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The population of leatherback turtles (Dermochelys coriacea) nesting in Brazil is restricted to very few
individuals, regularly nesting on the coast of the Espiritc Santo State. However, a larger feeding
aggregation occurs throughout Brazilian waters, with higher concentration off the south and southeast
coasts, The objectives of this study are to estimate the contribution of source rookeries to a Brazilian
feeding ground using population genetic measures and Mixed Stock Analysis (MSA), to descrbe the
haplotypes found for two previously genetic undescribed rookeries: Gabon and Guadeloupe/Martinique, to
increase the number of samples from Brazilian and French Guianan rookeries and to compare the data
obtained with previous reports. To compare the sequences between leatherbacks from Brazil and elsewhere,
we analyzed 496 bp of mitochondrial DNA (mtDNA) control region from featherbacks stranded on beaches
(0=90) and incidentally caught by fisheries in Brazilian waters (n=9) from January 2004 to December 2007
We also analyzed samples of nesting females from a rookery in Gabon (1=23) and from two rookeries in
Guadaloupe and Martinica (n=29) and additional samples from rookeries in French Guiana (n=29) and
Brazil (n=14). The MSA was run using haplotypes from the pelagic leatherbacks (n=99) and from 15
rookeries found worldwide from previously reports (overall n=386). Information from the literature
regarding the number of females nesting per year in each population was used as a prior. An overall of 14
different haplotypes were described using the entire database. The most common haplotype, called A was
found in 171 samples (44,30%). This haplotype was spread across all rookeries except for the Pacific coast
of Mexico and Costa Rica. The haplotype A2, found for the first time only at the foraging area in Brazil,
now was also found in samples in rookeries from Brazil and Gabon. Two new haplotypes (AS e C3) were

! found in this study, both in samples from French Guiana. For the MSA, all chains consistently indicated a
major contribution t6 the Brazilian pelagic aggregate from Gabon (77,1%), the largest populations of
leatherback in the world. Efforts should be done in order to produce longer mtDNA and nuclear sequences
in widespread worldwide samples to improve the confidence of data in phylogeography and MSA.
Furthermore, MSA ‘studies provide relevant data connecting nesting and feeding sites; and it 1s also
important information for planming management strategics aiming to enhance conservation efforts
worldwide. Acknowledgments: FAPES, Capes, CNPq, Fapemig and ISTS Program Committee
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