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Fig. 1 Rarefaction curve for Dongcai bacteria 16S rDNA clone library. Clones were grouped into phylotypes based on

sequence similarity of =95% .
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Fig.2 Phylogenetic tree based on 16S rRNA gene clone library of Dongcai sample. GenBank accession numbers are shown in parentheses. The

tree was constructed by the Kimura2 Parameter Distance and neighborHoining algorithms. Bootstrap values for a total of 1000 replicates are indicated

above the nodes. The scale bar indicates 2% sequence divergence. The sequence of Chlorobium luteolum DSM 273" (Y08107) was used as

outgroup.
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Phylogenetic tree based on 16S rRNA gene sequences derived from cultures isolated from Dongcai sample. GenBank accession numbers are

shown in parentheses. The tree was constructed by the Kimura2Parameter Distance and neighborHoining algorithms. Bootstrap values for a total of

1000 replicates are indicated above the nodes. The scale bar indicates 1% sequence divergence. The sequence of Planctomycetacia bacterium WSF3 -

27" (FJ405890) was used as outgroup.
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Bacterial biodiversity in Dongcai a traditional pickled
mustard product in Sichuan Province China
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Abstract: Objective To investigate the bacteria community and biodiversity of four-years pickled Yanshan Dongcai.

Methods We studied the bacterial communities of Dongcai by 16S rDNA diversity analysis and the cultured species
isolated from Dongcai sample by Restriction Fragment Length Polymorphism (RFLP) and 16S rRNA gene sequence
analysis. Results The 16S rDNA diversity showed that the bacteria belonged to the phyla Proteobacteria (87.9% ) and
Firmicutes (7.1% ) including many moderately halophilic bacteria such as Virgibacillus kekensis Marinococcus albus
Salinicoccus sp.  Lactobacillus halophilus and Halomonas. Only 5% of clone sequences belonged to the phylum
Actinobacteria. Thirtyfive strains were isolated from Dongcai sample and 16S rDNA-RFLP analysis indicated that 34
isolates affiliated with the phylum Firmicutes including Virgibacillus Bacillus megaterium and Gracilibacillus saliphilus
which were moderately halophilic bacteria but only one isolate belonged to the phylum Actinobacteria. ~ Conclusion
The bacterial diversity is low in Dongcai dominated by moderately halophilic bacteria.
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