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Abstract
AIM: To analyze the gallstone composition and
microbial community structure in gallstones.

METHODS: The composition of gallstones and
microbial community structure in gallstones
from patients with cholecystolithiasis were
investigated by terminal restriction fragment
length polymorphism and clone library ap-
proaches. Small subunit rRNA gene (165 rDNA)
was analyzed in 62 patients with cholecystoli-
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thiasis and negative bile culture.

RESULTS: According to the percentage of cho-
lesterol, the 62 patients with cholecystolithiasis
were divided into three groups: 11 in the cho-
lesterol group (cholesterol content = 90%), 26 in
the pigment group (cholesterol content < 70%)
and 25 in the mixed group (cholesterol content
between 70% and 89%). The positive rates of 165
rDNA on stone surface in the cholesterol group,
pigment group and mixed group were 18.1%
(2/11), 42.3% (11/26) and 36.0% (9/25), respec-
tively. The positive rates of 16S rDNA in stone
core in the cholesterol group, pigment group
and mixed group were 24.3% (3/11), 53.8%
(14/26) and 64.0% (16/25), respectively.

CONCLUSION: The structure of the bacterial
community is different in gallstones with differ-
ent cholesterol contents.

© 2014 Baishideng Publishing Group Inc. All rights
reserved.
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Peptococcus &M Peptostreptoroccus|&; Strepto-
coccuceacfStreptococcus ) NeisseriaceaclV]
Acinetobacter )& . Mircrococcaccas\fStaphylo-
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