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The Genome of the Acid Soil-Adapted Strain OR191 Encodes Determinants for Effective Symbiotic
Interaction With Both an Inverted Repeat Lacking Clade and a Phaseoloid Legume Host.. Frontiers
in Microbiology, 2022, 13, 735911
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Sodalis ligni Strain 159R Isolated from an Anaerobic Lignin-Degrading Consortium.. Microbiology
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Biotechnology, 2021, 39, 578-585

VPF-Class: Taxonomic assignment and host prediction of uncultivated viruses based on viral protein
families. Bioinformatics, 2021, 729
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6 The biogeographic differentiation of algal microbiomes in the upper ocean from pole to pole. L
45 Nature Communications, 2021, 12, 5483 74 3

Atypical Divergence of SARS-CoV-2 Orf8 from Orf7a within the Coronavirus Lineage Suggests
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A synthesis of bacterial and archaeal phenotypic trait data. Scientific Data, 2020, 7, 170
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Cartography of opportunistic pathogens and antibiotic resistance genes in a tertiary hospital
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Novel heavy metal resistance gene clusters are present in the genome of Cupriavidus
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633 Frontiers in Microbiology, 2020, 11, 468 Sy 1ot
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sp. nov., isolated from air sampling in maritime Antarctica. /nternational Journal of Systematic and

629 Evolutionary Microbiology, 2020, 70, 4935-4941
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Genome-guided analysis allows the identification of novel physiological traits in Trichococcus
species. BMC Genomics, 2020, 21, 24

Genome analysis of the marine bacterium Kiloniella laminariae and first insights into comparative

627 genomics with related Kiloniella species. Archives of Microbiology, 2020, 202, 815-824 3 3

Insights into the dynamics between viruses and their hosts in a hot spring microbial mat. /SME
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Impact of Soil Salinity on the Cowpea Nodule-Microbiome and the Isolation of Halotolerant PGPR

625 Strains to Promote Plant Growth under Salinity Stress. Phytobiomes Journal, 2020, 4, 364-374 48 4

Influence of the polar light cycle on seasonal dynamics of an Antarctic lake microbial community.
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Toward unrestricted use of public genomic data. Science, 2019, 363, 350-352

Improved Draft Genome Sequence of Pseudomonas poae A2-S9, a Strain with Plant
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Complete Genome Sequence of Serratia quinivorans Strain 124R, a Facultative Anaerobe Isolated
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Consent insufficient for data release-Response. Science, 2019, 364, 446

Genome-informed Bradyrhizobium taxonomy: where to from here?. Systematic and Applied
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Contrasting Pathways for Anaerobic Methane Oxidation in Gulf of Mexico Cold Seep Sediments.
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Draft Genome of Burkholderia cenocepacia TAtl-371, a Strain from the Burkholderia cepacia
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A Comparison of Microbial Genome Web Portals. Frontiers in Microbiology, 2019, 10, 208
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611 New insights from uncultivated genomes of the global human gut microbiome. Nature, 2019, 568, 505-580.4 275

Large-Scale Analyses of Human Microbiomes Reveal Thousands of Small, Novel Genes. Cell, 2019,
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Microbiomes of Velloziaceae from phosphorus-impoverished soils of the campos rupestres, a

609 biodiversity hotspot. Scientific Data, 2019, 6, 140
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Cryptic inoviruses revealed as pervasive in bacteria and archaea across Earth’s biomes. Nature
Microbiology, 2019, 4, 1895-1906

Microbial metagenomes and metatranscriptomes during a coastal phytoplankton bloom. Scientific
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Analysis of 1,000 Type-Strain Genomes Improves Taxonomic Classification of. Frontiers in
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Metagenomes and metatranscriptomes from boreal potential and actual acid sulfate soil materials.

605 Scientific Data, 2019, 6, 207

82 3

High-quality draft genome sequences of DSM 14164, DSM 17497, DSM 15088, DSM 21245 and DSM
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Complete Genome Sequence for sp. Strain OR53 and Draft Genome Sequence for sp. Strain OR43,
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Switchgrass Plants. Microbiology Resource Announcements, 2019, 8,
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Diversity, evolution, and classification of virophages uncovered through global metagenomics.
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593 Kingdom. Genome Announcements, 2018, 6,

Arboriscoccus pini gen. nov., sp. nov., an endophyte from a pine tree of the class
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Genome-Based Taxonomic Classification of the Phylum. Frontiers in Microbiology, 2018, 9, 2007

Single-cell genomics of co-sorted Nanoarchaeota suggests novel putative host associations and

579 diversification of proteins involved in symbiosis. Microbiome, 2018, 6, 161 166 24
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Protein structure determination using metagenome sequence data. Science, 2017, 355, 294-298
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Complete genome sequence of strain YIM 002 (DSM 44835), the type species of the genus and
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573 Standards in Genomic Sciences, 2017, 12, 10 23

