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Molecular methods utilizing broad-range primers for 16S rDNA (ribosomal RNA gene)
PCR and sequencing have been evaluated for their utility in diagnostic bacteriology.
First, microbiota in fecal content from BA individual with recurrent cholangitis was
compared using 16S rRNA gene libraries and terminal restriction fragment length
polymorphism (T-RFLP). Second, microbiota in fecal content from choledochal cyst
(CC) and biliary atresia (BA) individuals at the operation were compared using 16S
rRNA gene libraries and T"-RFLP As the results, any bile microbiota (bacterial DNA)
was not detected using PCR in CC and BA patients. Bacterial DNA showed marked
differences in the composition of fecal microbiota in a BA infant with recurrent
cholangitis. Molecular analysis of colonic microbiota using 16S rRNA gene libraries
and T-RFLP might be useful to detect BA cholangitis more earlier. Bacterial DNA
showed marked differences in the composition of fecal microbiota in CC and BA infants.
The microbiota consisted of microbial communities of Bifidobacterium, Lactobacillales,
Bacteroides, Prevotella, Clostridium clusters IV, X I, and XVII, and Clostridium
subcluster X I Va. The Bifidobacterium, Bacteroides, and Clostridium clusters were
detected predominatly in CC than BA group. Lactobacillales was most predominat
group in BA feces. Molecular analysis of colonic microbiota using 16S rRNA gene
libraries and T"-RFLP might be useful to differentiate CC from BA.
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