470 48,578 112 209

papers citations h-index g-index

511 59,316 11 7.82

ext. papers ext. citations avg, IF L-index



JILLIAN F BANFIELD

# Paper IF Citations

Soils and sediments host Thermoplasmata archaea encoding novel copper membrane
monooxygenases (CuMMOSs).. ISME Journal, 2022,

469 Petabase-scale sequence alignment catalyses viral discovery.. Nature, 2022, 50.4 22

Global genomic analysis of microbial biotransformation of arsenic highlights the importance of
arsenic methylation in environmental and human microbiomes. Computational and Structural
Biotechnology Journal, 2022, 20, 559-559

6 Long-Term Incubation of Lake Water Enables Genomic Sampling of Consortia Involving and
457 candidate Phyla Radiation Bacteria.. MSystems, 2022, e0022322

From legacy contamination to watershed systems science: a review of scientific insights and
technologies developed through DOE-supported research in water and energy security.
Environmental Research Letters, 2022, 17, 043004

Widespread stop-codon recoding in bacteriophages may regulate translation of lytic genes. Nature

465 Microbiology, 2022, 7, 918-927 266 2

Species- and site-specific genome editing in complex bacterial communities. Nature Microbiology,
2021,

6 Microcoleus (Cyanobacteria) form watershed-wide populations without strong gradients in L
463 population structure. Molecular Ecology, 2021, 31, 86 57

Thiocyanate and Organic Carbon Inputs Drive Convergent Selection for Specific Autotrophic and
Strains Within Complex Microbiomes. Frontiers in Microbiology, 2021, 12, 643368

461 The NIH Somatic Cell Genome Editing program. Nature, 2021, 592, 195-204 50.4 21

Brockarchaeota, a novel archaeal phylum with unique and versatile carbon cycling pathways. Nature
Communications, 2021, 12, 2404

Structural coordination between active sites of a CRISPR reverse transcriptase-integrase complex. L 6
459 Nature Communications, 2021, 12, 2571 74

Post-translational flavinylation is associated with diverse extracytosolic redox functionalities
throughout bacterial life. ELife, 2021, 10,

Meanders as a scaling motif for understanding of floodplain soil microbiome and biogeochemical

457 potential at the watershed scale. Microbiome, 2021, 9, 121 166 1

Genome-resolved metagenomics reveals role of iron metabolism in drought-induced rhizosphere
microbiome dynamics. Nature Communications, 2021, 12, 3209

Genetic and behavioral adaptation of Candida parapsilosis to the microbiome of hospitalized

455 infants revealed by in situ genomics, transcriptomics, and proteomics. Microbiome, 2021, 9, 142 166 5

Protein Family Content Uncovers Lineage Relationships and Bacterial Pathway Maintenance

Mechanisms in DPANN Archaea. Frontiers in Microbiology, 2021, 12, 660052




(2020-2021)

Secondary lanthanide phosphate mineralisation in weathering profiles of I-, S- and A-type granites.
453 Mineralogical Magazine, 2021, 85, 82-93

Genome-resolved metagenomics reveals site-specific diversity of episymbiotic CPR bacteria and
DPANN archaea in groundwater ecosystems. Nature Microbiology, 2021, 6, 354-365

. Diverse ATPase Proteins in Mobilomes Constitute a Large Potential Sink for Prokaryotic Host ATP.
45 Frontiers in Microbiology, 2021, 12, 691847 57

Patterns of Gene Content and Co-occurrence Constrain the Evolutionary Path toward Animal
Association in Candidate Phyla Radiation Bacteria. MBio, 2021, 12, e0052121

DNA interference states of the hypercompact CRISPR-Casl&ffector. Nature Structural and 6
449 Molecular Biology, 2021, 28, 652-661 1767

Atomic Perspective on the Serpentinellhlorite Solid-State Transformation. Chemistry of Materials, 6
447 2021, 33, 6338-6345 9

Soil Candidate Phyla Radiation Bacteria Encode Components of Aerobic Metabolism and Co-occur
with Nanoarchaea in the Rare Biosphere of Rhizosphere Grassland Communities. MSystems, 2021,
6,e0120520

Stable-Isotope-Informed, Genome-Resolved Metagenomics Uncovers Potential Cross-Kingdom
445 |nteractions in Rhizosphere Soil. MSphere, 2021, 6, e€0008521 5 2

