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In Situ Dynamics
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Scriver et al., 2024. Environmental DNA-RNA dynamics provide insights for effective monitoring of marine invasive species.



Distribution & Dispersal
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Distribution & Dispersal
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Scriver et al., 2024. Ebbs and Flows of Marine Biodiversity: Navigating Spatiotemporal Patterns of Environmental DNA in a Coastal Tidal

Ecosystem.
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Optimal Sampling Workflows

How: Adaptive Sampling for Highly Abundant Taxa
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Scriver et al., (2025). Biodiversity monitoring in remote marine environments: Advancing environmental DNA/RNA sampling workflows. [In
press]



Optimal Sampling Workflows

How: Careful Consideration for Low-Abundance and Sparsely
Dispersed Taxa (16S rRNA for Fish and Vertebrates)
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Scriver et al., (2025). Biodiversity monitoring in remote marine environments: Advancing environmental DNA/RNA sampling workflows. [In
press]



Innovative Sampling Methods ,f % )
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Species Characteristics
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Thank-you! Any Questions?

Contact Me

m.scriver@sequench.co.nz

[ l ]mscriver-edna.bsky.social

www.linkedin.com/in/michellescriver
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