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Table 1 ~ Results from 16S rDNA clone sequences analyse

L No. % of is
Organism identified © o Ol orgamsm

Clone of GenBank

GenBank accession No. Similarity * /%

identified assession No.

Lactobacillus acidifarinae 28 24.4 BI11 DQ649012 97.5~98.7

Lactobacillus plantarum 36 31.3 B19 DQ 649013 98.1~99.0

Pediococcus sp . 10 8.7 B4 DQ649015 98.0~99.1

Weissella confusa 9 7.8 B36 DQ649014 97.7~99.2

Lactobacillus pentosus 11 9.6 B189 EF423913 98.1~99.9

Lactobacillus curvatus 65.2 B225 EF423914 98.6~99.0

Leuconostoc mesenteroides 10 8.7 B112 EF423911 98.7~99.8

Lactobacillus hammesii 54.3 B34 EF423908 98.1~98.9
* Range of 16S rRNA gene sequence similarity values between paocai clones and the type strains.
2.2 3
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Lactobacillus plantarum Lactobacillus Lactobacillus
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Lactic acid bacteria diversity in fermented cabbage estimated by Culture-dependent
and-independent methods
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Abstract  Objective To study the diversity of lactic acid bacteria LAB and dominant LAB in fermented cabbage.

Methods Culture-dependent and -independent 16S rRNA gene clone libraries were constructed methods were used to
determine the composition of LAB in fermented cabbage. Results Ninety LAB isolated from fermented cabbage were identified
as species of Lactobacillus and Leuconostoc  whereas 115 clones of the 16S rRNA gene sequence from fermented cabbage DNA
were identified as Lactobacillus  Weissella  Pediococcus and Leuconostoc .  Conclusion The significant difference of the LAB
compositions by the two methods implies that some specialized nutrients may lead to a distinctive selection of the dominant
organisms. Lactobacillus plantarum appeared as the dominant species in fermented cabbage by both methods.

Keywords fermented cabbage lactic acid bacteria culture-dependence culture-independence

* Corresponding author. Tel/Fax + 86-10-62736734 E-mail xwt315@ cau. edu. cn
Received 25 June 2008/Revised 24 November 2008





