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Abstract : The comparison of the predominant bacterial community structure in the gastro-intestine in L utjanus sebae based on
16S rDNA PCR-D GGE fingerprint using a culture-independent method was conducted in present research. The results showed
that abundant bacterium existed in the gastro-intestine of L utjanussebae, the smilarity was above 55 % in the community struc-
turesin the gastro-intestine with the highest smilarity of 90 % in the bacteria ingredients between the stomach wall and the sto-
mach content , which might reflect the diet feed processed from the stomach to the intestine. However , the difference of the rela
tive abundance between the stomach wall and the intestinal wall in the bacterium might be due to their different physical environ-
ments. The establishment and comparison of the 16S rDNA-D GGE fingerprint in the gastro-intestine of thefinfishin present re-
search do help to elucidate the microflora structure in the gastro-intestine in L utj anus sebae.
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