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ABSTRACT

The culture-independent method based on sequence analysis of gene encoding
16S rRNA was employed to assess microbial diversity from local soil within Mahidol
University, Salaya Campus and Bor Khlueng hot spring in Ratchaburi. The DNA was
extracted using sodium dodecyl sulfate (SDS)-based DNA extraction method.
Universal 16S rRNA primers of both Bacterial and Archaeal domains were used to
amplify extracted DNA. The PCR products were cloned into pGEM-T Easy vector,
and sequenced. Results from Salaya soil DNA showed that all of the Bacterial clones
belonged to the Gammaproteobacteria lineage. For the Archaeal clones, 2.5% of
clones were grouped into the Euryarchaeota division while the remaining 87.5% of
clones were grouped within the Crenarchaeota division. Microbial diversity from the
Bor Khlueng hot spring soil revealed more complexity than that of Salaya. Of the 95
Bacterial 16S rDNA clones, 24.2% were affiliated with the Acidobacteria group,
19.0% with Bacteroides group, 12.6% with the Nitrospira group, 11.6% with the
Proteobacteria group, 10.5% with the Deinococcus-Thermus group, 5.3% with the
Planctomycetes group, 5.3% with the Verrucomicrobia group, 4.2% with the Green
non-sulfur bacteria group, 3.2% with the Cyanobacteria group, 2.1% with the
Actinobacteria group, 1.1% with the candidate division “OP10”, and 1 clone could
not be placed into any of bacterial divisions. Of 45 Archaeal 16S rDNA clones, 20%
were grouped into the Euryarchaeota division and 80% of clones were grouped into
the Crenarchaeota division.
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