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Evaluation of the effects for the intestinal bacteria of marine cultivated fish
species on initial depletion.

Hongo, Yuki
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In this stud¥, we hypothesized that one of the causes of post-release
depletion of aquatic artificial seedlings was related to the diversity of intestinal bacterial
flora. The intestinal flora was investigated using red sea bream and pufferfish. As a result, there
was no change in the intestinal bacterial diversity in the feeding experiment of red sea bream.
However, there was a significant difference in the diversity between the released- and the
breeding-group of pufferfish. In the case of pufferfish, because it is necessary to increase the
diversity of the intestinal flora after release, it was considered that the low diversity may
contribute to the depletion.
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