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Table 1. The numbers of theisolated strains (bacteria and archaea) from Korean traditiona fermentated food jeotgal
i1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17
Leuconostoc sp. 7 6
Weisdla 5. 2 1
Lactococcus sp. 2
Lactobacillus sp. 9 5 4 6
Carnobacterium sp. 1* 2
Marinilactibacillus sp. 1*

Tetragenococcus sp. 8 5 7 1 2 5 4 2

Brochothrix sp.

Salinicoccus sp. 1 2 3*

Halomonas sp. 1* 1*

Cobetia sp. 1*

Lentibacillus sp. 2 1* 2

Oceanobacillus sp. 1 1
Nesterenkonian sp. 10

N

Saphylococcus . 1 7 1 1 4
Bacillus sp. 29 2 3 2 2 12 8 2 2
Paenibacillus p. 1
Microbacterium sp. 1 1
Sreptomyces sp. 3
Gordonia sp. 1 1 2
Brevibacterium sp.
Micrococcus . 2
Kocuria sp. 5 5* 1
Paracoccus sp. 3 4 2 2 1
Pseudomonas sp.
Psychrobacter sp. 1 1 1 4 3
\ibrio sp. 18
Salinivibrio sp. 1
Shewandla sp.
Citrobacter sp. 1
Alishewandlla sp. 1*
Agromyces p. 1*
Pantoea sp. 1
Proteus sp. 1*
Enterobacter p. 2
Kluyvera sp. 1
Rahnella sp.
Serratia .
Natrialba sp. 1
Haladaptatus sp. 1*
Tota isolated strains 48 9 8 14 7 18 10 37 36 25 7 9 3 5 31 A4 7

1, Ggjami sikhae; 2, agami; 3, eorigul; 4, toha; 5, seonggae; 6, galchi; 7, hwangseagi; 8, garibi; 9, gaebul; 10, ggang; 11, myeolchi; 12, jogae; 13,
mideodeok; 14, jeoneo; 15, jeoneobam; 16, kijogae; 17, ggolddugi
b* Anisolated novel species
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Fig. 1. The phylogenetic consensus tree of the composition of the bacterialarchaea from 17 types of jeotgal. The tota species numbers of the
isolated bacteria and archaea were 308. The length of the bar next to scientific name points out the number of the microorganism which was

isolated from each jeotgal .
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ABSTRACT : Analysis of Prokaryote Communities in Korean Traditional Fermented Food, Jeotgal,
Using Culture-Dependent Method and Isolation of a Novel Srain
Min-Soo Kim, Eun-Jin Park, Mi-Ja Jung, Seong Woon Roh, and Jin-Woo Bae* (Depart-
ment of Biology, Kyung Hee University, Seoul 130-701, Republic of Korea)

This study was aimed at the analysis of prokaryote communities in Korean traditional fermented food, jeotgal,
and isolation of a novel strain from jeotgal by using culture-dependent and molecular biologica approaches.
Seventeen kinds of jeotgal were selected on the basis of its origins and sources. The samples were inoculated on
12 kinds of media. 308 isolates were selected randomly by morphologica features, and its 16S rRNA gene
sequences was amplified by PCR technique with bacteria and archaea specific primers (8F, 21F, and 1492R).
The 16S rRNA gene sequences were compared with those in EzZTaxon and GenBank databases. DNA-DNA
hybridization was performed to identify a nove strain. As aresult, the majority of the isolates were lactic acid
bacteria (Leuconostoc, Weisdlla, Lactococcus, Lactobacillus, Carnobacterium, Marinilactibacillus), Bacillus,
Pseudomonas, Micrococcus, Brevibacterium, Microbacterium and Kocuria in 17 kinds of jeotgal. The strains
belonging to Salinicoccus, Halomonas, Cobetia, Lentibacillus, Paracoccus, and Psychrobacter were isolated as
minor ones. Fourteen novel species were identified based on phylogenetic analysis.



