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029-6
10289 KR R DR ET
10403 030-1 T hh LB S NI ERITERSE OMIERI & 9 FEES AT
20 DGR ER & Y 4 B L 7-<I>Pasteurella multocida</I> subsp.
030-2
10219 <I>septica</I>H"E ¥ 2 FKIRE - EREICET 288U
10138 030-3 EROEE, 7 v b &Y HEES 7-<I>Streptobacillus</I>BE D #Z
R EE (]S 7
I')\Eﬁﬂiéﬂ;iinf)‘j?\}sz 28108 () 10:00~11:00 F1145
10287 030-4 AV =T v LT RICBIF ZREOMEREDEY D
BB 3k & B R IR B SR ESBLE & <I>Escherichia coli </I>% 3% &
030-5
10370 L 7B IRE F D #ET
R L D H 3 7 RIRFRRE RIS % 7R L 7zCapnocytophaga
10237 030-6 canimorsusiC & 2 UMGEM > 2 v 7. ZIEEET 2, TEKRRELE
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10139 031-1 <I> Rothia aeria </I>1Z & 2 FBUREEIE O LEEH)
10230 031-2 BFEED 1 W EBE b <I>Legionella gormanii</I>% 438k L 7= 1 541
Sulfamethoxazole/Trimethoprim (ST&H!) Wit dNocardia
10339 031-3 psuedobrasiliensisiZxt L TR Z T > 72fli/ AT THRE D14
—_fn 3 3 N . . - o o -
rg;?%;;;;i):j 10243 031-4 Efﬁ*ﬁ%?ﬁ % <I>Brevibacterium otitidis</I>A & H & N 7= 9EER DR 26108 (1) 11:00~12:10 B0
10329 031-5 <I>Bacillus subtilis</I> < & 2 SAERAEE O —14)
SRHEEMY /8§ IC A6 L 7=<I>Listeria monocytogenes</I1> 12 &
0316 |~
10095 2 BHxD—H)
BE A H D16S rRNABE F #7515 B T & - 7=<I>Sphingomonas
10356 031-7 echinoides</I> B&RE % D LEH|
ANIEZE & 2244 - 3 B & 7= <I>Listeria monocytogenes</I> (& %
032-1
10079 B MORIEX D165
10081 032-2 &3 A > <I>Neisseria macacae</I>AVgH & #17= TEEH
10102 032-3 SBARTE B 0 MR IEE A <I>Fastidiosipila sanguinis</I> &
— R (OR)32 <I>Ignatzschineria indica</I>% &1 L 7=5EfH)
Fﬁﬁlu (’ﬁmﬁl) 5 2B10B() | 13:20~14:20 ERE")
’ 10141 032.4 |BEMABROTEIESBLOEREAHATH ST
<I>Salmonella</I>BEIMAED 14
XEHEEH <707 Y IERFFICT 707 A FiftEo
032-5
10191 <I>Campylobacter coli</I>|Z & % B % RiE L 7=—iEH|
i 58 H > Campylobacter jejuni% #& H L 7 Bickerstaffix i 4 o
10223 032-6 16
<B>[E—HEEDEE K OB K B3 <I>Acinetobacter</1> spp. A
10023 033-1 RE¥ B <I>bla</I><SUB>NDM-1</SUB>77 X I K DESZRR L
BRI </B>
<B>RBENEFRERDFEI FRKARANNRIT—CEES T LR
033-2
10058 MR DBIR</B>
10036 033-3 MEEFETICH I % <I>bla</I><SUB>NDM-5</SUB>#5IncX3
— R (OE)33 77 22 F ORI
e S _ 2B108(£) | 14:20~15:20 £11245
[HRR 2 LT EE2) <B>## 77 X I FiciBhhrz<I>bla</I><SUB>0XA-72</SUB>
10072 033-4 1RE AL ~RE LFREM I <I>Acinetobacter pittii</I> ST206 0 HIR
</B>
LEHMERELE 7 1 U XS4% BT WILARZT LTHEBAMEE
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10050 B#lE o SH B2 ERR
10234 033-6 EHITE S 7 LIEHREICNT 2 SBAEEONE N BAEME
