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RESERVOIRS/PRE-TREATED/POST-TREATED/CYANOBACTERIA/

CYLINDROSPERMOPSIS RACIBORSKII

Suranaree University of Technology (SUT), Nakhon Ratchasima, Thailand,
there are two water reservoirs, Ang Sura 1 and Ang Sura 2, on the campus. The
reservoirs are the main source of water supply in SUT yet community of Bacteria such
as Cyanobacteria is uncertain. Cyanobacteria is one of the toxin-producing bacteria
widely spread in marine, freshwater, and terrestrial resources. Thus, the study of
Cyanobacterial communities in reservoirs may help to distinguish the quality of water.
In this research, water was collected from two reservoirs represented as pretreated water
and bathroom water represented as post-treated water. Pre-treated water was used to
study the community of Cyanobacteria in reservoirs and post-treated water was used to
determine the quality of water after treatment system. The approach consists of isolation
of the environmental genome from water and then 16S rRNA gene of Cyanobacteria
was amplified with Cyanobacteria specific primers set, Cyal06F and Cya781Ra. The
amplified 16S rRNA genes were ligated with pTG19T-vectors, transformed into
Escherichia coli DH5a, and then 16S rRNA genes on the recombinant plasmids were

sequenced.
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From a total of twenty-two 16S rRNA gene sequences, twelve were identified
as high relative to Cyanobacteria which were Cylindrospermopsis, Prochlorothrix,
Ancylothrix, and Synechococcus. The most abundant population found in this study was
belong to Cylindrospermopsis which can be either toxin or non-toxin producer. Quality
of post-treated water was analyzed and bacterial 16S rRNA gene includes cyanobacteria
were not amplified.

In conclusion, the Cyanobacterial community in SUT reservoirs was
successfully identified in which possible toxin producer genus was detected. Since post-
treated water was not contaminated with bacteria and Cyanobacteria, the water should

be safe to use as non-drinking purposes.
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