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Abstract

Short and long tandemly repeat repetitive sequences (STRR and LTRR) of 11 hot spring
cyanobacteria were smudied. Cyanobacterial isolates were sclected from culture collection -
 maintained at Applied Algal Research Laimnmnr CMU, represent different morphogenus or
morphospecies. Cluster analysis of DNA fingerprints obtained from two primers specific to short
. fandemly repeat, STRR 1A and STRR 1B, distinguished hot spring cyanobacteria at genus level.
On the other band, two primers specific to long tandemly repoat repetitive sequences, LTRR1 and
LTER2, were not suitable to generate DﬁA fingerprints in this group of cyanobacteria. |



