ERgBEomRERDFEREBEE 20254 DR & ERHERIS 8 (R K)
20254E(H EAR) _ _ _ _ _ _ _ _ _ _ _ _
HREEH 20255 2 AT 1H 2H 3H 47 5H 68 78 8H 98 108 1A 128

BAME EE BIA% 4,907 598 620 689 731 794 766 709
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305 | Escherichia coli & 4 EHEC/VTEC 1

093] Escherichia coli E&RIRMHE ETEC

092] Escherichia coli $BEEEATE EIEC

Y N N
NN

094| Escherichia coli I5IR R E M;&EH! EPEC 1

095| Escherichia coli M T FiRE

003 | Salmonella typhi

004| Salmonella paratyphi A

005| Salmonella 02

006 | Salmonella 04 16 1 1 5 1

007| Salmonella O7 10 3 2 1

008| Salmonella 08 2 1

N |— ||

009| Salmonella 09 3 1

010| Sa/monella 09,46

201| Salmonella 01,3,19

014| Salmonella 013

015| Salmonella 018

016| Salmonella LEBUSNDEE( )

017| Salmonelia #7BR 3 1 2

503| Listeria monocytogenes

018| Yersinia enterocolitica 1 1

019| Y.pseudotubercurosis 1 1

405| V.cholerae O1:El Tor,Ogawa,CT(+)

406 V.cholerae O1:El Tor,Ogawa,CT(-)

407| V.cholerae O1:El Tor,Inaba,CT(+)

408| V.cholerae O1:El Tor,Inaba,CT(-)

409| V.cholerae O1:Classical,Ogawa,CT(+)

410| Vicholerae O1:Classical,0gawa,CT(-)

411| V.cholerae O1:Classical Inaba,CT(+)

412| V.cholerae O1:Classical Inaba,CT(-)

413| Vicholerae 0139,CT(+)

414| V.cholerae 0139,CT(-)

415| Vicholerae 01 & 013944} 1 1

022| Vibrio parahaemolyticus

104| Vibrio fluvialis

115| Vibrio mimicus

116| Vibrio vulnificus

206 | Aeromonas hydrophila 4 2 1 1

207| Aeromonas sobria

111|Aeromonas hydrophila/sobria F8RIEY

101 | Plesiomonas sigelloides

208| Campylobacter jejuni 9 2 1 2 1 1 2
209 | Campylobacter coli

023| Campylobacter jejuni/coli BRI 90 8 7 10 9 18 14 24
241|MRSA 717 13 14 13 11 8 7 11
024| Staphylococcus aureus(MRSALLSY) 98 8 8 15 19 13 15 20

025| Clostridum perfringens

026 | Clostridum botulinum, E

027| Clostridum botulinum, ELL9+

028| Bacillus cereus 1 1
Shigella dysenteriae & ()
Shigella flexneri M)
Shigella boydii B )

090| Shigella sonner

091] Shigella FTH

AVET 336 38 33 43 40 54 46 82
BN 1A/ WA RIREL 9,366 2,932 1,337 1,432 961 921 799 984
031] Streptococcus group A, B, C, G 99 21 18 5 18 3 13 3 14 3 21 2 11 2 4 3
032| Streptococcus group unknown or other 13 1 1 3 1 2 4 1
504 |Influenza virus, A 925 8| 887 22 8 3 1 1 2 2 2 5
505|Influenza virus, B or unknown 45 1 27 6 1 1 1 1
INEE 1,069 43] 932 6] 40 4 27 6 18 4] 31 6 14 8 7 9
BT ERk BRIEE 1,014 145 121 133 148 157 155 155
241|MRSA 9 1 2 2 2 2
024 | Staphylococcus aureus(MRSALLS}) 31 5 5 5 5 4 4 3
031| Streptococcus group A, B, C, G 12 4 2 2 2 2
032| Streptococcus group unknown or other 9 1 2 2 1 3
116 Vibrio vulnificus
/NVET 61 6 6 11 9 10 9 10
BEME BR BIAS 334 45 31 46 56 47 51 58
106 | Listeria monocytogenea
241|MRSA
024 | Staphylococcus aureus(MRSALLS}) 2 2
031| Streptococcus group A, B, C, G 2 1 1
032| Streptococcus group unknown or other
/NEE 4 1 3
BEME B RAR 7,922 1,109 974 1,157 1,096 1,130 1,159 1,297
031| Streptococcus group A, B, C, G 399 49 43 66 50 67 61 63
032| Streptococcus group unknown or other 156 25 24 19 17 23 25 23
INEE 555 74 67 85 67 90 86 86
BEME: Mm% RIREL 14,005 2,078 1,699 2,055 1,898 2,030 2,026 2,219
003 | Salmonella typhi
004 | Salmonella paratyphi A
426 | Salmonella spp. 4 1 3
503 Li/steria monocytogenes 2 2
241|MRSA 125 21 24 30 6 9 16 19
024 | Staphylococcus aureus(MRSALLIS}) 139 15 18 15 30 23 27 11
031| Streptococcus group A, B, C, G 86 10 5 12 10 14 16 19
032| Streptococcus group unknown or other 27 2 1 3 3 5 13
116 | Vibrio vulnificus
/NVET 383 48 48 60 51 52 59 65
BEME. Bk RIAEL 6,487 1,085 822 993 914 914 872 887
241|MRSA 696 104 108 122 116 92 86 68
024 | Staphylococcus aureus(MRSALLIS}) 539 118 59 86 66 68 75 67
031 | Streptococcus group A, B, C, G 293 49 46 43 41 47 31 36
032| Streptococcus group unknown or other 418 60 47 44 60 81 63 63
/NVET 1946 331 260 295 283 288 255 234
ET T EAAT T S A 556 75 115 113 91 87 27 48
JAOJA)LR GI
/JOJAJLR GI 2 2
/079 4L Genotype FERIE Y 28 2 8 11 5 2
0494 JLA group A,
0494 JLRX group C
A29AJLR group EFIET 67 1 14 11 23 14 4
/NVET 97 3 22 24 28 16 4
BHEBDEE 44,591 8,067 5,719 6,618 5,895 6,080 5,855 6,357
’: HEF vk 1,166 935 62 51 46 47 18 7
u | DBEEE 3,328 504 418 500 454 503 463 486
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ER#BAORRAFREFERBREE 2026F (BEHR
BRERMICEELEARARE
s #ast| 1A | 2A [ 38 |48 |58 |68 | 78 | 8A | 9A [10A [ 11A [ 12A

