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Background Information

The Hawaiian green sea turtle (Chelonia mydas), listed as a threatened species under the Endangered Species Act, faces risks from climate change due
to its temperature-based sex determination (TSD) and nesting behaviors. TSD is the process by which the sex of sea turtle hatchlings is determined, L
where nest conditions during incubation influence hatchling biology, including sex ratios. Since temperature variations alter sex ratios, assessing the
population's genetic makeup is essential for future conservation efforts. Studying relatedness among adults on the same nesting beach in a season

informs inbreeding risks that can harm genetic diversity and the population's overall health. This pilot investigation will provide insights into the 9l
Hawaiian sea turtles' genetic relationships amidst changing environmental conditions.

Research Questions

Can we determine the relatedness of adult
turtles utilizing the same nesting beach in
one season?

Can we correctly assign offspring to known
mothers?
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displays the number of sequencing reads generated for the corresponding input
concentration. There is no discernible pattern in the number of sequencing
reads across the various input concentrations.
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Next Steps

We will map the sequenced reads onto the Chelonia mydas reference genome. Any PCR duplicates in the aligned reads will be removed, ensuring read depths are accurate and alleles are not overrepresented. The data will be prepared for input into the related R package, with a
focus on quantifying the relatedness levels among adult individuals nesting in the same area and validating parent-offspring assignments. We hope that these data will also benefit the conservation management teams that we work with by providing information for ongoing

population viability analyses.
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