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03 i
10371 034-2 NICU, GCU# &4 8 & hufz<I>Acinetobacter baumannii</I>
complex®POTE, &4/ Ly —4 v Zikx W TE 28R
— R (OE)34 10032 034-3 BHEMLEBWXICH S 2MEERHIKIAR
[EFRAE - Fi5t - Y—RA5> 2B118(H) 9:00~10:00 FIRIG
R - M EE2 | 10038 034-4 EREECTHERREMBOA(T — <A = v )RR &AL
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10158 034-5 RIBKFEIRIC S | 2 FIEETEE & MRSASBE R 0 £ 3%
HUTIE SIS & > THS A IS > 7o R EYE/ E R B S R
10294 034-6 A
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10208 O3 s 2L KA T MEBFI & 2 EAEER O
LERETONY AT, RSN [RFLRE] N o< o Uitk
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10060 FEERE DR H
BEFRE CTRE & N/-Nocardiag % L 7= VITEK MSD EIE B D
035-3
10006 M & BRI O RE
10030 035-4 <I>Rodentibacter</I>E DFHEREKDOME LR : BEHITET
— AR (OR)35 SORE & HIFE L7 LR —HEDSEK
r%:mmom'nm 2A118(8) 10:00~11:20 HEIRIE
10245 035-5 <I>Bacillus cereus</I>DERENBERICH 1} 2 BRBETFRAEICHE
¥ BIREF
10248 035-6 LREDREM N > EANT 2 —BRAELF 0K
PIZFREMEFLAR & B3 A 5 <i>Corynebacterium
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MBS ER RIS ARV - iIck VEBREICEE L L
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10000 e
10040 036-2 MEIEEH SR & h7=<I>Haematospirillum jordaniae</I>D—¥E
fnEE (3 71
ﬂff:;‘;fj% 2A118(A) 11:30~12:10 ERES
" 10312 036-3 <I>Enterococcus faecalis</I> BZM /O MNEA B I IC<I>E.
facecium</I> O EEFREZAFIEA L 72 14
10250 036-4 MRIEEICH T2 BB 2 AV RIBE OZRNE AL ICET 2185
L2 5 1F % Clostridioides difficile BAE DIREIRT & U X 7 AFIC
10146 037-1 g
TT v RAFEETY/WISBIEFRBE L RO - HEARICEHT 2
037-2
10405 o
10189 037-3 JATALIMRERRE (/4 v o FE-/03) OERKNERMEIC
—BRE(OR)37 BT aRE L
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10295 038-3 INERERIEE D 2EICE I 2HMEMEBEREICOWVLTORET
10090 039-1 FRAPESBLE R iR DR
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10424 i EORE
ANZROMNI Z—F 4 UF 4 —F v 2LHEFy b 1925F 0
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— R (OR)39 2A11B(8) 9:00~10:00 F10248
N ~ N =7
[ EAImEEREE ]
10009 039-4 Y DOEMAE <15 2 E-GSIEHH AlE
10096 039-5 VREBIRDBEEHIC B T B0 A< A ¥ VERZHOVREDRB KT
BENTEBEZRAWALARZIY—VEABNMERME (CPE)
039-6
10296 DS - RRIRHIEICET 215
10113 040-1 Ny av A v UIERREREE O REHEREAE
10226 040-2 ARAEBFMBERME 3EFIOREICKH L TEEL 2 RERAET & %K
10337 040-3 FMOAOFIANRDOBREERICHE B Ay A 7EORE
r;fj:(ﬁf?;;” 28118(H) | 10:00~11:00 F1025
~ ’ 10135 0a0-4  |F7 Y7 I TERVEERENEISRI 51 5 EEFHHMREHO
