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Isolation and Characterization of Ammonia—removing Bacteria from a
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ABSTRACT : The bacteria responsible for the reduction of ammonia concentration in a food-wastewater treatment facility were iso-
lated and their characteristics were analyzed. The isolated bacteria were closely related to the bacteria belonging to genus Citrobacter,
Enterobacter, Buttiauxella, Shigella, and Aeromonas, which were found in gut of animals, indicating the isolated bacteria may come from
the butchery-byproduct of pigs which is the main component of wastewater. When we monitored the concentration of nitrite and nitrate
in the process, it was relatively constant, indicating the isolated bacteria reduce ammonia concentration through ammonia assimilation. Based
on the removal efficiency of ammonia by the isolated bacteria, we concluded that they play a role in the reduction of odorous compounds.
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Fig. 1. Diagram of pilot plant designed to treat highly concentrated food industry wastewater.”
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Table 1. Phylogenetic relationship of ammonia-removing bacteria
isolated from a food-wastewater treatment facility
based on 16S rRNA gene sequences(GenBank accession
numbers for the closest relatives are given in paren-
theses).

Strains Nearest phylogenetic relative
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KCAD-4 | Enterobacter asburiae JICM6051 (AB004744)| 0.952 14

Similarity |Reference
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