High quality draft genome of type strain a rock actinobacterium, and emended description of.
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Draft genome sequence of Actinotignum schaalii DSM 15541T: Genetic insights into the lifestyle,
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Draft genome sequence of strain AHT1, a gram-positive sulfidogenic polyextremophile. Standards
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High-quality draft genome sequence of Mlalz-1, a microsymbiont of (L.) miller collected in
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Draft genome sequence of CL-YJ9 (DSM 18822), isolated from the rhizosphere of the coastal
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On the Origin of Reverse Transcriptase-Using CRISPR-Cas Systems and Their Hyperdiverse,
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54 Standards in Genomic Sciences, 2017, 12,7

Draft genome sequence of type strain HBR26 and description of sp. nov. Standards in Genomic

Sciences, 2017, 12, 14




(2016-2017)
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ProDeGe: a computational protocol for fully automated decontamination of genomes. ISME Journal
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Complete genome of Nitrosospira briensis C-128, an ammonia-oxidizing bacterium from

521 agricultural soil. Standards in Genomic Sciences, 2016, 11, 46 17

Metagenomics uncovers gaps in amplicon-based detection of microbial diversity. Nature
Microbiology, 2016, 1, 15032

Complete Genome Sequence of Alkaliphilus metalliredigens Strain QYMF, an Alkaliphilic and
519 Metal-Reducing Bacterium Isolated from Borax-Contaminated Leachate Ponds. Genome 5
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Draft Genome Sequence of Heavy Metal-Resistant Cupriavidus alkaliphilus ASC-732T, Isolated from
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High quality draft genome sequences of Pseudomonas fulva DSM 17717(T), Pseudomonas
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High-quality draft genome sequence of strain AK4OH1, a gammaproteobacterium isolated from
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Comparing polysaccharide decomposition between the type strains Gramella echinicola KMM
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Permanent draft genome sequence of Desulfurococcus mobilis type strain DSM 2161, a
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The standard operating procedure of the DOE-JGI Metagenome Annotation Pipeline (MAP v.4).
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High-quality draft genome sequence of Flavobacterium suncheonense GH29-5(T) (DSM 17707(T))
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Supporting community annotation and user collaboration in the integrated microbial genomes
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o High-quality draft genome sequence of the Thermus amyloliquefaciens type strain YIM 77409(T)
595 withan incomplete denitrification pathway. Standards in Genomic Sciences, 2016, 11, 20 5
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the Journal of Biological Databases and Curation, 2016, 2016,
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Permanent draft genome of DSM 3134, a moderately thermophilic, obligately
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Antarctic archaea-virus interactions: metaproteome-led analysis of invasion, evasion and
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3 High quality draft genome sequence of Meganema perideroedes str. Gr1(T) and a proposal for its
4°5  reclassification to the family Meganemaceae fam. nov. Standards in Genomic Sciences, 2015, 10, 23 9

Genomic Encyclopedia of Bacterial and Archaeal Type Strains, Phase IIl: the genomes of soil and
plant-associated and newly described type strains. Standards in Genomic Sciences, 2015, 10, 26

High-quality permanent draft genome sequence of Bradyrhizobium sp. Tv2a.2, a microsymbiont of
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Trends in Microbiology, 2015, 23, 730-741
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Complete Genome Sequence of Anaeromyxobacter sp. Fw109-5, an Anaerobic, Metal-Reducing
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The Genome Sequence of the Novel Rhizobial Species Microvirga lotononidis Strain WSM3557T
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High quality draft genome sequence of Brachymonas chironomi AIMA4(T) (DSM 19884(T)) isolated
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. High quality draft genome sequence of Bacteroides barnesiae type strain BL2(T) (DSM 18169(T))
47 from chicken caecum. Standards in Genomic Sciences, 2015, 10, 48

High-quality permanent draft genome sequence of the Lebeckia - nodulating Burkholderia
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6 High-quality draft genome sequence of Gracilimonas tropica CL-CB462(T) (DSM 19535(T)), isolated
499 froma Synechococcus culture. Standards in Genomic Sciences, 2015, 10, 98

High-quality permanent draft genome sequence of the Lebeckia ambigua-nodulating Burkholderia

sp. strain WSM4176. Standards in Genomic Sciences, 2015, 10, 79
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6 The standard operating procedure of the DOE-JGI Microbial Genome Annotation Pipeline (MGAP L
467 v.4). Standards in Genomic Sciences, 2015, 10, 86 74

Partial genome sequence of Thioalkalivibrio thiocyanodenitrificans ARhD 1(T), a
chemolithoautotrophic haloalkaliphilic sulfur-oxidizing bacterium capable of complete
denitrification. Standards in Genomic Sciences, 2015, 10, 84

6 High-quality permanent draft genome sequence of the Parapiptadenia rigida-nodulating
405 Cupriavidus sp. strain UYPR2.512. Standards in Genomic Sciences, 2015, 10, 13

Large-scale contamination of microbial isolate genomes by Illumina PhiX control. Standards in
Genomic Sciences, 2015, 10, 18

High-quality permanent draft genome sequence of Bradyrhizobium sp. strain WSM1743 - an
463  effective microsymbiont of an Indigofera sp. growing in Australia. Standards in Genomic Sciences, 1
2015, 10, 87

