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Plankton Biomass Decomposition Enriches for Methanogenic Archaea in Near-Shore Waters of Puget Sound AﬁN

Clarissa Troutman®, Sabine Angier, and Oscar Sosa, Ph.D. Est. 1888
_ . | | UNIVERSITY of
The ocean emits large quantities of methane to the atmosphere, yet the biological Correspondence: OSosa@pU_getsound.edu
pathways and marine organisms responsible are not fully understood.’ Marine surface Acknowledgments: McCormick Research Grant to CT, UPS UEC Grants to CT P U G E T
waters are typically oversaturated with methane, a phenomenon coined the ocean and SA, and Y. . Murdock Charitable Trust award no. 201914303 to OS. SOUND

methane paradox because of the existing paradigm that methanogenesis is restricted to
anaerobic environments. Trimethylamine (TMA) and dimethyl sulfide (DMS) are both
known to promote methanogenesis.?> It is possible that anaerobic microniches, Oxygen Trends
present within aerobic waters, harbor the organism(s) necessary for
methanogenesis, and can be promoted with TMA or DMS enrichment.
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