B
REED LBREANBETRADHRNALT 7' A —F <BR>1. EHITHHE
10054 0805 lams 2 7 Lo POTE OB ER S
REED LN RADHRN LT 7' A —F <BR>2.QlAxcel
10055 0806 o nnectic & 2 BgPOTiR OB &
10136 041-1 Film/irray”l?’"&%%/\”i}l/ll’&ﬁﬁL\f:”?%%@%ﬁ%ﬁ%li%@l7
y—=>y
—AEE (DR 41
[EXRAE -Gt - —RaA5 > 10204 041-2 LRRICH S B RSTHEES R ORHINR & SEHIRSE M 2A11A8(A) 11:10~11:40 £102%5
R - MEEE3
10318 041-3 LRRICH T 2 BREE DA R OME - EERPIRE
RN 598 L 72 B -lactamasef@tE TE=MHARE 7 7 AXKRY ~
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10045 042-3 FR,MAEEH 5 CO2E K IHESBLE AL B <I>Esherichia coli</I>H'%
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10211 043-1 E 5 #<I>Enterobacter cloacae</I> complex® H I /N _REx < —+
BEFREEICL 2 BEHE & EHRZM
10214 043-2 ZREFREERGREE Y 2 —SRBED ONBES NAESBLEEX
B8 05 FEHEF HER T
—iEE(O#)43 e . - . T
FESBL - AmpC - B/ B ME 10217 043-3 LIS TR & M7z ESBLE % <I>Escherichia coli</I> 125 1 2 5E/R 28118(8) 13:30~14:20 10242
5) BIZF OEERRIT
10374 043-4 2015-20224 IS BEE D SHEES N YL ER FHROBIFTICONT
FEK1/K2DESBLE 4 &is /R 1EKesbiella pneumoniaelC & 2 % s %
10367 O35 Vs> momtmsEo—p)
10262 0aa-1 FRMEE Cefiderocol DEIE S T LBRMMERE I 6 1 2 MICERAER
i
10171 044-2 RN A F 2 YT & B SHITER RN T 5 BEER BRI
s (> R
i RE (M%) 44 _ 2A118(8) 14:20~15:00 #1054
E3:ll=53: 74 RIHLEE T « 2 2 %18 L 7zrapid antimicrobial susceptibility
10029 044-3 testing (RAST) IBI 4 21251 <BR>~FBER 1R & 5 St
[ 7R~
10396 044-4 Campylobacter/& ERFR 5 Bt bk 0 SEFI RS2 MR (CBI 3 2 BRI T
EAEFER BE O MikEEE £ Y <I>Wickerhamomyces anomalus</I>
045-1
10053 MR & N z—F)
10117 045-2 <I>Trichosporon mucoides </I>2 & % E & MAE DO —EF)
10156 045-3 <I>Meyerozyma caribbica</I> (< & % BUIEE 0 —5EH)
— % ®)4
R (OR)45 — - 2811R8(8) 9:00~10:00 F1125
[EF (HE) 6. FTEEEOERE DL VEEOEEME MM A DREPRICHKIEL
10161 045-4 <I>Trichosporon mucoides</I>IZ & 2 MATHEEMR ~ ) 22K
FE— RSB O 7= OIS L OMEM R
SREIERIUE M ARAES IO L < B RAM MM BIEH AR LT
10387 045-5 FFTVEHT, REMFIORED S IGBEREE S NAVEEME L —
2LSE & FAE L f2—1f
<I>Nocardia otitidiscaviarum</I>lC &k 2H LR U > /8E %, U v /8
045-6
10010 EiiEZ O 14
10044 046-1 IRERMEBERR A B RE D LED)
10166 046-2 M 5 <I>Grimontia hollisae</I>AM& H & 4172 B iE o 14
74X YL BTUNESY Y LCT)ERERROBEMIIRE OB
046-3
—AEE(OE)46 10200 EHMHEABE(EHEC)0146 D —14)
FEP;IJ (:mg’) 7 2B11B(R) 10:00~11:00 £11415
10192 046-4 Mesorhizobium sedimium(Z & % BRI % 0 1EHI
10201 046-5 FR & M A S Actinotignum urinaleZ 18 H L 7= LEHSI