Draft genome sequence of Halomonas lutea strain YIM 91125(T) (DSM 23508(T)) isolated from the
alkaline Lake Ebinur in Northwest China. Standards in Genomic Sciences, 2015, 10, 1

High quality draft genome sequence and analysis of Pontibacter roseus type strain SRC-1(T) (DSM
461 17521(T)) isolated from muddy waters of a drainage system in Chandigarh, India. Standards in 4
Genomic Sciences, 2015, 10, 8

High-quality permanent draft genome sequence of Bradyrhizobium sp. Ai1a-2; a microsymbiont of
Andira inermis discovered in Costa Rica. Standards in Genomic Sciences, 2015, 10, 33

Genome sequence of the pink-pigmented marine bacterium Loktanella hongkongensis type strain
459 (UST950701-009P(T)), a representative of the Roseobacter group. Standards in Genomic Sciences, 1
2015, 10, 51

High-quality permanent draft genome sequence of the extremely osmotolerant diphenol
degrading bacterium Halotalea alkalilenta AW-7(T), and emended description of the genus
Halotalea. Standards in Genomic Sciences, 2015, 10, 52

High-quality permanent draft genome sequence of the Mimosa asperata - nodulating Cupriavidus
457 sp. strain AMP6. Standards in Genomic Sciences, 2015, 10, 80

Genome sequence and description of the anaerobic lignin-degrading bacterium Tolumonas
lignolytica sp. nov. Standards in Genomic Sciences, 2015, 10, 106

Draft Genome Sequence of the Cellulolytic and Xylanolytic Thermophile Clostridium clariflavum
455 Strain 4-2a. Genome Announcements, 2015, 3,

Genome Sequence of the Alkaline-Tolerant Cellulomonas sp. Strain FA1. Genome Announcements,
2015, 3,

High-Quality Draft Genome Sequence of Kallotenue papyrolyticum JKG1T Reveals Broad
453 Heterotrophic Capacity Focused on Carbohydrate and Amino Acid Metabolism. Genome 3
Announcements, 2015, 3,

High-quality permanent draft genome sequence of Rhizobium leguminosarum bv. viciae strain
GB30; an effective microsymbiont of Pisum sativum growing in Poland. Standards in Genomic
Sciences, 2015, 10, 36

High quality draft genome sequence of Flavobacterium rivuli type strain WB 3.3-2(T) (DSM
451 21788(T)), a valuable source of polysaccharide decomposing enzymes. Standards in Genomic 11
Sciences, 2015, 10, 46

Toward a standard in structural genome annotation for prokaryotes. Standards in Genomic Sciences,

2015, 10, 45
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High quality draft genome sequence of Corynebacterium ulceribovis type strain IMMIB-L1395(T)
449 (DSM 45146(T)). Standards in Genomic Sciences, 2015, 10, 50

Complete genome sequence of the phenanthrene-degrading soil bacterium Delftia acidovorans
Cs1-4. Standards in Genomic Sciences, 2015, 10, 55

Genome and Transcriptome of Clostridium phytofermentans, Catalyst for the Direct Conversion of

447 plant Feedstocks to Fuels. PLoS ONE, 2015, 10, e0118285 37 16

High-quality permanent draft genome sequence of Bradyrhizobium sp. Th.b2, a microsymbiont of
Amphicarpaea bracteata collected in Johnson City, New York. Standards in Genomic Sciences, 2015,
10, 24

A Genomic Encyclopedia of the Root Nodule Bacteria: assessing genetic diversity through a 6
445 systematic biogeographic survey. Standards in Genomic Sciences, 2015, 10, 14 4

High quality draft genome sequence of Leucobacter chironomi strain MM2LB(T) (DSM 19883(T))
isolated from a Chironomus sp. egg mass. Standards in Genomic Sciences, 2015, 10, 21

Genome Sequence of Polycyclovorans algicola Strain TG408, an Obligate Polycyclic Aromatic
443 Hydrocarbon-Degrading Bacterium Associated with Marine Eukaryotic Phytoplankton. Genome 4
Announcements, 2015, 3,

Genome of Methanoregula boonei 6A8 reveals adaptations to oligotrophic peatland environments.
Microbiology (United Kingdom), 2015, 161, 1572-1581

. High-quality permanent draft genome sequence of Rhizobium sullae strain WSM1592; a Hedysarum
44 coronarium microsymbiont from Sassari, Italy. Standards in Genomic Sciences, 2015, 10, 44 7

High-Quality Draft Genome Sequence of Desulfovibrio carbinoliphilus FW-101-2B, an Organic
Acid-Oxidizing Sulfate-Reducing Bacterium Isolated from Uranium(VI)-Contaminated Groundwater.
Genome Announcements, 2015, 3,

Complete Genome Sequences of Caldicellulosiruptor sp. Strain Rt8.B8, Caldicellulosiruptor sp.

