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Abstract: Denaturing gradient gel electrophoresis technigue based on polymerase chain reaction (PCR-DGGE) was used to investigate
the constitution and changes of bacterial flora in the liquid-smoked tilapia fillets during storage, in order to provide a theoretical foundation for
their storage conditions. The results showed that- 13 bands were isolated using DGGE and after analysis their sequences, 10 of them had
sequence similarity above 90%. These included two strains of Enterobacter, two strains of Clostridium, two strains of Lactococcus, two strains
of Pediococcuspentosaceus, one strain of Leuconostoc, and one strain of Pseudomonas. Lactic acid bacteria (LAB) accounted for 50% of all
bacteria. The bacterial flora during early storage (<2 d) and the last storage period (>7 d) were quite comp lex, with more than 10 identified bands.
During the mid-storage period (2~7.d), however, the bacterial DGGE bands were distinctly grouped and there were only gpproximately five
identified bands, indicating that the microbial diversity decreased. The bands from DGGE and sequencing results indicated that the dominant
bacteriaduringstorage were Lactococcus, Pediococcuspentosaceusand Clostridium.
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Table 1 Identities of bands obtained from DGGE analysis of bacterial communities

Kim5 B 51K & fop GenBank #48 & F K AR A AP & AR (B1H5) R K AR PATE%
1 406 Enterobacter sp.RP1P(EF585402.1) 98
2 403 Enterobacter sp. 6B-8(AY689046) 98
3 405 Citrobacter freundii strain: JCM 24064(AB548829.1) 89
4 406 Clostridium sartagoforme strain BG-C95 (FJ384380.1) 97
5 405 Lactococcuslactissubsp. (AB494727.1) 100
6 405 Pediococcus pentosaceus (AB494722.1) 99
7 395 Clostridium sp. SH-C1 (FJ424472.1) 98
8 405 Lactococcusgarvieae strain FM1-1(GU299084.1) 99
9 405 Enterobacter sp. TSSAS2-48 (GQ284539.1) 86
10 410 Leuconostoc sp. DIT 23 (GU071211.1) 98
11 405 Lactococcus sp. 2V2C(EU693546.1) 86
12 400 Pediococcus pentosaceus isolate N2a17(FM163360.1) 99
13 406 Pseudomonas sp. 12jan05 (FJ976053.1) 97
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