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10040({022-3 | —f%EE22 MEZEBEIEFSA - ASTES) Antimicrobial Stewardship Team/MN A C & 2 MAIEEREDZEAL

10072|022-4 | —fERE22 MEZEBEIEEM - AST)ES) ASTEBIRAIC & 2 MRIEBHMEEEONEREEFRICNT 29K

10126|022-5 | —f%EE22 MEZEBEIEFSA - ASTES) WERIZH 1T B selective reporting EX Y 8 A

10176|022-6 | —fx #ERE22 MEEEIEFRA - AST)ES LBRICH T HEMRERANIL DR

10243|022-7 — % ERE22 MEZEEERFA - ASTEH) FilmArrayBBiE 28 « MR /X FIL DB AIERIZDOWT

10064|022-8 | —fMERE2?2 MEKBEEES - AST)EH LRRICH S 2 MBEERITF — L (BCT) OEEHCOWNT

10242|022-9 | —fxERE22 MEEEIEFRA - AST)ES BHET FUVRERENEROMEERERICE T2 X F2 ) VIt ETFREDOERMK

10081|022-10 |—MBERE22 MEEEIEFA - AST)ES LERD RN R LT ES ) > (SBT/ABPC) A O EABMFAE<BR> ~PEKIZH T 5 REZMERE OBEMRMEICDNT~
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023-1 |—fERE23 VRTL - BEEER - EEEE REFEHEDEGR DA > 2T LBAFE (Campylobacterd &) — (3)

023-2 | —MERE23 YRT L - BEER - BEEE W BTERFRFTZEIZ BT B AL/~ AT A E R B8 2 0 4L 2R RS B 2T

023-3 — % EE23 AT L IFEEE - THEER Cobas 2480 FIW- B EMER DT — Xk > X 7 L DIEE

023-4 | —MERE23 VAT L BEERE - BEER HRMERMLOKRHEKET B0, REFIERZ T ~~ b EFEOKRIE~~

023-5 | —MEE23 VAT L BEERE - BEER Rejection rule RE % B & L = TNBYIRIK DR AR 5T

023-6 | —MERE23 VAT L BEERE - BERER [JL 2 /X)L ZASARS-CoV-2 Ag] BARICH T2 HIEEIDERICOWVT

024-1 |—fERE24 LR GRE) <i>Corynebacterium riegelii</i>IC & 2 BAZEMEREEREEIC L Y &T/ETILE, B@EEEZ2 £/ L7-14)

024-2 |—f%BERE24 EF GHEE) BEIR~ DIEIRIZMLIC & V) B ICEB L 8 7-<i>Staphylococcus pseudintermedius</i>RFiE D —74)
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024-7 | —MERE24 FEG] GRE) DAP# 5 Hr ZBiiRSE & & 0F L 7-PVLERME TR RRFAIMRSAIC & 2 IWSHBIEN & D 1 61

024-8 | —fERE24 FEG] GHEE) MiEEEEA S <i>Moraxella atlantae</i>»" & H & N 7= EH)

024-9 |—f%E5E24 FEB GHEE) Haemophilus influenzae serotype alZ & % {2EEM4 B fE BYAE D 1EEH)

024-10 |—fxERE24 FER (HEE) IFRIEEDFMBERERICHFKE L 7-<i>Neisseria gonorrhoeae</i>" 1

024-11 |—f&ERE24 TER GEE) K. pneumoniaell & 2 EE MO BMEETER D —F

024-12 |—MyE®E24 R (B AL/ o8B~ METVT2EM EHIE SN BEHIEXBEOLI6 D14

024-13 |—ME=E24 SR GRED e 3 D MK IEE & U <i>V. chorelae</i> non-01 non-0139A%& i & N7 RES

024-14 |—fxERE24 FEF () IR/ 5 <i>Neisseria meningitidis</i>% 28 L 7= 1iEA)

024-15 |—fERE24 EF GEE) BERENERE L YiEH L BEREICEE L 7=Necropsobacter rosorumad —75

024-16 |—f&ERE24 EF GEE) Abiotrophila defectivall & V) BRBE, BIEEL 72 L 72 LAEX D 14

024-17 |—f&EE24 FEF () ETFEBEOAAB G LNEERA T —T /L (CVR— k) BEBEEEIZH T B <i>Acetobacter indonesiensis</i>¥#x B MAE D 14
024-18 |—MERE24 TR (M) HRTH O TR S N/BRFRIST- 164845 R L FEAFFE LR AR IC L 2 FEREES L ORIMIE

024-19 |—f%ERE24 FER (HEE) M&IEEH S <i>Leptorichia hongkongensis</i>% & L 7= LiEH)

024-20 |—ME=E24 TR (M) <i>Mycobacterium goodii</i>(C & % fEREETEE @GR 2¢ & FAE L 7141

024-21 |—f&ERE24 FEF () Broad-range PCR/ZEIC & %516S URY —LRNAY — 7 T v & AW TRETE & fu7z<i>Veillonella parvula</i>(Z & % HERMEREIAR 2 D — 151
024-22 |—MERE24 B (RE) N. elegansiC & % BT 14 HIRE 25

024-23 | —fERE24 TR () BERE B 1 & B i D 1EED

024-24 | —f&ERE24 ER GEE) <i>Staphylococcus argenteus</i>\Z & 2 BMAE. T HtbE 2 D 14

024-25 |—f%ERE24 EF (HE) <i>Enterococcus casseliflavus</i>IZ & % B MO AE A D —EH)

024-26 |—fixERE24 FEB GHEE) MmiEisEH S D8 S Nf-<i>Dysgonomonas capnocytophagoides</i>®m 14

024-27 |—fixERE24 FER GRE) <i>Desulfovibrio</i> sp.|Z & % & IMAE D —7F

024-28 |—f% E5824 TR GEE) <i>Actinomyces neuii</i> IZ & % JREGEEEE $ L& OF MIE D 1FEH

024-29 |—fixERE24 FER (HEE) BEEM& A 5 Streptococcus equin™ i@ & 7= 1REH

024-30 |—fixERE24 FER GRE) <i>Leclercia adecarboxylata</i> & <i>Enterobacter cloacae</i> A BHiEEL SBRE SN2 MBE XD 1 4|
024-31 |—f%ERE24 FEB GHEE) FilmArrayB8fE 2% - 28/ SR L &2 QR ZETICER LB 7-<i>Haemophilus influenzae</i> 2 & % BaE % D 1AEH
024-32 |—f&%ERE24 FER (HEE) # EYIBAMTE D <i>Mycoplasma hominis</i>|Z & % & IE D 255
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