439 strain Wai35.B1, and "Thermoanaerobacter cellulolyticus". Genome Announcements, 2015, 3, 12

Genome Sequence of Porticoccus hydrocarbonoclasticus Strain MCTG13d, an Obligate Polycyclic
Aromatic Hydrocarbon-Degrading Bacterium Associated with Marine Eukaryotic Phytoplankton.
Genome Announcements, 2015, 3,

Genome Sequence of Halomonas sp. Strain MCTG393, a Hydrocarbon-Degrading and Exopolymeric
437 Substance-Producing Bacterium. Genome Announcements, 2015, 3,

Draft Genome Sequence of Frankia sp. Strain DC12, an Atypical, Noninfective, Ineffective Isolate
from Datisca cannabina. Genome Announcements, 2015, 3,

Draft Genome Sequence of Methyloferula stellata AR4, an Obligate Methanotroph Possessing Only
435 3 soluble Methane Monooxygenase. Genome Announcements, 2015, 3, 24

Complete Genome Sequence of Methanosphaerula palustris E1-9CT, a Hydrogenotrophic
Methanogen Isolated from a Minerotrophic Fen Peatland. Genome Announcements, 2015, 3,

Partial genome sequence of the haloalkaliphilic soda lake bacterium Thioalkalivibrio
433 thiocyanoxidans ARh 2(T). Standards in Genomic Sciences, 2015, 10, 85 3

Complete genome sequence of Thioalkalivibrio paradoxus type strain ARh 1(T), an obligately

chemolithoautotrophic haloalkaliphilic sulfur-oxidizing bacterium isolated from a Kenyan soda lake.
Standards in Genomic Sciences, 2015, 10, 105
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; High-quality permanent draft genome sequence of Ensifer meliloti strain 4H41, an effective salt-
43 and drought-tolerant microsymbiont of Phaseolus vulgaris. Standards in Genomic Sciences, 2015, 10, 34 3

High-quality permanent draft genome sequence of Ensifer medicae strain WSM244, a
microsymbiont isolated from Medicago polymorpha growing in alkaline soil. Standards in Genomic
Sciences, 2015, 10, 126

5 Genome sequence of Bradyrhizobium sp. WSM1253; a microsymbiont of Ornithopus compressus
429 from the Greek Island of Sifnos. Standards in Genomic Sciences, 2015, 10, 113 3

Functional and genomic diversity of methylotrophic Rhodocyclaceae: description of
Methyloversatilis discipulorum sp. nov. International Journal of Systematic and Evolutionary
Microbiology, 2015, 65, 2227-2233

427 Stop codon reassignments in the wild. Science, 2014, 344, 909-13 333 83

Complete genome sequence of Planctomyces brasiliensis type strain (DSM 5305(T)), phylogenomic
analysis and reclassification of Planctomycetes including the descriptions of Gimesia gen. nov.,
Planctopirus gen. nov. and Rubinisphaera gen. nov. and emended descriptions of the order

Complete genome sequence of DSM 30083(T), the type strain (U5/41(T)) of Escherichia coli, and a

425 proposal for delineating subspecies in microbial taxonomy. Standards in Genomic Sciences, 2014, 9, 2 267

Genome sequence of the Lotus corniculatus microsymbiont Mesorhizobium loti strain R88B.
Standards in Genomic Sciences, 2014, 9, 3

5 Genome sequence of Ensifer medicae Di28; an effective N2-fixing microsymbiont of Medicago
423 murex and M. polymorpha. Standards in Genomic Sciences, 2014, 9, 4

Genome sequence of the dark pink pigmented Listia bainesii microsymbiont Methylobacterium sp.
WSM2598. Standards in Genomic Sciences, 2014, 9, 5

Genome sequence of the Lotus spp. microsymbiont Mesorhizobium loti strain NZP2037. Standards

421 in Genomic Sciences, 2014, 9, 7 4

Genome sequence of the Lotus spp. microsymbiont Mesorhizobium loti strain R7A. Standards in
Genomic Sciences, 2014, 9, 6

. Genome sequence and emended description of Leisingera nanhaiensis strain DSM 24252(T)
419 isolated from marine sediment. Standards in Genomic Sciences, 2014, 9, 687-703 5

Genome sequence of the Thermotoga thermarum type strain (LA3(T)) from an African solfataric
spring. Standards in Genomic Sciences, 2014, 9, 1105-17

Genome analyses of the carboxydotrophic sulfate-reducers Desulfotomaculum nigrificans and
417 Desulfotomaculum carboxydivorans and reclassification of Desulfotomaculum caboxydivorans as a 17
later synonym of Desulfotomaculum nigrificans. Standards in Genomic Sciences, 2014, 9, 655-75

Genome sequence of the exopolysaccharide-producing Salipiger mucosus type strain (DSM
16094(T)), a moderately halophilic member of the Roseobacter clade. Standards in Genomic Sciences
,2014,9, 1331-43

. Genome sequence of the Medicago-nodulating Ensifer meliloti commercial inoculant strain RRI128.
415 Standards in Genomic Sciences, 2014, 9, 602-13 3