Infant gut strain persistence is associated with maternal origin, phylogeny, and traits including
surface adhesion and iron acquisition. Cell Reports Medicine, 2021, 2, 100393

inStrain profiles population microdiversity from metagenomic data and sensitively detects shared
443 microbial strains. Nature Biotechnology, 2021, 39, 727-736 445 59

Genome-Resolved Metagenomics and Detailed Geochemical Speciation Analyses Yield New Insights
into Microbial Mercury Cycling in Geothermal Springs. Applied and Environmental Microbiology, 2020
1 86:

. Consistent Metagenome-Derived Metrics Verify and Delineate Bacterial Species Boundaries. 6 3
441 pMsystems, 2020, 5, 76 5

Bacterial Secondary Metabolite Biosynthetic Potential in Soil Varies with Phylum, Depth, and
Vegetation Type. MBio, 2020, 11,

439 Accurate and complete genomes from metagenomes. Genome Research, 2020, 30, 315-333 97 112

Lipid analysis of CO-rich subsurface aquifers suggests an autotrophy-based deep biosphere with
lysolipids enriched in CPR bacteria. ISME Journal, 2020, 14, 1547-1560

Combined analysis of microbial metagenomic and metatranscriptomic sequencing data to assess in
437 situ physiological conditions in the premature infant gut. PLoS ONE, 2020, 15, e0229537 37 3

The rise of diversity in metabolic platforms across the Candidate Phyla Radiation. BMC Biology,

2020, 18, 69




435

433

431

429

427

425

423

421

419

JILLIAN F BANFIELD

A scoutRNA Is Required for Some Type V CRISPR-Cas Systems. Molecular Cell, 2020, 79, 416-424.e5 17.6 24

Subsurface carbon monoxide oxidation capacity revealed through genome-resolved metagenomics
of a carboxydotroph. Environmental Microbiology Reports, 2020, 12, 525-533

Clades of huge phages from across Earth'’s ecosystems. Nature, 2020, 578, 425-431 50.4 154

Niche differentiation is spatially and temporally regulated in the rhizosphere. ISME Journal, 2020,
14,999-1014

Increased replication of dissimilatory nitrate-reducing bacteria leads to decreased anammox

bioreactor performance. Microbiome, 2020, 8, 7 166 22

Layer size polydispersity in hydrated montmorillonite creates multiscale porosity networks. Applied
Clay Science, 2020, 190, 105548

Soil bacterial populations are shaped by recombination and gene-specific selection across a 1 L
grassland meadow. ISME Journal, 2020, 14, 1834-1846 9 19

Structure of the bacterial ribosome at 2 [fesolution. ELife, 2020, 9,

Transporter genes in biosynthetic gene clusters predict metabolite characteristics and siderophore
activity. Genome Research, 2020, 97 5

CRISPR-Caslfrom huge phages is a hypercompact genome editor. Science, 2020, 369, 333-337

Groundwater Elusimicrobia are metabolically diverse compared to gut microbiome Elusimicrobia

and some have a novel nitrogenase paralog. ISME Journal, 2020, 14, 2907-2922 19 18

Diverse Microorganisms in Sediment and Groundwater Are Implicated in Extracellular Redox
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Cosmochimica Acta, 1986, 50, 171-175

51 Validation that human microbiome phages use alternative genetic coding with TAG stop read as Q 1

Microbial controls on the mineralogy of the environment177-212

Microbiological, Geochemical and Hydrologic Processes Controlling Uranium Mobility: An
49 Integrated Field Scale Subsurface Research Challenge Site at Rifle, Colorado, February 2011 to 2
January 2012

Strain-level overlap between infant and hospital fungal microbiomes revealed throughde
novoassembly of eukaryotic genomes from metagenomes

The developing premature infant gut microbiome is a major factor shaping the microbiome of
47 neonatal intensive care unit rooms

Microbial communities across a hillslope-riparian transect shaped by proximity to the stream,
groundwater table, and weathered bedrock

45  InSitu Replication Rates for Uncultivated Bacteria in Microbial Communities 2

Recovery of genomes from metagenomes via a dereplication, aggregation, and scoring strategy

