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Fig. 2 Sequences alignments for the nucleotides of rDNA Intergenic Spacer Region of “red tide”
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Abstract

The rDNA Intergenic Spacer Region (ISR) was sequenced and analyzed from a “Red Tide” species Microcystis

aeruginosa collected from Xiamen. The spacer sequences was 360 bp in lengh exclusive of 16S and 23S rDNA coding re-

gions, containing a Ile tRNA gene. Based on the analyses of the obtained sequences and other two sequences from fresh

water strains, the evolutionary affiliation between species was discussed.
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