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Wroeak R (i)

T D 16S rDNA & 23S rDNA i2#:F 17~ internal transcribed spacer fRi (ITS) %
2=N—HPNT I FHNZPCRIETHIEL, OPCREME~AIaTF v
BRKBEBICTXRKEIL, SoNkE8NE - U o EBEREES RS, EREKRIIE
NEERO 2 3B BBEER D 1 58, Aeromas J&. Vibrio /&. Yersinia /&, Campylobacter
. Haemophilus B. Neisseria B, 77 ABGMHEKE O 13 B, Corynebacterium &,
Mycobacterium f&. Clostridium /&, Nocardis B2 & D& EH Ik & LB TOEERK 5 BERE
T& 5, Listeria monocytogenes & Legionella pneumophila 13 ZZ R D IOV TR
L7, EE TIL 18S rDNA & 28S rDNA fHICZENFNT T/ < —2BRELTPCR
T o7,

Staphylococcus aureus i34 0 /3% — IZHE I, F9 0% DERRT MSSA ¢ MRSA
DERINRIEE TH - 72, Saureus LSO staphylococei & ikKENI/XF — BT RTOEK
THELXLVORENTEE (BERTE. %L 2), Enterococcus B Tl E.faecalis,
E.casseliflavus, E.gallinarum 33D/ EZ — 52 2 LT b O D, £ DO Enterococcus
DFEIEILFBETH 7z, Corynebacterium & 9 B 1 4 BKITkEI ¥ — b 9 FEERIC
2T bz, C.diphteriae © 4 ¥RIIFFEA /2342 — 2 2 L, FEREM Corynebacterium
ERBIKBI ST,

Mycobacterium & 1 OB 2 4K TIL 1~5 KONV Rz e oL, 311 SEEDO
B — NI E N, M tuberculosis. M.avium. M.intracellulare ® 3 B TiL 2 fEH
DIRE = BHLNTZR, T OEEOENILTE 203 o 72, £ DD Mycobacterium
BILERBICHEEN 2 -2 2L, REREIEREBbhni, Cdifficle 3 6 #iX
26 BEIZAESh, BF (XA, B) ZEAT S KRIT4/F - VIZRONTS
B 2 5 EfEIT Multiplex PCRIEIZL YD, T XTOEKET 2 KDV RRHZH LD LI,
FDUKENRE — D HEREREORIENAIRE TH 72 (KR 1), UL, Aspergillus
B3EESKE /LT TE 3 HE 6 BRIIBLVIVOREIFIETH 728, L~
DREXTE o7, LEOBE»S, BERMICEEREFRIIN 2K CHEL L
DEENFETH D Z EWRINF, IHIZ, ZREONRZ - BRI Saureus
R C.difficile TIIKBINR Y — VT DREFHOFEL LTERTH S L BEbhi,

7T LDYREEHEMKEER ML 2 5 ORIED I D 2 ERU ESBEENTL 5 BEER< 245
BEZ2~3EETRL AT EEELALVORENRARIRETH- -, 5HK. #EEZHEPOL
T, BEOBEWT —F_X—-ZA2HBELTARTS L L bz, B PCREXZAWVT 1 BRURN
WRIREDOFREZ FREIC LN EBE X TIN5,