10341 046-6 <I>Schizophyllum commune</I>IC &k 2 7 L L ¥ — MR EXMEE
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10393 047-1 SEROHAERIC & Y BT L 7zParvimonas micraeik % @ 14
KGR R DR & 7 > 7=<I>Ruminococcus gnavus</|>E MIfE D
047-2
10235 e
10382 047-3 <I>B. fragilis</I>BEMfE (< 35 | 5 THEEEFRE KR & MALDI TOF-
R (E)47 MS% B 7= <I>cfid</I>1@ H DO BRRE E &
r;sﬁ"ﬁ{ﬁgj 25118(RA) 11:10~12:10 EREE)
X
10076 047-4 BESIEEIC B ) 2 2B OFHIBEZ /S 3L & E-testd LEBURET
A FAZRY =LA R <I>nimK</I>RE <I>Prevotella
10127 OS5 | via</i> it
*/ O RRRENREDSH 2 TRESENOL YT A 2 VEE
10084 047-6 <I>Clostridium perfringens</I>% 438 L 7= 2/
MAEEE I TSRS R b ILICFE L 7-<I>Clostridium
10092 048-1 septicum</I>EMED 1 G
10320 048-2 M7 A > Solobacterium moorein‘ 4y & 117554
—fiRERE(O%)48 75 LA e A D S IBLE % & > 7=<I>Mycolicibacterium
- 2R11R(8) 13:30~14:20 EINES
[fEF (HE) 8 10169 0483 neoaurum</I>12 & % BMED 141 - 7
PFERBRIE % & 220 I PR IC & 2 FFARB O 2T IO - 7220 AN E SR B
10007 048-4 —p]
10334 048-5 <I>Nocardia exalbida</I>(= & % &t/ HIL S THREO—H
10056 049-1 RS SRR A B AR & N7 ER)
MALDI-TOF/MS#'<I>0ligella urethralis</I> OEEREICER T
049-2
10401 &> 71—
—iEE(O#)49 s
[l R 9 10026 049-3 EIETFRE & Y Klebsiella variicola% #& i L 7211 2A11R8(R) 14:20~15:10 1125
16S rRNABIEZ FRRHTIC & Y #24 B % <I>Staphylococcus aureus</I>
10094 049-4 complex& T L. MEREA Pt © & MRS EBR Y OREL D—
1
FilmArray A’ & D% ORI SICB R TH - - REMEEELA
10227 049-5 SR 1)
10224 FS1-1 FEHX THBE S Nz L v P ERE O ERTERR BRI OHR
LBEIC BT B RBE A bR CESBLEABAMEBMEORER RS £
10343 FS1-2 | esaLE momir
10147 FS1-3 <|>Enterococcus faecalis</|>BZe M L AREA R O MR BT BE
7r—RbFFrLySEyLay I=FEIE L 1= CTRXRE D —6)
O 1 2A9H (%) 13:00~14:00 FIRE
10344 FS1-4 ASTERIC & > THBRE - BEFHRHICE - 72 F4)
SFTS%E L THEA & 72 - 7=<I>Capnocytophaga canimorsus</I>un
FS1-5
10120 SED 1]
10134 FS1-6 <I>Listeria monocytogenes</I>EMfE, §EfE%, BATRREAHL
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10077 FS2-1 HIRIC 1T B <I>Desulfovibrio</|>JE & MIEE O BR AR HAE 15 O K
R - EE IR IC BT B <I>Aspergillus</I>/E D EEHK B2 BT B
FS2-2
10278 S P—~AFv 2 (2019%)
10206 FS2-3 <I>Rickettsia japonica</I>® MEFAMAENT EF LHEEZHIH
SR F Ly PRy D ey DU fe BAATREA O—4]
@ 2 2A98(%) 14:00~15:00 ELES
! 10122 Fspq [FFBHERR S U —=> 7% [7RE7 %~ mSuper CARBA/
ESBLAEEH] DBARRICH T D& HED LI
COVID-198HIC 51 BIAIRE & L ¥4 3 5D BB & Tk
FS2-5
10162 BwEOERK
HED Y T LREHRH H<I>Cryptosporidium</I> spp. Z#HE L 7=1
FS2-6
10015 .