Draft genome sequence of marine alphaproteobacterial strain HIMB11, the first cultivated

representative of a unique lineage within the Roseobacter clade possessing an unusually small
genome. Standards in Genomic Sciences, 2014, 9, 632-45
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. High quality draft genome sequence of Olivibacter sitiensis type strain (AW-6(T)), a diphenol
413 degrader with genes involved in the catechol pathway. Standards in Genomic Sciences, 2014, 9, 783-93

Genome sequence of the mud-dwelling archaeon Methanoplanus limicola type strain (DSM
2279(T)), reclassification of Methanoplanus petrolearius as Methanolacinia petrolearia and
emended descriptions of the genera Methanoplanus and Methanolacinia. Standards in Genomic

Genome analysis of Desulfotomaculum gibsoniae strain Groll(T) a highly versatile Gram-positive

411 sulfate-reducing bacterium. Standards in Genomic Sciences, 2014, 9, 821-39

20

The complete genome sequence of Clostridium indolis DSM 755(T.). Standards in Genomic Sciences,
2014, 9, 1089-104

High quality draft genome sequence of the slightly halophilic bacterium Halomonas zhanjiangensis
409  type strain JSM 078169(T) (DSM 21076(T)) from a sea urchin in southern China. Standards in 8
Genomic Sciences, 2014, 9, 1020-30

Genomic standards consortium projects. Standards in Genomic Sciences, 2014, 9, 599-601

° Genome sequence of the Wenxinia marina type strain (DSM 24838(T)), a representative of the
497 Roseobacter group isolated from oilfield sediments. Standards in Genomic Sciences, 2014, 9, 855-65

Complete genome sequence of Anabaena variabilis ATCC 29413. Standards in Genomic Sciences,
2014, 9, 562-73

Complete Genome sequence of Burkholderia phymatum STM815(T), a broad host range and 6
495 efficient nitrogen-fixing symbiont of Mimosa species. Standards in Genomic Sciences, 2014, 9, 763-74 3
Genome sequence of Microvirga lupini strain LUT6(T), a novel Lupinus alphaproteobacterial
microsymbiont from Texas. Standards in Genomic Sciences, 2014, 9, 1159-67

° Complete Genome Sequence of Methanolinea tarda NOBI-1T, a Hydrogenotrophic Methanogen
493 Isolated from Methanogenic Digester Sludge. Genome Announcements, 2014, 2,

IMG/M 4 version of the integrated metagenome comparative analysis system. Nucleic Acids
Research, 2014, 42, D568-73

Genomic encyclopedia of bacteria and archaea: sequencing a myriad of type strains. PLoS Biology,

401 2014, 12, 1001920 97

146

Draft genome sequences of 10 strains of the genus exiguobacterium. Genome Announcements,
2014, 2,

Finished Genome of Zymomonas mobilis subsp. mobilis Strain CP4, an Applied Ethanol Producer.

399 Genome Announcements, 2014, 2, 11

Complete genome sequence of the lignin-degrading bacterium Klebsiella sp. strain BRL6-2.
Standards in Genomic Sciences, 2014, 9, 19

Complete Genome Sequence of Methanoregula formicica SMSPT, a Mesophilic Hydrogenotrophic
397 Methanogen Isolated from a Methanogenic Upflow Anaerobic Sludge Blanket Reactor. Genome 3
Announcements, 2014, 2,

Microbial ecology of an Antarctic hypersaline lake: genomic assessment of ecophysiology among

dominant haloarchaea. ISME Journal, 2014, 8, 1645-58
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IMG 4 version of the integrated microbial genomes comparative analysis system. Nucleic Acids o1
395 Research, 2014, 42, D560-7 201 444

Genome sequence of the Listia angolensis microsymbiont Microvirga lotononidis strain
WSM3557(T.). Standards in Genomic Sciences, 2014, 9, 540-50

Genome sequence of Burkholderia mimosarum strain LMG 23256(T), a Mimosa pigra microsymbiont
393 from Anso, Taiwan. Standards in Genomic Sciences, 2014, 9, 484-94

Genome sequence of Ensifer medicae strain WSM1115; an acid-tolerant Medicago-nodulating
microsymbiont from Samothraki, Greece. Standards in Genomic Sciences, 2014, 9, 514-26

, Genome sequence of Ensifer arboris strain LMG 14919(T); a microsymbiont of the legume Prosopis
39 chilensis growing in Kosti, Sudan. Standards in Genomic Sciences, 2014, 9, 473-83 4

Genome sequence of Rhizobium leguminosarum bv trifolii strain WSM1689, the microsymbiont of
the one flowered clover Trifolium uniflorum. Standards in Genomic Sciences, 2014, 9, 527-39

3 Genome sequence of the acid-tolerant Burkholderia sp. strain WSM2230 from Karijini National
3°9 Park, Australia. Standards in Genomic Sciences, 2014, 9, 551-61 3

Genome sequence of the acid-tolerant Burkholderia sp. strain WSM2232 from Karijini National
Park, Australia. Standards in Genomic Sciences, 2014, 9, 1168-80

3 Genomic Encyclopedia of Type Strains, Phase I: The one thousand microbial genomes (KMG-I)
3°7 project. Standards in Genomic Sciences, 2014, 9, 1278-84 /2

