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Diversity of Bacteria in the Betong Hot Spring,

Yala Province, Thailand
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UNANLBATEIDING

Metagenomics is a study of the genomic materials of microorganisms presented
in the environmental samples by a culture-independent approaches. The aims of this
study is to investigate the diversity of bacteria from sediment samples in the Betong hot
spring, Yala province, Thailand. The sediment pH and temperature at the time of
sampling was 7.8 and 65 °C respectively. Chemical analysis of the sediment was
performed and found various compounds such as K,O (233.91 mg/kg), SO42_ (218.36
mg/kg) and Mn (169.36 mg/kg). Some of the heavy metals i.e. Mn, Pb and Cd were also
found in the sample but not exceed the standard of soil quality. Metagenomics DNA was
extracted from the sediment samples, and then the primers specific for 16S rRNA genes
of bacteria were used to amplify PCR products. The obtained PCR products were
subsequently cloned into pGEM-T Easy vector. The white colony transformants, 80 out of
350 clones, were randomly selected for RFLP analysis using Rsal and Sau3l and finally
grouped into 30 patterns. The sequences were analyzed and can be affiliated to nine
different bacterial phyla. Cyanobacteria was the most abundant phylum (33%). The
second most abundant was Proteobacteria 21% (Alphaproteobacteria 2.6%,
Betaproteobacteria 9.2%, Gammaproteobacteria 2.6% and Deltaproteobacteria 6.6%).
The others are phylum Aquificae 21%, Planctomycetes 7.9%, Nitrospira 4%,
Acidobacteria 2.6%, Deinococcus-Thermus 1.3%, Chloroflexi 1.3%, OP11 1.3% and 4
clones of unclassified phylum (6.6%). The great majority about 70% of 16S rRNA

sequences detected in Betong hot spring were novel.



