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In this study, bacterial isolation was conducted from samples of moist and dry
fermented soybean, pig manure, pig’s intestinal contents, cattle rumen fluid entrails, cattle manure
and chicken’s intestinal contents. A total of 689 gram positive bacterial isolates were tested for
their probiotic ability or their ability to inhibit the pathogenic actions of causal-disease bacteria in
the digestive system such as Eschericia coli, Salmonella typhimurium, Staphylococcus aureus,
Bacillus cereus and Aeromonas hydrophila. Resuits showed that T-20.3, T-23.15, T-26.7 and
T-29.11 were able to exhibit probiotic bacterial efficiency besides being able to produce catalase
enzyme. These four bacterial isolates were also found to be resistant to both low acidic conditions
(pH 3.0) for about six hours and 0.3% bile salt solution. In addition, bacterial isolates, T-26.7 and
T-29.11, were found not only having the highest resistance but were also able to grow well under
temperature level of 50°C, a common property of most probiotic bacteria. Further classification of
these two bacteria isolates through comparison of the genetic sequence 16S rRNA gene with that
of genetic data base (GenBank), indicated that these two bacterial isolates were Bacillus subtilis
and T-26.7 and T-29.11 were identified as Bacillus MP10 and Bacillus MP11, respectively.
Later, the two bacterial isolates were studied on their ability to produce probiotic bacterial powder
in the form of fresh bacteria and to initiate bacteria to form spores. Results showed that prepared
bacterial spores contained more living pathogenic bacteria than fresh bacteria when storage period
was increased.

Further results showed that the addition of Bacillus MP10 and Bacillus MP11 in broiler
feed showed that Bacillus MP10 and Bacillus MP11 were similarly able to significantly reduce
the amount of cholesterol and triglycerides (P < 0.05). In addition, the two cultures tended to
reduce uric acid in chicken broilers although there was no effect on the amount of white blood
cells and thus considered to have the ability to induce the growth of aerobic and lactic acid
bacteria in chicken intestines (P < 0.05). However, these two bacterial isolates were not able to
affect the amount of coliform bacteria. In this study, it can be concluded that both Bacillus MP10
and Bacillus MP11 had the ability to be probiotic microorganisms which can be applied in broiler

production industry as a replacement of antibiotics in the future.





