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Abstract
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Uptake hydrogenase catalyzes the oxidation of molecular hydrogen to protons. It is
composed of 2 subunits. Large subunit is encoded by AupL. This study aims to sequence hupL
gene of nitrogen-fixing cyanobacterium Anabaena siamensis. Degenerated primers of hupL gene
were designed. Anabaena siamensis was cultivated in BG11 medium and cells were broken by
mechanical method. Genomic DNA was isolated by phenol-chloroform method. PCR product of
hupL. gene was amplified by polymerase chain reaction (PCR) method. It was found that PCR
product with 1,300 bp that corresponds to expected size, was obtained. This PCR product was
cloned into plasmid pGEM-T easy and transformed to E. coli. Transformants were selected on
ampicilin containing LB agar and from color reaction with X-gal and IPTG. Plasmid DNA was
extracted from white colonies and sequenced by didcoxy enzymatic chain termination method. A
1,343 bp of PCR product was sequenced. Their amino acid sequences were compared with other
amino acid sequences reported in Genbank by Blast server and tney showed high similarity to
uptake hydrogenase of Nostoc punctiforme (84%), Anabaena variabilis (82%) and Nostoc sp.

PCC 7120 (81%,).





