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The purpose of this research is to determine the bacterial contamination in Tilapia raised in a variety
of culture systems and in different seasons. The result will be used as possible indicators of bacterial
contamination leading to set up guidelines for a food safety program. Bacteria were isolated from fish organs
including gills and guts as well as flesh. Bacteria in the water were also counted by sampling. Approximately
80% of the fish farming in this area is integrated systems where fish are raised together with either chicken or
swine. The average bacteria contamination in fish from intensive systems was 130.92 + 1.44 colony forming
unit (CFU)/gram while the average bacteria contamination in fish from integrated systems was 186.67 + 4.10
CFU/gram. The bacteria contamination found in fish from integrated farming was 42.58% higher than the
ones found in fish from the intensive farms. Twelve bacteria species found were Acinetobacter sp.,
Aeromonas sp., Burkholderia sp., Chryseomonas sp., Edwardsiella sp., Enterbacer sp., Escherichiu sp.,
Pasteurella sp., Plesiomonas sp., Pseudomonas sp. , Micrococcus sp. and Staphylococeus sp. Furthermore,
we set up the experiment to reduce the bacterial contamination. Flow through tap water achieved total
bacterial and coli form bacteria reduction better than use of a roselle solution after 24-hour
treatment. Referring to the farmers’ awareness of bacterial contamination, 68.8% of farmers understood the
measure to prevent bacterial contamination. The farmers who raise tilapia in an intensive system had greater
awareness in bacterial contamination in tilapia than the ones who raised tilapia together with either chicken or
pigs. In addition, 33.30% of consumers had confidence that fresh tilapia in markets was safe to eat while
59.91% of them were not sure that these fish were safe to eat. However, most consumers trust freshly
processed tilapia with food safety labeling, reliable distribution site, and cleanliness of appliances and

sellers.





