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Fig. 1. The changes of heterotrophic bacterial numbers with different

salinities.
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Fig. 2. The changes of total bacterial numbers with different salinities.
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ABSTRACT : Effect of Salinity on the Bacterial Community in the Sewage Treatment System

Mi-Ae Seo, Sun-Hee Hong, Dong-Joo Kim, Kyung-Mi Park, and Tae-Seok Ahn' (Depart-
ment of Environmental Science, Kangwon National University, Chunchon, 200-701, Korea,
'Institute of Biodiversity Research, Kangwon National University, Chunchon, 200-701, Korea )

For elucidating the effect of salinity to the effect of wastewater treatment, the heterotrophic bacterial num-
bers, total bacterial numbers, and the bacterial community structure by FISH method were analyzed. The total
bacterial numbers were not significantly changed by the salinity. But the heterotrophic bacterial numbers and
bacterial community structures were drastically changed by the increase of salinity. In case of 1% salinity, the
heterotrophic bacterial numbers and structure were slightly changed comparing to those of contol. In case of
2% and higher salinities, the numbers of heterotrophic bacteria and the proportions of Eubacteria, Pro-
teobacteria o-group, p-group and Cytophaga-Flavobacterium groups were deceasing. By these results, the
salinity stress to bacterial community in waste water treatment was unveiled, and for sustaining the waste-
water treatment system, the salinity should be lower than 1%.





