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Marine Microbes. Frontiers in Marine Science, 2021, 8, . 2:5 17

<scp>DMSP«/scp> synthesis genes distinguish two types of <scp>DMSP</scp> producer phenotypes.
Environmental Microbiology, 2021, 23, 1656-16609.

Seasonal and Geographical Transitions in Eukaryotic Phytoplankton Community Structure in the

Atlantic and Pacific Oceans. Frontiers in Microbiology, 2020, 11, 542372. 35 22

Auxotrophic interactions: a stabilizing attribute of aquatic microbial communities?. FEMS
Microbiology Ecology, 2020, 96, .

Transcriptional response of Emiliania huxleyi under changing nutrient environments in the North 2.8 13
Pacific Subtropical Gyre. Environmental Microbiology, 2020, 22, 1847-1860. )
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Biotechnology, 2019, 37, 852-857.

Transcriptional Shifts Highlight the Role of Nutrients in Harmful Brown Tide Dynamics. Frontiers in a5 19
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Re-assembly, quality evaluation, and annotation of 678 microbial eukaryotic reference transcriptomes.
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GigaScience, 2019, 8, .

Transcriptional patterns identify resource controls on the diazotroph <i>Trichodesmiumc</i> in the
Atlantic and Pacific oceans. ISME Journal, 2018, 12, 1486-1495.

Shifting metabolic priorities among key protistan taxa within and below the euphotic zone. 2.8 39
Environmental Microbiology, 2018, 20, 2865-2879. :

Phosphorus availability regulates intracellular nucleotides in marine eukaryotic phytoplankton.
Limnology and Oceanography Letters, 2017, 2, 119-129.

Transcriptional response of the harmful raphidophyte Heterosigma akashiwo to nitrate and 4s 39
phosphate stress. Harmful Algae, 2017, 68, 258-270. ’

Integrating é€oeBi% Dataad€.into Aquatic Ecology: Challenges and Opportunities. Limnology and
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What are the type, direction, and strength of species, community, and ecosystem responses to
warming in aquatic mesocosm studies and their dependency on experimental characteristics? A 2.7 3
systematic review protocol. Environmental Evidence, 2017, 6, .
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Virus-host relationships of marine single-celled eukaryotes resolved from metatranscriptomics.
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Probing the evolution, ecology and physiology of marine protists using transcriptomics. Nature 98.6 176
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Conserved Transcriptional Responses to Nutrient Stress in Bloom-Forming Algae. Frontiers in
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Oceanography, 2014, 27, 222-235.
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