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The North Pacific loggerhead sca turtle { Carenia caretta) RMU, which nests exclusively in Japan, depends
eritically on the foraging ground in Baja California Sur (BCS), Mexico. This area is a hotspot for juvenile
turtles, but also for bycatch mortality. Genetic characterization of this key apgregation has been severely
limited, relying on a single study from 1995 and short mDNA fragments, obscuring effective conservation
and monitoring. To address this, we present a contemporary genetic analysis of the BCS loggerhead hotspot
using 77 blood samples collected from juveniles at the epicenter distribution in front of Adolfo Lopesz
Mateos Port, Standard genetic differentiation and diversity statistics were estimated to update the North
Pacific and BCS genetic landscape employing 533 novel and worldwide mitDNA control Tegion Sequences
(837 bp and 370 bp). By applying a longer, 837 bp fragment, we uncovered significantly higher haplotype
diversity than previously reported with standard =350 bp markers in BCS, highlighting a critical need for
standardized molecular protocols in the Pacific. Our analysis confirms the presence of key haplotypes
{including CcP2.1, CeP2.3, and CeP3.1) linking this foraging ground to the nesting rookeries in Japan,
This work bridges a 30-year genetic data gap and provides a crucial baseline for monitoring this vulnerable
population. We propose a new, standardized haplotype nomenclature for the Pacific. Our findings form the
foundation for engoing work and underscore the immediate need for Mexico-Japan policy partnerships for
addressing research gaps and informing and directing effective conservation strategies.
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