038 ) 2
014 o13 091] Shigella BT 037| Bordetella pertussis 422| Anaerobes 17
015| Salmonella 018 041|Entamoeba histolytica 118 jluss i 1 042| Plasmodium spp.
016 LEUSADBEC ) 042| Cryptosporidium spp. 030| Neisseria 116| Vibrio vulnificus
017 Salmonella B8 043| Giardia lamblia 031 Streptococcus A 4 HE 162 0
503| Listeria monocytogenes 501|ROTA virus 381|PRSP/PISP 5
018| Yersinia enterocolitica 502|ADENO virus 038|streptococcus pneumoniac (PRSP/PISPIASH) 1 SFE B RIS 1287 )
019| Ypseudotuberculosis &t 40 0| | 036| Corynebacterium diphtheriae BRES o
405| V.cholerae O1El Tor.OgawaCT(+) 504|Influenza virus.A 12 109| Mycobacterium tuberculosis 6
406 | Vicholerae O1:E|l Tor,Ogawa CT(-) _ SEEN N BRI ( 154 ) 505 influenza virus AorB 1 110|Mycobacterium avium-intracellulare complex 28
407 | Vicholerae O1:El TorInaba,CT(+) BRER S L 506|RS virus 9 119| Klebsiella pneumoniae 100
408| V.cholerae O1El Torlnaba,CT(-) 001|Escherichia coli 5 Bt 33 of | 18 28
409| Vcholerae O1Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 3 039|Legionella
410 Vicholerae O1Classical.OgawaCT(-) 118 jlus i SR £ R 499 ) 102| Pseudomonas aeruginosa 171
411| Vicholerae O1Classicallnaba CT(+) 030|Neisseria HREA ik |we| 241|MRSA 136
412| Vicholerae O1GlassicalInabaCT(-) 102| Pseudomonas aeruginosa 2 029| Neisseria gonorrhoeae 024| Staphylococcus aureus(MRSALASH) 85
413| V.cholerae 0139.CT(+) 163| Mycobacterium spp. 032 Streptococcus B 35 031| Streptococcus A
414| V.cholerae 0139.CT(-) 241|MRSA 3 179| Chlamydia trachomatis 032| Streptococous B 41
415| Vicholerae O18&0139L45% 024| Staphylococcus aureus MRSALLSY) 3 124| Ureaplasma 381|PRSP/PISP 5
022| Vibrio parahaemolyticus 421 Staphylococeus A7) 5—t FEtE 5 425| Candida albicans 16 0; 54) 8|
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes
115| Vibrio mimicus 038|streptococcus pneumoniae(PRSP/PISPELSH) =1 51 0 125| Mycoplasma pneumoniae
116 Vibrio vulnificus 422| Anaerobes 20 &t 608 0
206 | Aeromonas hydrophila 125| Mycoplasma pneumoniae
207| Aeromonas sobria 116 Vibrio vulnificus ERI : DK - BEOK - BIER R AR E
111|Aeromonas hydrophila/sobria FER €4 &t 41 0 DEEE : OEEE R USRI EE A S DF 4
MRSA;methicillin-resistant S.aureus £ B, SBERSAS LU TSENS D
PRSP;penicillin-resistant S.pneumoniae B AR : FEADRERE B (53) ¥
PISP;penicillin-intermediate resistant S.pneumoniae
et FReERHRAEHRES
EEREEEEE -
WA 10/EER FAX:0952-30-5033
BERNE 20254 118 % e-mail-kansen-j@prefsaga.lgip
SEHMH: KE BRI 447 ) SBHH: KE (D) SN R BAER( 44 ) S hiE HBikE( 2514 )
FRES R [ FRER o FREA i || FEEA i ||
305 | Escherichia coli BBttt EHEC/VTEC 1 101|Plesiomonas sigelloides 001| Escherichia coli 001|Escherichia coli 50|
093 |Escherichia coli HFFME ETEC] 208| Campylobacter jejuni 1 118| Haemophilus influenzae 003| Salmonella Typhi
092 | Escherichia coli 1#B A EIEC 209| Campylobacter coli 030| Neisseria meningitidis 004| Salmonella Paratyphi A
094 |Escherichia coli FHEKIHMMAR EPEC 023| Campylobacter jejuni/coli FHI €T 25 106| Listeria monocytogenes 426| Salmonella spp.
095| Escherichia coli 0 FHIF M 241|MRSA 2 241|MRSA 118| Haemophilus influenzae 1
