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Methods The cladograms illustrate evolutionary relationships among the six nesting areas, supporting
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Polymerase Chain Reactions (PCR)
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e Tissue samples of 95 C.caretta individuals were preserved in 95% EtOH.

e Samples were coded as ‘KOT’, ‘KOR’, ‘MESS’, ‘CHA’, ‘MAV’, ‘AMPB’.

 The target sequence for amplification was a fragment of mitochondrial DNA
(mtDNA) displacement loop (d-Loop) control region of (>800 bp).
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 Two distinct haplotypes were found with most turtles carrying haplotype CC-A2.1 generally shared by
C.caretta individuals migrating through the Mediterranean and the Atlantic and CC-A6.1 endemic to
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moderate genetic flow and diversity. The study of phylogenetic relations among the Testudines,
supports hypothesis that the sequences of samples from Crete belong to C.caretta individuals.
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western Greece.

Polymorphic results show a total number of 90 transitions, with A->G and C-> T transitions being the
dominant ones, 122 transversions with T->G, and C->G being abundant and 13 deletions.

* A phylogenetic study further emphasized the evolutionary relatedness of the six areas, adding to the
importance of research in molecular phylogenetics of marine turtles for the island of Crete.

Despite considering ecological importance, management, diversity and economy, conservation projects
play an important role in shaping communities as there is a common ethical responsibility to preserve
ecosystems and wildlife, part of the legacy for future generations.
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