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FhmER Amplification and Sequence Analysis of Partial Bacterial 16S Ribosomal RNA
Gene in Gallbladder Bile from Patients with Primary Biliary Cirrhosis
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FREEBHHFELE (LT PBC) KBU3HEEHEORFEO—>E LT, MEBRLESEEF 2 molecular
mimicry RORBEIN T B, FFEATRMEICHT Z2=—H V75 1<y —%f i PCR iz THBH SO
Bacterial 165 rRNA gene O—#%#E L, % ® PCR E#% subcloning, sequence 3% Z &ick b, HEL ~J
TOMBORE LRSI, HHIT PBC 1561, FRMERMAE% CUF PSC) 56, CHRIFFEESH, ELRELLS,
EEBEH12H 2R E Lz, PBC, PSC, CEFELOEM>OTIRERN, BHICEIT2 HEEKOBIRsh
12RB3E D S HHH % B A ICERE L 72, Bacterial 16S rRNA gene 371500555 0B E T, ZoHizix, M@0
BEBL TREFEN T3 conserved region & BHFRHILAIFI% 5 - 72 divergent region H2h Eh104 FfEfE
950 itk D DNA 2HiHi U, conserved region 2%t L TF ¥4 ~ & fi/: universal primer %1 T PCR %
W, Z® PCR E# % subcloning # & U sequence B4 L, BIEE Ty D5 2, &5 Bacterial 16S rRNA gene
& D homology BRI B Z LItk »T, BHPIEET IHMEBOREE2R A7, PBC BE 156+ 108)< PCR
BYETHD, £ PCREMIC OV THEERSIOMT 21T 72 &2 3, 75 LBHRE (75%) FHlE Ui
FEshic, —7, BREATLHERTOBERIIES OO, PCR TRIFH 8 FINEHRT, 75 ARMEA
LT, 77 LABHRBERIDTNE%TH -7, PSCEMTIESHIF2HIE LT, CRIFEERMTI S Fkh 1
KEBOT7 S LRUERENSEE, FAEShi, $RRAOEREIY bo—VEHIZ B TERBREI VTN & B,
PCR T3 1 #1TD % Bt T Sphingomonas yanoikuyae BEE &1l di, ZOMOWThOBEOHHEH S & FEE
SN ol AP, PBC OMEHES 5L IMEH S SBICE b1 S RBOETE LBt H 07 5 LBHR
HDEE LT3 REIC OV TS hic U MifEd 2 %Ll s h i,





