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Fig.5 The growth on SD dropout medium andB-galactosidase analysis of the transformed yeast
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Abstract: clock gene kaiB of Microcystis aeruginosa was am plified and cloned into pGBKT ;7 and pGA DT,
respectively. After being verified by sequencing, the two recombined plasmids pGADT 7 kaiB and pGBT 7 kaiB
were transformed into yeast strain AH 109 by polyethylene glycol/ lithium acetate method and its expression
products were assayed w hether it can affect the growth of yeast cells and activate the reporter (B galactosidase)
genes. The result shows that KaiB protein was not toxic to AH109 and could not activate the reporter gene.
KaiB protein could play self interaction. Yeast two hybrid GAL4 system could be applied to fish KaiB interac

ting protein.
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