FERMEY FEMBIEEIRE N A F2022% £(1C L - MAESHRRTF
10068 P31 \maerc s 2 smmnsme
<I>Robinsoniella peoriensis</|> 0 &5 R A > B 2 #HE S
10089 FS3-2
EOESEE
10160 Fs3.3 MRIEE BRI 513 5 XpertMRSA/SA [+ 7 = 4 K| BA%OH
R MRSASE(ERKR O ZALIZ DT
@ 3 2B9E (&) 15:10~16:10 ELES
10270 FS3-4 MREEBEESICH 1T 52 MDW D LLER
10305 FS3-5 LIRS H T 2 MAEERE ORI & MREEEICE Y 5 %8 HE
10391 FS3-6 Z LYY TFR MBS BRIEEHO LB
LEBPCRBREY X7 L Y—> U —F T4 %ML1/-SARS-CoV-2
Fsa4-1
10168 IR HRE O ERR M AL T
10215 FS4-2 SHERLOCK %% F\ /=Mycoplasma genitalium§ 5 1& H R ok st
10259 FS4-3 Xpert MRSA / SA BC & ###& 2/ el % 7 L 7236
=2 Ly y D
77 ":F(EE)/: 7vazs 2A108(+) | 9:00~10:00 Ho2ig
10093 FS4-4 FERBEKICB T B2 hUNRRIT —FEABNMEEREORAE
10175 FS4-5 704 7= ook N ERFEREOMERN - B FEIRET
10144 FSa-6 MRSAS & 'ESBLEELEZ R & L /- BRIEHRE ORINEBLLOK
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10416 "R
10123 FS5-2 BFANENOBERIURED L HBES N2V ILER 7 BE QAR
10261 FS5-3 LB THBES NZESBLEAEOBIEFRBRERR
<I>Klebsiella pneumoniae</I>D &% / LMREBEEEFDOEAEDHE
FS5-4
77— FFrlLySEyay 10290 EIRIRME & ORI
) (A® 5 ’ 28108 (+) 10:00~11:00 FEIRIG
[ b
<I>Mycobacterium abscessus</I>0D 1) 7 7 > &> Vit 02
FS5-5
10263 iR
10280 FS5-6 invitrol2H5 1 284 R —7y MAEEHREET v £ A OREE
<I>Chromobacterium violaceum</I> < & % FZ /i SR ER AR R AE D 1
-1
10137 FS6 .
[RE |27 8 L 7=<I>Gordonia sputi</I>(Z & % EREHT BEEE 2 D
FS6-2
10221 _a
10225 FS6-3 Actinotignum sanguinis|C & % BIMIE - BB ERASIIRE D 15
10271 FS6-4 <I>Salmonella enterica</I> 1= & % & FEH IR 14 B ARSEE O 1491
77—=RAMFrLviEyrav 10315 FS6-5 EEREGFEABE LY <I>Kerstersia gyiorum</I>H L O 2B108(4) 11:00~12:10 Eosis
(& 6 <I>Bordetella trematum</I>% & H L 7=—FEH3)
10399 FS6-6 MifsEEA S <I>Leptotrichia</I>A 9 & N 7= SAERI DA E F AR 5
R B A5 % 201 |2 S L 7-Aeromonas hydrophila, Enterococcus
10338 FS6-7 faeciumBA BRI & 2 EIEMHEREABBRE - IEE> 3 v 7 D
141
10309 P-001 JIIBTR T8 S M- MRSAEIHE D5 F R8I 2R108 (%) 14:20~15:10 KRR E—215
—REE(RR % —
rMi’;’fﬁ; k -:;atéj 10346 P-002 LRRIZH 1T 2BEI0FEFOMRSA  POTHE O EHRT 2R118(8) 13:30~14:20 KRR E—245