003| Salmonella Typhi 024| Staphylococcus aureus (MRSALLSY) 6 024 Staphylococcus aureus(MRSALASH) 030| Neisseria meningitidis
004| Salmonella Paratyphi A 025| Clostridum perfringens 032 Streptococcus B 503 | Listeria monocytogenes
005| Salmonella 02 026/ C/ tulinum,E 381|PRSP/PISP 102 3
006 | Salmonella 04 027| Clostridum botulinum E LAY 038 Streptococcus pneumoniae (PRSP/PISPELSH) 241[MRSA 3
007 | Salmonella 07 5 028|Bacillus cereus h 0 0| | 024|Staphylococcus aureus(MRSALASY) 31
008| Salmonella 08 Shigella dysenteriae % ( ) 421| Staphylococcus ATY Tt &M 33
009 | Salmonella 09 Shigella flexneri  E(_ ) 032| Streptococcus B
010| Salmonella 09,46 Shigella boydii B( ) STREAR TSR/ MOANE  RBRiRE( 2302 ) 381|PRSP/PISP
201| Salmonella 013,19 090| Shigella sonnei HRES i [mnnsa| | 038 o) 8
014| Salmonella 013 091| Shigella #TH 037| Bordetella pertussis 422| Anaerobes 13
015| Salmonella 018 041|Entamoeba histolytica 118 jlus i 1 042| Plasmodium spp.
016| Salmonella £FRLUSNDE( ) 042| Cryptosporidium spp. 030| Neisseria meningitidis 116| Vibrio vulnificus
017| Salmonella BTH 043| Giardia lamblia 031 Streptococcus A 3 At 147 0
503 Listeria monocytogenes 501|ROTA virus 381|PRSP/PISP
018| Yersinia enterocolitica 502| ADENO virus 1 038 treptococcus pneumoniae (PRSP/PISPELSH) 7 M BB BB ( 1225 )
019| Ypseudotuberculosis it 41 0 036| Corynebacterium diphtheriae BRESR sy |mnmea]
405| V.cholerae O1:El Tor,OgawaCT(+) 504|Influenza virus.A 232 109| Mycobacterium tuberculosis 8
406 V.cholerae O1El Tor,OgawaCT(-) SRR R R 161 ) 505|Influenza virusAorB 7 110|Myeobacterium avium-intracellulare complex 18]
407| Vicholerae O1:El TorInaba,CT(+) BRESR it [wieg| | 506|RS virus 6 119| Klebsiella pneumoniae 96
408| V.cholerae O1E| Tor,Inaba,CT(-) 001|Escherichia coli 10 At 256 0| | 118|Haemophilus influenzae 35
409| V.cholerae O1Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 4 039|Legionella
410| V.cholerae O1:Classical,0gawa,CT(-) 118| Haemophilus influenzae S EME IRA( 489 ) 102| Pseudomonas aeruginosa 104]
411| Vicholerae O1ClassicalInaba CT(+) 030| Neisseria meningitidis HREA i [mnnia | 241 MRSA 108
412| V.cholerae O1Classical Inaba CT(-) 102| Pseudomonas aeruginosa 3 029| Neisseria gonorrhoeae 024| Staphylococcus aureus(MRSALASH) 103
413| Vicholerae 0139.CT(+) 163| Mycobacterium spp. 032| Streptococcus B 28 031| Streptococcus A 1
414| V.cholerae 0139.CT(-) 241|MRSA 179| Chlamydia trachomatis 032| Streptococcus B 28]
415| V.cholerae 018&0139L45% 024| Staphylococcus aureus (MRSALLSY) 10 124| Ureaplasma 381|PRSP/PISP 2
022| Vibrio parahaemolytious 421| Staphylococcus A7) 5t BEHE 3 425| Candida albicans 12 038 Streptococcus pneumoniae (PRSP/PISPELS) 20)
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 1
115| Vibrio mimicus 038 |streptococcus pneumoniae(PRSP/PISPLLSN) &H 40 0 125| Mycoplasma pneumoniae
116| Vibrio vulnificus 422| Anaerobes 12 h 524 0
206 | Aeromonas hydrophila 125| Mycoplasma pneumoniae
207| Aeromonas sobria 116| Vibrio vulnificus BRI : Ok - UK - B SRR E
111|Aeromonas hydrophila/sobria #RIHY AF 42 0 IREE : IHEE R U B IREEA D DF

