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FEMS Microbiology Ecology, 1999, 30, 57-65.

Biological cycling of volatile organic carbon by phytoplankton and bacterioplankton. Limnology and 31 59
Oceanography, 2017, 62, 2650-2661. :

Streamlined Method to Analyze 16S rRNA Gene Clone Libraries. BioTechniques, 2001, 30, 938-944.

Elemental content and stoichiometry of SAR11 chemoheterotrophic marine bacteria. Limnology and 3.9 36
Oceanography Letters, 2019, 4, 44-51. :

Marine bacterioplankton community turnover within seasonally hypoxic waters of a subtropical
sound: <scp>D</[scp>evil's <scp>H<[scp>ole, <scp>B</scp>ermuda. Environmental Microbiology, 2015,
17,3481-3499.

Optofluidic Single-Cell Genome Amplification of Sub-micron Bacteria in the Ocean Subsurface. a5 18
Frontiers in Microbiology, 2018, 9, 1152. :

Genome Sequences of <i>Oceanicola granulosus</i> HTCC2516 <sup>T</sup> and <i>O«/i> <i>ceanicola
batsensis</i> HTCC2597 <sup>T</sup>. Journal of Bacteriology, 2010, 192, 3549-3550.

Genome Sequence of the Marine Alphaproteobacterium HTCC2150, Assigned to the <i>Roseobacter</i> 90 10
Clade. Journal of Bacteriology, 2010, 192, 6315-6316. ’

Stable Isotope Probing Identifies Bacterioplankton Lineages Capable of Utilizing Dissolved Organic
Matter Across a Range of Bioavailability. Frontiers in Microbiology, 2020, 11, 580397.

Bacterial diversity in the bottom boundary layer of the inner continental shelf of Oregon, USA. 18 10
Aquatic Microbial Ecology, 2011, 64, 15-25. :

Linkages Among Dissolved Organic Matter Export, Dissolved Metabolites, and Associated Microbial

Community Structure Response in the Northwestern Sargasso Sea on a Seasonal Scale. Frontiers in
Microbiology, 2022, 13, 833252.

Genetic analysis of natural populations of the marine diazotrophic cyanobacterium Trichodesmium. 07 5
FEMS Microbiology Ecology, 1999, 30, 57-65. :