10071 P-003 YRR ABREE A 5B S NMRSADPOTHEIC & 2 BERAIN4E 2R108 (%) 14:20~15:10 KRR E—245
LRICH 1T % <I>Streptococcus</I> <I>gallolyticus</I> subsp. )
- 2A118(A) 13:30~14:20 RRE -2
10101 P-004 <I>pasteurianus</I>EMEDEERE R IO T
—REEGER K —) 10383 P-005 IS I 55 1) B REEHEGBSBEE D9 TR R 2R108(+) 14:20~15:10 KRR E—£15
LY YIRE - FARE - <4237
ST HS5IUFT . YhrwFT
FAR7IRIT VT IFT 10008 P-006  |BHAGKEILC & B LARERAER A DA 2A11A(R) | 13:30~1420 | #z4—25
HE S OIS A DN - S0 LB - WEE ST —
10209 P-007 REEH L OBRIREAS DN EMR LE AR O BARIHED 2A108(4) 14:20~15:10 K2 i
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10199 P-008 BIRICH T 2 FHMEEE T ORBRRICOVT 2811E8(H) 13:30~14:20 RRE -2
<I>Escherichia coli</I>—<I>Candida albicans</I>D#E& /N1 #
P-009 28108 (+ 14:20~15:10 RREZ—R15
10197 T AILIZEBT B NA ABEET L ERWSAEEEDFHE @)
—MERBE(RZR & —)
[ESBL - AmpC - Bl B8 10051 P-010 KIBE S FESRBITED<I>Escherichia albertii</I>~ 0 & B 2A118(A) 13:30~14:20 RRE -5
=l
BRI THBES NA-CTX-MAVESBLE £ 6 H B R A L 1K1
10145 P-011 itﬂiLW‘Cnﬁ%éﬂf CTX-MAVESBLEA SR ERELUABE 2A108(4) 14:20~15:10 FR A aiE
026:H11D 24 / LRI
EOEYHREESBLEL <I>Klebdiella pneumoniae</I> 233 5 9F .
P-012 28118(8 13:30~14:20 RRE—R15
10316 EMPRIBRITES & A F 7 4 IV LAFEREEICEE T 2185 &
AN - RE: -B-5 — 4 EE ° 5
10005 P-013 ﬁ@?n%éﬂtﬂ%llxauﬁ 7R —EEEKRDT I 2A108(4) 14:20~15:10 FR 4 —2iB
3 Fhes
10213 Po14 :»/Wzmm'\iﬂﬁmﬂl%%fﬁﬂl%(CRE)L:iﬁéh%%ﬁ%ﬁ%m& 2A11E(8) 13:30~14:20 R s
—RERE(RR 2 —) I 2 12 D T AMIBISRA KD SIRHE & M7z
P-015 28108 (+ 14:20~15:10 RRE -4
[HINRZ LTS 10014 <I>bla</I><SUB>NDM</SUB>{RHE KIS E O H KN & SEMMRAT &)
> S §=vi) . NDNVAN - - %j:u S AL _Ab‘\*
10267 potg |PUTATERARAD SNBSS NINDMEAL AT —CEE | )0y pm) | 1330~1420 | Hxz—28
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HEIWJ @) 1) 10062 P-079 Klebsiella pneumoniael= & 2 ffEE o 141 2A108(+) 14:20~15:10 R & —55
2 < MR idi icuma® s
10436 P-080 WJ“VBM)%E%EW M35 % 12 T Clostridium butyricumA™&H & h7z1 25118 (8) 13:30~14:20 RS
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—EE(FR &2 -) EHETONHD LBUIC DR ST I T 7 RS LER FHAI
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