mRAEA LZks ) 28,108" 4,118| 3,607 4,124| 3,997| 4030 3933 4299
MRSA R 106 13 9 11 16 17 18] 22
MRSA S 116 11 12 27 17 20 13 16
MRSA (ZDfth#1$, 7HH) 917 141 137 143 130 121 118 127

INEE 1139 165 158 181 163 158 149 165
MDRP : M.-D.-R.~P.aeruginosa R 1 1
MDRP:M.-D.-R.—P.aeruginosa &
MDRP : M.-D.-R.-P.aeruginosa EEHG)
MDRP:M.-D.-R.—P.aeruginosa V2R
MDRP :M.-D.-R.-P.aeruginosa ( 1 )

INEF 1 1
MBL:M- B -L-P.aeruginosa &
MBL:M- B -L-P.aeruginosa FR 1 1
MBL:M- B -L-P.aeruginosa 2R
MBL:M- B -L-P.aeruginosa( 1 )

INEF 1 1
PISP/PRSP : S.pneumoniae 73
PISP/PRSP: S.pneumoniae &£
PISP/PRSP: S.pneumoniae UKL
PISP/PRSP: S,pneumoniae BE&
PISP/PRSP: S,pneumoniae SR
PISP/PRSP: Spneumoniae ( 11 )

INET
PISP : P.-1.- S.pneumoniae Jiiki:3
PISP:P.-1-S.pneumoniae S
PISP:P.-1-S.pneumoniae ( 1 )

INET
PRSP :P.-R.—S.pneumoniae ME 3 2 1
PRSP :P.-R.-S.pneumoniae S
PRSP :P.—R.-S.pneumoniae EiR
PRSP :P.-R.—S.pneumoniae BIERCEE)
PRSP :P.~-R.-Spneumoniae ( 11 ) 1 1

INET 4 2 2
ESBL:E.-S.- B -L-K pneumoniae 125 44 4 3 6 7 6 7 11
ESBL:E.-S.- B -L.-K pneumoniae ( 1) 79 9 9 11 11 10 10 19
ESBL:E.-S.-B-L-E.coli 73 557 86 76 83 83 73 76 80
ESBL:E-S.- B -L-Ecoli Jiiki:3 95 12 13 9 16 19 11 15
ESBL:E.-S.-B-L-E.coli &K 4 1 2 1
ESBL:E-S-B-L-Ecoli( 1 ) 219 34 38 37 26 18 30 36
ESBL:E.-S.- 8 -L-Ckoseri 73 1 1
ESBL:E.-S.- B -L~Ckoseri BIERGR)
ESBL:E.-S.-B-L-Ckoseri( n )

INEE 999 145 140 148 145 126 134 161
BLNAR: B -L-N-A-R-H.influenzae VR 23 4 2 6 3 4 3 1
BLNAR: 8 -L-N-A-R-H.influenzae SRE 20 1 5 3 5 1 2 3
BLNAR: B -L-N-A-R-H.influenzae BER(RE)
BLNAR: B -L-N-A-R-H.influenzae ( 11 ) 5 2 1 1 1

INEE 48 7 7 10 9 5 6 4
CD toxin: Clostridium difficile toxin il 15 13 7 9 11 10 6
Z D1th(CREE)

it 2,263 336] 320 346] 326] 300] 299] 336
EREERBEEDORRE Bix% 2,262 319 265 320[ 307] 347| 352[ 352
Mycobacterium kansasii / 1
Mycobacterium marimum
Mycobacterium avium 53 6 3 13 9 7 10 5
Mycobacterium intracellulare 51 8 5 9 10 7 5 7
Mycobacterium xenopi 5 5

&t 110 19 8 22 19 15 15 12

MRSA : methicillin-resistant-S.aureus (A F L) T EE R IR IEKE)
MDRP : Multiple-Drug-Resistant—P.aeruginosa (% FIMit 4 ik E)

MBL: Metallo— 8 —~Lactamase—P.aeruginosa (A30- B -S04 <7 —E ELEZIEH)

PISP: Penicillin-Intermediate- S.pneumoniae (R=31) AR Z 4R R ERE)
PRSP : Penicillin-Resistant—S.pneumoniae (R=3") Uit ME Al ¢ Bk )
ESBL:Extended Spectrum beta( ) Lactamase (BB S EMHLIRE B S V4V — Y EL R  MARE. KFA. S rO/I5—R)
BLNAR: B -Lactamase Negative Ampicillin Resistant Haemophilus influenzae ( B -598—ERETVE ) UTHEANETIAILRARE)

CD toxin: Clostridium difficile &% 2
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