Complete genome sequence of Mesorhizobium ciceri bv. biserrulae type strain (WSM1271(T)).
Standards in Genomic Sciences, 2014, 9, 462-72

3 Comparative transcriptomics between Synechococcus PCC 7942 and Synechocystis PCC 6803
305 provide insights into mechanisms of stress acclimation. PLoS ONE, 2014, 9, e109738 37 31

Genomic Standards Consortium Projects. Standards in Genomic Sciences, 2014, 9, 599-601

383 Insightsinto the phylogeny and coding potential of microbial dark matter. Nature, 2013, 499, 431-7 50.4 1484

High level of intergenera gene exchange shapes the evolution of haloarchaea in an isolated
Antarctic lake. Proceedings of the National Academy of Sciences of the United States of America, 2013 11.5
, 110, 16939-44

Draft genome sequence of Frankia sp. strain QA3, a nitrogen-fixing actinobacterium isolated from
the root nodule of Alnus nitida. Genome Announcements, 2013, 1, e0010313 35

Draft Genome Sequence of Frankia sp. Strain BMG5.12, a Nitrogen-Fixing Actinobacterium Isolated
from Tunisian Soils. Genome Announcements, 2013, 1,

Draft Genome Sequence of an Oscillatorian Cyanobacterium, Strain ESFC-1. Genome
379 Announcements, 2013, 1, 5

Whole Genome Sequencing of Thermus oshimai JL-2 and Thermus thermophilus JL-18, Incomplete

Denitrifiers from the United States Great Basin. Genome Announcements, 2013, 1,
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Draft Genome Sequence of Pseudomonas azotifigens Strain DSM 17556T (6H33bT), a Nitrogen
377 Fixer Strain Isolated from a Compost Pile. Genome Announcements, 2013, 1, 3

Complete Genome of Serratia sp. Strain FGI 94, a Strain Associated with Leaf-Cutter Ant Fungus
Gardens. Genome Announcements, 2013, 1, e0023912

Draft Genome Sequence of Frankia sp. Strain BCU110501, a Nitrogen-Fixing Actinobacterium
375 Isolated from Nodules of Discaria trinevis. Genome Announcements, 2013, 1, 34

Draft genome sequence of Frankia sp. strain CN3, an atypical, noninfective (Nod-) ineffective (Fix-)
isolate from Coriaria nepalensis. Genome Announcements, 2013, 1, e0008513

Complete Genome Sequence of the Hyperthermophilic Sulfate-Reducing Bacterium
373 Thermodesulfobacterium geofontis OPF15T. Genome Announcements, 2013, 1, e0016213 4

Comparative genomic analysis of the microbiome [corrected] of herbivorous insects reveals
eco-environmental adaptations: biotechnology applications. PLoS Genetics, 2013, 9, e1003131

; Genome Sequence of Streptomyces viridosporus Strain T7A ATCC 39115, a Lignin-Degrading L
37 Actinomycete. Genome Announcements, 2013, 1, 5

Comparative metagenomic and metatranscriptomic analysis of hindgut paunch microbiota in wood-
and dung-feeding higher termites. PLoS ONE, 2013, 8, e61126

6 Genome sequence of the clover-nodulating Rhizobium leguminosarum bv. trifolii strain SRDI943.
399  Standards in Genomic Sciences, 2013, 9, 232-42 3

Genome sequence of the Trifolium rueppellianum -nodulating Rhizobium leguminosarum bv. trifolii
strain WSM2012. Standards in Genomic Sciences, 2013, 9, 283-93

6 Genome sequence of Ensifer medicae strain WSM1369; an effective microsymbiont of the annual
367 legume Medicago sphaerocarpos. Standards in Genomic Sciences, 2013, 9, 420-30

Complete genome sequence of Coriobacterium glomerans type strain (PW2(T)) from the midgut of
Pyrrhocoris apterus L. (red soldier bug). Standards in Genomic Sciences, 2013, 8, 15-25

6 Complete genome sequence of the bile-resistant pigment-producing anaerobe Alistipes finegoldii
293 type strain (AHN2437(T)). Standards in Genomic Sciences, 2013, 8, 26-36

High-quality-draft genome sequence of the yellow-pigmented flavobacterium Joostella marina
type strain (En5(T)). Standards in Genomic Sciences, 2013, 8, 37-46

Complete genome sequence of the moderate thermophile Anaerobaculum mobile type strain

363 (NGA(T)). Standards in Genomic Sciences, 2013, 8, 47-57 10

Genome sequence of the free-living aerobic spirochete Turneriella parva type strain (H(T)), and
emendation of the species Turneriella parva. Standards in Genomic Sciences, 2013, 8, 228-38

Genome analysis of Desulfotomaculum kuznetsovii strain 17(T) reveals a physiological similarity 5
with Pelotomaculum thermopropionicum strain SI(T). Standards in Genomic Sciences, 2013, 8, 69-87 9

