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Abstract: Three healthy women and three patients with BV were selected and diagonsed respectively ac-
cording to the Amsel and Nugent criteria. Total microbial community DNA was extracted from their vaginal
discharges, and 16S rRNA gene clone libraries were constructed. ARDAR fingerprinting patterns and se-
quences analysis of positive clones from each library showed that clones representing Lactobacillus cris-
patus and L. iners accounted for a major proportion respectively in the libraries for healthy women, where L.
vaginalis and L. jensenii clones were present in a small amount. In the libraries for patients with BV, the mi-
crobial varieties increased remarkably, but both Gardnerella vaginalis and Atopobium vaginae clones con-
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stituted a greater portion, while Lactobacillus clones were not detected. It is therefore concluded that the
vaginal microflora of healthy women is simple, predominated by single Lactbacillus species, and L. iners is
one of the dominant species. The vaginal microflora of BV patients is complicated and various, but pre-
dominated by both Gardnerella vaginalis and Atopobium vaginae.
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Lanes 1~15: 15 clones in clone library of sample BV3. Clones with
the same fingerprinting pattern were defined as the same clone. The
representative clones were selected for subsequent sequencing.
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Table 1 Microbial diversity and proportion of each
individual 16S rRNA gene clone library

Species (sequence

T N1 N2 N3 BV1 BV2 BV3
similarity)

L. crispatus (99%) 97.9* 47
L. jensenii (98%) 2.1

L. iners (99%) 91.7 953
L. vaginalis (99%) 8.3

Gardnerella

vaginalis (99%) WP A 2

Atopobium

vaginae (99%) 250 19.1 435

Prevotella bivia
(98%)

Mobiluncus
mulieris (98%)

6.8 8.5 2.2

9.1 6.4 13.0

Leptotrichia
amnionii (99%)
Sneathia
sanguinegens 4.5 0.0 0.0
(99%)
Megasphaera
elsdenii (98%)

2.3 0.0 0.0

2.3 0.0 0.0

Bacteroides

ureolyticus (99%) 0.0 64 0.0

Peptostreptococcus

anaerobius (99%) e Ul e

Peptoniphilus  sp.
(98%)

Dialister sp. (99%) 0.0 43 0.0

0.0 0.0 4.3

Bifidobacterium

biavatii (98%) 0.0 00 22

Aerococcus
vaginalis (99%) 4.5 0.0 0.0
Uncultured  clone

rRNA 025 (98%) 0.0 21 00

Uncultured  clone

rRNA 115 (98%) 22l U

Uncultured  clone

rRNA 362 (99%) 0.0 0.0 43

(%)
Note: Numbers denoted as the percentage of different clones in
each individual 16S rRNA gene clone library
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