43 Dramatic expansion of microbial groups that shape the global sulfur cycle 1

Genome-reconstruction for eukaryotes from complex natural microbial communities

. Machine learning leveraging genomes from metagenomes identifies influential antibiotic
4 resistance genes in the infant gut microbiome

The rise of diversity in metabolic platforms across the Candidate Phyla Radiation
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InStrain enables population genomic analysis from metagenomic data and rigorous detection of L
39 identical microbial strains J

Large Freshwater Phages with the Potential to Augment Aerobic Methane Oxidation

Thiocyanate and organic carbon inputs drive convergent selection for specific autotrophic Afipia
37 and Thiobacillus strains within complex microbiomes

Meanders as a scaling motif for understanding of floodplain soil microbiome and biogeochemical
potential at the watershed scale

35  Structure of the Bacterial Ribosome at 2 [Resolution 1

Unexpected diversity of CPR bacteria and nanoarchaea in the rare biosphere of
rhizosphere-associated grassland soil

Early acquisition of conserved, lineage-specific proteins currently lacking functional predictions
20 were central to the rise and diversification of archaea

Targeted Genome Editing of Bacteria Within Microbial Communities

31 Petabase-scale sequence alignment catalyses viral discovery 12

Stable isotope informed genome-resolved metagenomics uncovers potential trophic interactions in
rhizosphere soil

5 Stable isotope informed genome-resolved metagenomics reveals that Saccharibacteria utilize
9 microbially processed plant derived carbon

Metagenomic analysis with strain-level resolution reveals fine-scale variation in the human
pregnancy microbiome

27 Hydrogen-based metabolism [dn ancestral trait in lineages sibling to the Cyanobacteria 1

Biological capacities clearly define a major subdivision in Domain Bacteria

Processing of grassland soil C-N compounds into soluble and volatile molecules is depth stratified
25 and mediated by genomically novel bacteria and archaea 4

Candidate Phyla Radiation Roizmanbacteria from hot springs have novel, unexpectedly abundant,
and potentially alternatively functioning CRISPR-Cas systems

Lipid analysis of CO2-rich subsurface aquifers suggests an autotrophy-based deep biosphere with
23 lysolipids enriched in CPR bacteria

Functional potential of bacterial strains in the premature infant gut microbiome is associated with

gestational age
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Necrotizing enterocolitis is preceded by increased gut bacterial replication, Klebsiella, and
fimbriae-encoding bacteria that may stimulate TLR4 receptors

Clades of huge phage from across EarthH ecosystems

Metatranscriptomic reconstruction reveals RNA viruses with the potential to shape carbon cycling
in soil

Niche differentiation is spatially and temporally regulated in the rhizosphere

Consistent metagenome-derived metrics verify and define bacterial species boundaries

Wide distribution of phage that infect freshwater SAR11 bacteria

Groundwater Elusimicrobia are metabolically diverse compared to gut microbiome Elusimicrobia
and some have a novel nitrogenase paralog

Taxonomically and metabolically distinct microbial communities with depth and across a hillslope
to riparian zone transect

Accurate and Complete Genomes from Metagenomes

Bacterial secondary metabolite biosynthetic potential in soil varies with phylum, depth, and
vegetation type

dRep: A tool for fast and accurate genome de-replication that enables tracking of microbial
genotypes and improved genome recovery from metagenomes

Patterns of gene content and co-occurrence constrain the evolutionary path toward animal
association in CPR bacteria

Soils and sediments host novel archaea with divergent monooxygenases implicated in ammonia oxidation

A widely distributed genus of soil Acidobacteria genomically enriched in biosynthetic gene clusters

Borgs are giant extrachromosomal elements with the potential to augment methane oxidation

Post-translational flavinylation is associated with diverse extracytosolic redox functionalities
throughout bacterial life

Infant gut strain persistence is associated with maternal origin, phylogeny, and functional potential
including surface adhesion and iron acquisition

Wide distribution of alternatively coded Lak megaphages in animal microbiomes
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Stop codon recoding is widespread in diverse phage lineages and has the potential to regulate L
translation of late stage and lytic genes

Protein family content uncovers lineage relationships and bacterial pathway maintenance

mechanisms in DPANN archaea

1 Polytypism in semi-disordered lizardite and amesite by low-dose HAADF- STEM 1
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