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ABSTRACT. Genetic diversity of sea turtles (hawksbill turtle) was 
studied using sequencing of mitochondrial DNA (mtDNA, D-loop 
region). Thirty dead embryos were collected from the Kish and Qeshm 
Islands in the Persian Gulf. Analysis of sequence variation over 890 
bp of the mtDNA control region revealed five haplotypes among 30 
individuals. This is the first time that Iranian haplotypes have been 
recorded. Nucleotide and haplotype diversity was 0.77 and 0.001 for 
Qeshm Island and 0.64 and 0.002 for Kish Island, respectively. Total 
haplotype diversity was calculated as 0.69, which demonstrates low 
genetic diversity in this area. The data also indicated very high rates of 
migration between the populations of these two islands. A comparison 
of our data with data from previous studies downloaded from a gene 
bank showed that turtles of the Persian Gulf migrated from the Pacific 
and the Sea of Oman into this area. On the other hand, evidence of 
migration from populations to the West was not found.   
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