Thermus oshimai JL-2 and T. thermophilus JL-18 genome analysis illuminates pathways for carbon,

nitrogen, and sulfur cycling. Standards in Genomic Sciences, 2013, 7, 449-68

18



(2013-2013)

Complete genome sequence of Dehalobacter restrictus PER-K23(T.). Standards in Genomic Sciences,
359 2013, 8,375-88 34

Permanent draft genome sequences of the symbiotic nitrogen fixing Ensifer meliloti strains
BO21CC and AK58. Standards in Genomic Sciences, 2013, 9, 325-33

Genome sequence of the phage-gene rich marine Phaeobacter arcticus type strain DSM 23566(T.).
357 Standards in Genomic Sciences, 2013, 8, 450-64 9

Genome sequence of the Leisingera aquimarina type strain (DSM 24565(T)), a member of the
marine Roseobacter clade rich in extrachromosomal elements. Standards in Genomic Sciences, 2013,
8, 389-402

Genome sequence of Phaeobacter caeruleus type strain (DSM 24564T), a surface-associated

355 member of the marine Roseobacter clade. Standards in Genomic Sciences, 2013, 8, 403-419 12

Non-contiguous finished genome sequence of plant-growth promoting Serratia proteamaculans S4.
Standards in Genomic Sciences, 2013, 8, 441-9

Genome sequence of the chemoheterotrophic soil bacterium Saccharomonospora cyanea type
353 strain (NA-134(T)). Standards in Genomic Sciences, 2013, 9, 28-41

Genome sequence of the moderately thermophilic sulfur-reducing bacterium Thermanaerovibrio
velox type strain (Z-9701(T)) and emended description of the genus Thermanaerovibrio. Standards
in Genomic Sciences, 2013, 9, 57-70

. Genome sequence of the Litoreibacter arenae type strain (DSM 19593(T)), a member of the
35 Roseobacter clade isolated from sea sand. Standards in Genomic Sciences, 2013, 9, 117-27

Genome sequence of Frateuria aurantia type strain (Kondlb7(T)), a xanthomonade isolated from
Lilium auratium Lindl. Standards in Genomic Sciences, 2013, 9, 83-92

Genome sequence of the clover-nodulating Rhizobium leguminosarum bv. trifolii strain SRDI565.
349 standards in Genomic Sciences, 2013, 9, 220-31 3

Genome sequence of the clover-nodulating Rhizobium leguminosarum bv. trifolii strain TA1.
Standards in Genomic Sciences, 2013, 9, 243-53

Genome sequence of the Ornithopus/Lupinus-nodulating Bradyrhizobium sp. strain WSM471.
347 standards in Genomic Sciences, 2013, 9, 254-63

Genome sequence of the South American clover-nodulating Rhizobium leguminosarum bv. trifolii
strain WSM597. Standards in Genomic Sciences, 2013, 9, 264-72

Genome sequence of the lupin-nodulating Bradyrhizobium sp. strain WSM1417. Standards in
345 Genomic Sciences, 2013, 9, 273-82

Complete genome sequence of Mesorhizobium opportunistum type strain WSM2075(T.). Standards
in Genomic Sciences, 2013, 9, 294-303

Genome sequence of Ensifer sp. TW10; a Tephrosia wallichii (Biyani) microsymbiont native to the

343 Indian Thar Desert. Standards in Genomic Sciences, 2013, 9, 304-14 1

Genome sequence of Ensifer meliloti strain WSM1022; a highly effective microsymbiont of the

model legume Medicago truncatula A17. Standards in Genomic Sciences, 2013, 9, 315-24
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. Complete genome sequence of Mesorhizobium australicum type strain (WSM2073(T)). Standards in
34 Genomic Sciences, 2013, 9, 410-9 9

Genome sequence of the thermophilic fresh-water bacterium Spirochaeta caldaria type strain
(H1(T)), reclassification of Spirochaeta caldaria, Spirochaeta stenostrepta, and Spirochaeta
zuelzerae in the genus Treponema as Treponema caldaria comb. nov., Treponema stenostrepta

Complete genome sequence of the halophilic bacterium Spirochaeta africana type strain
339 (Z-7692(T)) from the alkaline Lake Magadi in the East African Rift. Standards in Genomic Sciences, 2
2013, 8, 165-76

Genome sequence of the phylogenetically isolated spirochete Leptonemaiillini type strain
(3055(T)). Standards in Genomic Sciences, 2013, 8, 177-87

Genome sequence of Phaeobacter daeponensis type strain (DSM 23529(T)), a facultatively
337 anaerobic bacterium isolated from marine sediment, and emendation of Phaeobacter daeponensis. 10
Standards in Genomic Sciences, 2013, 9, 142-59

Complete genome sequence of the marine methyl-halide oxidizing Leisingera methylohalidivorans
type strain (DSM 14336(T)), a representative of the Roseobacter clade. Standards in Genomic
Sciences, 2013, 9, 128-41

Complete genome sequence of Enterobacter sp. IIT-BT 08: A potential microbial strain for high rate L
335 hydrogen production. Standards in Genomic Sciences, 2013, 9, 359-69 3

