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aquifer system. Nature Communications, 2016, 7, 13219.
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Genomic resolution of a cold subsurface aquifer community provides metabolic insights for novel
microbes adapted to high CO<sub>2<[sub> concentrations. Environmental Microbiology, 2017, 19,
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The Impact of Fossils and Taxon Sampling on Ancient Molecular Dating Analyses. Molecular Biology
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Accurate, multi-kRb reads resolve complex populations and detect rare microorganisms. Genome 5.5 191
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Comparative metagenomics of three Dehalococcoides-containing enrichment cultures: the role of the

non-dechlorinating community. BMC Genomics, 2012, 13, 327. 2.8 109
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Metatranscriptome of an Anaerobic Benzene-Degrading, Nitrate-Reducing Enrichment Culture Reveals

Involvement of Carboxylation in Benzene Ring Activation. Applied and Environmental Microbiology,
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High functional diversity among <i>Nitrospira</i> populations that dominate rotating biological
contactor microbial communities in a municipal wastewater treatment plant. ISME Journal, 2020, 14, 9.8 91
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Aquifer environment selects for microbial species cohorts in sediment and groundwater. ISME
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Distribution of reactive oxygen species defense mechanisms across domain bacteria. Free Radical
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Diversity of reductive dehalogenase genes from environmental samples and enrichment cultures
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Activation. Applied and Environmental Microbiology, 2012, 78, 1178-1186.
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New approaches for the characterization of plastic-associated microbial communities and the
discovery of plastic-degrading microorganisms and enzymes. Computational and Structural
Biotechnology Journal, 2021, 19, 6191-6200.

Composition of the North American Wood Frog (Rana sylvatica) Bacterial Skin Microbiome and
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New Insights into Dehalococcoides mccartyi Metabolism from a Reconstructed Metabolic

Network-Based Systems-Level Analysis of D. mccartyi Transcriptomes. PLoS ONE, 2014, 9, e94808.
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Diversity, Evolution, and Environmental Distribution of Reductive Dehalogenase Genes. , 2016, , 377-393.
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