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The study of genetic diversity and phylogenetic relationship of 16S ribosomal

RNA (16S rDNA), 16S-23S internal transcribed spacer (16S-23S ITS) and intergenic
spacer of phycocyanin operon (PC-IGS) from 11 hot spring cyanobacteria strains:
Synechococcus sp. SK70, Synechococcus sp. SK50, Synechococcus sp. PDS55,
Phormidium sp. SK45, Phormidium sp. PD40, Phormidium sp. PR40, Scytonema sp.
TP40, Scytonema sp. TP40-1, Leptolyngbya sp. PR40, Chroococcidiopsis sp. PR45
and Oscillatoria sp. KC45. It was found that, the genetic of Thai hot spring
cyanobacteria differs from cyanobacteria from other sources. The comparison of 16S
rDNA sequences with Genbank showed only Syrnechococcus spp. to have high
similarities, 98-99% to the database. While other genus showed similarity ranging
between 83-96%. Phylogenetic relationship study showed that the phylogenetic tree
of 16S rDNA and PC-IGS related with the morphological classification. On the other
hand, the tree from 16S-23S ITS showed an unclear grouping because this region has
high degree of variation. This marker may be suitable to classify cyanobacteria within

the same genera.