Genome sequence of Phaeobacter inhibens type strain (T5(T)), a secondary metabolite producing
representative of the marine Roseobacter clade, and emendation of the species description of
Phaeobacter inhibens. Standards in Genomic Sciences, 2013, 9, 334-50

Genome sequence of the Lebeckia ambigua-nodulating "Burkholderia sprentiae" strain
333 WSMS5005(T.). Standards in Genomic Sciences, 2013, 9, 385-94

Complete Genome of Enterobacteriaceae Bacterium Strain FGI 57, a Strain Associated with
Leaf-Cutter Ant Fungus Gardens. Genome Announcements, 2013, 1,

. Functional genomics of novel secondary metabolites from diverse cyanobacteria using untargeted 6
33 metabolomics. Marine Drugs, 2013, 11, 3617-31 45

Improving microbial genome annotations in an integrated database context. PLoS ONE, 2013, 8, e54859 3.7

, Complete genome sequence of Nitrosomonas sp. Is79, an ammonia oxidizing bacterium adapted to 5
329 low ammonium concentrations. Standards in Genomic Sciences, 2013, 7, 469-82 7

Genome sequence of Phaeobacter caeruleus type strain (DSM 24564(T)), a surface-associated
member of the marine Roseobacter clade. Standards in Genomic Sciences, 2013, 8, 403-19

Complete genome sequence of Mesorhizobium australicum type strain (WSM2073T). Standards in
327 Genomic Sciences, 2013, 9, 1-15

Structure, function and diversity of the healthy human microbiome. Nature, 2012, 486, 207-14

Complete genome sequence of the ethanol-producing Zymomonas mobilis subsp. mobilis
325 centrotype ATCC 29191. Journal of Bacteriology, 2012, 194, 5966-7 35 32

A framework for human microbiome research. Nature, 2012, 486, 215-21
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The M5nr: a novel non-redundant database containing protein sequences and annotations from

323 multiple sources and associated tools. BMC Bioinformatics, 2012, 13, 141 36 215

A comparative genomics perspective on the genetic content of the alkaliphilic haloarchaeon
Natrialba magadii ATCC 43099T. BMC Genomics, 2012, 13, 165

Complete genome sequence of the rapeseed plant-growth promoting Serratia plymuthica strain

321 AS9. Standards in Genomic Sciences, 2012, 6, 54-62 25

The Genomes OnLine Database (GOLD) v.4: status of genomic and metagenomic projects and their
associated metadata. Nucleic Acids Research, 2012, 40, D571-9

. IMG/M-HMP: a metagenome comparative analysis system for the Human Microbiome Project. PLoS
319 ONE, 2012, 7, e40151 37

The fast changing landscape of sequencing technologies and their impact on microbial genome
assemblies and annotation. PLoS ONE, 2012, 7, e48837

Complete genome sequences of Desulfosporosinus orientis DSM765T, Desulfosporosinus youngiae
317 DSM17734T, Desulfosporosinus meridiei DSM13257T, and Desulfosporosinus acidiphilus 3.5 46
DSM22704T. Journal of Bacteriology, 2012, 194, 6300-1

Complete genome sequence of the thermophilic, piezophilic, heterotrophic bacterium Marinitoga
piezophila KA3. Journal of Bacteriology, 2012, 194, 5974-5

. Heterologous expression and characterization of two 1-hydroxy-2-naphthoic acid dioxygenases 3
315 from Arthrobacter phenanthrenivorans. Applied and Environmental Microbiology, 2012, 78, 621-7 4- 5

Complete genome sequence of Desulfurococcus fermentans, a hyperthermophilic cellulolytic
crenarchaeon isolated from a freshwater hot spring in Kamchatka, Russia. Journal of Bacteriology,
2012, 194, 5703-4

Complete genome sequences of six strains of the genus Methylobacterium. Journal of Bacteriology,
313 2012, 194, 4746-8 35 70

IMG/M: the integrated metagenome data management and comparative analysis system. Nucleic
Acids Research, 2012, 40, D123-9

IMG: the Integrated Microbial Genomes database and comparative analysis system. Nucleic Acids o1
Research, 2012, 40, D115-22 201 953

Direct comparisons of Illumina vs. Roche 454 sequencing technologies on the same microbial
community DNA sample. PLoS ONE, 2012, 7, e30087

Genome sequence of the moderately thermophilic, amino-acid-degrading and sulfur-reducing

399 bacterium Thermovirga lienii type strain (Cas60314(T)). Standards in Genomic Sciences, 2012, 6, 230-9 21

Individual genome assembly from complex community short-read metagenomic datasets. ISME
Journal, 2012, 6, 898-901

Genome sequence of the orange-pigmented seawater bacterium Owenweeksia hongkongensis

307 type strain (UST20020801(T)). Standards in Genomic Sciences, 2012, 7, 120-30 1

Complete genome sequence of the moderately thermophilic mineral-sulfide-oxidizing firmicute

Sulfobacillus acidophilus type strain (NAL(T)). Standards in Genomic Sciences, 2012, 6, 1-13
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