MRSAmethicillin-resistant S.aureus
PRSP;penicillin-resistant S,pneumoniae

PISP;penicillin-intermediate resistant S.pneumoniae
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a1 FREARHRAEGES
EERBEERE S
REWE 108 FAX:0952-30-5033
REAR 20254 128 % e-mail-kansen-j@pref.saga.lg.jp
SRHY: RE BRI 450 ) SRHH: KB (OTF) SRHY R AR 40 ) #H Ak RAH( 2528 )
HRES i [an o] FRES i [wnmoe FRES i o HRES gy [wrnel

305 Escherichia coli B & H % EHEC/VTEC 101| Plesiomonas sigelloides 001 Escherichia coli 001|Escherichia coli 69

cherichia coli HHRIE ETEC 208 jejuni 2 118] 003 Typhi
092/ Escherichia coli $8#HBAE EIEC 209 coli 030 Neisseria 004 Paratyphi A
094 Escherichia coli IR &R EPEC 023 -jejuni/coli FBRIES 14 106| Listeria monocytogenes 426 Spp.
095| Escherichia coli D T HIFHE 241|MRSA 5 241|MRSA 118 1
003 Typhi 024| Staphylococcus aureus(MRSALASY) 024 Staphylococcus aureus(MRSALIS}) 030| Neisseria
004 Paratyphi A 025| Clostridum perfringens 032| Streptococeus B 503| Listeria monocytogenes
005 02 026| Clostridum botulinum,E 381|PRSP/PISP 102 8
006 04 027| Clostridum botulinum EX\S 038|streptococcus pneumoniae (PRSP/PISPELSH) 241|MRSA 18
007 o7 1 028| Bacillus cereus &t 0 0| | 024|Staphylococcus aureus MRSALASY) 22
008 08 Shigella dysenteriae E () 421| Staphylococcus A7) -t HEHE 33
009 09 Shigella flexneri __ E(_ ) 032| Streptococcus B 2
010 0946 Shigella boydi () _ DREH RE/ R 2% 3010 ) 381|PRSP/PISP
201 013,19 090| Shigella sonnei sk [manea| | 038[sweptococcus preumoniae PRSP /PISPLISL) 3
014 013 091| Shigella___ BTH 037| Bordetella pertussis 422| Anaerobes 13
015 018 041 Entamoeba histolytica 118 jlus i 5 042| Plasmodium spp.
016 LS DB ) 042| Cryptosporidum spp. 030 Neisseria meningitidls 16| Vibrio vulnificus
017 BEY 043| Giarcla lamblia 031 Streptococeus A 6 &t 169 0
503| Listeria monocytogenes 501[ROTA virus 381|PRSP/PISP
018| Yersinia enterocolitica 502| ADENO virus 2 038 streptococcus proumoniae (PRSP/PISPELSH) 4 SR BB 1471 )
019| Ypseudotuberculosis &t 24 0| | 036 Corynebacterium diphtheriae P e
405| Vicholerae O1:El Tor,Ogawa CT(+) 504|Influenza virus.A 661 109| Mycobacterium tuberculosis 9
406 Vicholerae O1:El Tor,Ogawa,CT(-) REFH EMA BRI 179 ) 505|influenza virus.AorB 21 110| Mycobacterium avium-intracellulare complex 19
407| Vicholerae O1:El TorInaba,CT(+) FRES s |85 | 506|RS virus 6 119| Klebsiella pneumoniae 101
408| Vicholerae O1:El TorInaba,CT(-) 001|Escherichia coli 5 &t 703 of | 118 jlus ir 44
409| V.cholerae O1:Classical Ogawa,CT(+) 119| Klebsiella pneumoniae 2 039| Legionella pneumophila
410 V.cholerae O1:Classical,0gawa,CT(-) 118| Haemophilus influenzae SREMR W BiF%( 516 ) 102| Pseudomonas aeruginosa 160
411| Vicholerae O1Classicalnaba,CT(H) 030| Neisseria meningitidis ] HREA s |mnrea| | 241|MRSA 152
412| Vicholerae O1:Classical Inaba,CT(-) 102| Pseudomonas aeruginosa 1 029 Neisseria gonorrhoeae 024| Staphylococcus aureus (MRSALASY) 110
413| Vicholerae 0139.CT(+) 163| Mycobacterium spp. 14 032| Streptococeus B 43 031| Streptococcus A
414| V.cholerae 0139.CT(-) 241|MRSA 2 179| Chlamydia trachomatis 032| Streptococcus B 47
415| Vicholerae 0180139115+ 024| Staphylococcus aureus(MRSALAS}) 4 124| Ureaplasma 381[PRSP/PISP 2
022| Vibrio parahaemolyticus 421| Staphylococcus A7Y 53—t IE&1E 3 425| Candida albicans 11 038|Streptococcus pneumoniae (PRSP/PISPLASY) 24
104| Vibrio fluvialis 381|PRSP/PISP 162| Trichomonas vaginalis 422| Anaerobes 1
115| Vibrio mimicus 038 streptococcus pneumonize (PRSP/PISPELSY) &H 54 of [ 125 1
116 Vibrio vulnificus 422| Anaerobes 3 &t 670 0
206| Aeromonas hydrophila 125
207| Aeromonas sobria 116 Vibrio vulnificus BRRIE: MK - K - BB E
111|Aeromonas hydrophila/sobria HHI 3 & 34 0 DR : WEEE B U SOREA DN Dk

MRSAmethicillin-resistant S.aureus
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