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Abstract The bacterial flora in different tissues of puffer fish Fugu obscurus which were fed with two different of
kinds of food were under research using PCR-DGGE technology. Total 18 species were identified as -
Proteobacteria including 13 kinds of Vibrionaceae three kinds of Enterobacteriac and two kinds of Aeromonas.

There existed difference in bacteria flora of intestine and gonad between two groups of puffer fish which were fed
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with two different kinds of food one N group consisted of fresh fish and shrimp another C group is artificial
fodder. In gonads only two same kinds of bacteria 17 percent of total 12 species were found in the two groups.
Four kinds of bacteria 31 percent of total 11 species in intestine were determined as same distribution between two
groups of fish. However the members of bacteria flora on different skins were most same sharing same as 64
percent of total 11 species. Specific bacteria represented by specific DGGE bands V1 V13 V18 V14 and V17
only appeared on the fish skin. The bacteria of V6 band only emerged in the fish gonad tissue of N group which
were fed with fresh fish and shrimp. Likewise only in the fish intestine of N group the bacteria of V5 band were
found. 39 percent of total identified bacteria in this research could not be cultured on TCBS plate.
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Fig. 2 Phylogenetic tree constructed basing on bacterial 16S rDNA sequences.
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