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ESTABLISHMENT OF MICROBIAL DATABASE FOR A
SUSTAINABLE ENVIRONMENT
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ABSTRACT

In this research, we have established microbial database for sustainable
environment, to preserve microbiological materials and information which can be offered
to the scientific community both inside and outside Maejo Univeristy. We have
preserved microbial isolates which have high ability to utilize compounds in environment,
120 isolates utilized compounds in waste and 110 isolates utilized compounds in oil. All
of the isolates were deposited in three ways which consisted of keep on agar slant, keep
in glycerol at -80°C and freeze-drying.

Total of 92 microbial isolates which capable to utilized compounds in sewage,
wastewater and oil were identified by 16S rDNA sequencing. Most of isolates with
sewage and wastewater degrading ability were identified to the genus Bacillus such as
Bacillus subtilis, B. pumilus, B. thuringiensis, B. megaterium, B. cereus, B. licheniformis.
Some of them were identified as actinomycetes in genus Strepfomyces. Most of the

isolates with oil degrading ability were identified to genus Acinetobacter and Bacillus.



