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Genome sequence of the moderately thermophilic sulfur-reducing bacterium Thermanaerovibrio
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415 Non-contiguous finished genome sequence and description of Halopiger goleamassiliensis sp. nov..
Standards in Genomic Sciences, 2013, 9, 956-959. 1.5 10
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421 Genome sequence of the acid-tolerant Burkholderia sp. strain WSM2232 from Karijini National Park,
Australia. Standards in Genomic Sciences, 2013, 9, 1168-1180. 1.5 2
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Standards in Genomic Sciences, 2013, 8, 465-479. 1.5 24
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426 Complete genome sequence of Mesorhizobium australicum type strain (WSM2073T). Standards in
Genomic Sciences, 2013, 9, 410-419. 1.5 11

427 Genome sequence of the squalene-degrading bacterium Corynebacterium terpenotabidum type strain
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428 Complete genome sequence of the halophilic bacterium Spirochaeta africana type strain (Z-7692T) from
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Genome sequence of Phaeobacter daeponensis type strain (DSM 23529T), a facultatively anaerobic
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Genome sequence of Phaeobacter inhibens type strain (T5T), a secondary metabolite producing
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436 Complete genome sequence of Mesorhizobium ciceri bv. biserrulae type strain (WSM1271T). Standards
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analysis and reclassification of Planctomycetes including the descriptions of Gimesia gen. nov.,
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Standards in Genomic Sciences, 2014, 9, 3. 1.5 12
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type strain B6T. Standards in Genomic Sciences, 2014, 9, 30. 1.5 17
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seoulense sp. nov.. Standards in Genomic Sciences, 2014, 9, 34. 1.5 9

466 Genome sequence of Ensifer medicae Di28; an effective N2-fixing microsymbiont of Medicago murex
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487 Non-contiguous finished genome sequence and description of Fenollaria massiliensis gen. nov., sp.
nov., a new genus of anaerobic bacterium. Standards in Genomic Sciences, 2014, 9, 704-717. 1.5 21
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495 Genome sequence of the Medicago-nodulating Ensifer meliloti commercial inoculant strain RRI128.
Standards in Genomic Sciences, 2014, 9, 602-613. 1.5 3

496
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513 Non-contiguous finished genome sequence of Staphylococcus capitis CR01 (pulsetype NRCS-A).
Standards in Genomic Sciences, 2014, 9, 1118-1127. 1.5 11
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539 High quality draft genome sequence of Bacteroides barnesiae type strain BL2T (DSM 18169T) from
chicken caecum. Standards in Genomic Sciences, 2015, 10, 48. 1.5 4
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569 Complete genome sequence of Actinobacillus equuli subspecies equuli ATCC 19392T. Standards in
Genomic Sciences, 2015, 10, 32. 1.5 8
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obsidian hot spring in Yellowstone National Park. Standards in Genomic Sciences, 2015, 10, 81. 1.5 12
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605
Draft genome sequence of Mesotoga strain PhosAC3, a mesophilic member of the bacterial order
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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.
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614 Complete genome sequence of the fish pathogen Flavobacterium psychrophilum ATCC 49418T.
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Complete genome sequence of Thioalkalivibrio paradoxus type strain ARh 1T, an obligately
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626 High-quality permanent draft genome sequence of Ensifer meliloti strain 4H41, an effective salt- and
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631 Environmental Metagenomics: The Data Assembly and Data Analysis Perspectives. Journal of the
Institution of Engineers (India): Series A, 2015, 96, 71-83. 0.6 5
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Standards in Genomic Sciences, 2015, 10, 37.
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645 Draft genome sequence of Parvularcula oceani JLT2013T, a rhodopsin-containing bacterium isolated
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664 High-quality genome sequence and description of Chryseobacterium senegalense sp. nov.. New
Microbes and New Infections, 2016, 10, 93-100. 0.8 4
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bacteria with antagonistic activity towards fungal phytopathogens and plant growth promoting
abilities. Standards in Genomic Sciences, 2016, 11, 61.

1.5 20

682

A new quality management perspective for biodiversity conservation and research:
Investigating<u>B</u>iospecimen<u>R</u>eporting for<u>I</u>mproved<u>S</u>tudy<u>Q</u>uality
(BRISQ) and the<u>S</u>tandard<u>PRE</u>-analytical<u>C</u>ode (SPREC) using Natural History
Museum and culture collections as case studies. Systematics and Biodiversity, 2016, 14, 525-547.

0.5 4

683 Draft genome sequence of Pseudomonas moraviensis strain Devor implicates metabolic versatility and
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Algeria. Standards in Genomic Sciences, 2016, 11, 68. 1.5 4

693 Draft genome sequence of Enterococcus faecium strain LMG 8148. Standards in Genomic Sciences,
2016, 11, 63. 1.5 0

694 High-quality draft genome sequence of Sedimenticola selenatireducens strain AK4OH1T, a
gammaproteobacterium isolated from estuarine sediment. Standards in Genomic Sciences, 2016, 11, 66. 1.5 5

695 An improved high-quality draft genome sequence of Carnobacterium inhibens subsp. inhibens strain
K1T. Standards in Genomic Sciences, 2016, 11, 65. 1.5 2

696 Complete genome sequence of the Antarctic Halorubrum lacusprofundi type strain ACAM 34.
Standards in Genomic Sciences, 2016, 11, 70. 1.5 21

697
High-quality permanent draft genome sequence of Ensifer sp. PC2, isolated from a nitrogen-fixing root
nodule of the legume tree (Khejri) native to the Thar Desert of India. Standards in Genomic Sciences,
2016, 11, 43.

1.5 7

698
Complete genome sequence of the haloalkaliphilic, obligately chemolithoautotrophic thiosulfate and
sulfide-oxidizing Î³-proteobacterium Thioalkalimicrobium cyclicum type strain ALM 1 (DSM 14477T).
Standards in Genomic Sciences, 2016, 11, 38.

1.5 6
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699

Comparing polysaccharide decomposition between the type strains Gramella echinicola KMM 6050T
(DSM 19838T) and Gramella portivictoriae UST040801-001T (DSM 23547T), and emended description of
Gramella echinicola Nedashkovskaya et al. 2005 emend. Shahina et al. 2014 and Gramella portivictoriae
Lau et al. 2005. Standards in Genomic Sciences, 2016, 11, 37.

1.5 27

700 Complete genome sequence of Leuconostoc gelidum subsp. gasicomitatum KG16-1, isolated from
vacuum-packaged vegetable sausages. Standards in Genomic Sciences, 2016, 11, 40. 1.5 28

701 Draft genome sequence of Mycobacterium rufum JS14T, a polycyclic-aromatic-hydrocarbon-degrading
bacterium from petroleum-contaminated soil in Hawaii. Standards in Genomic Sciences, 2016, 11, 47. 1.5 11

702 Draft genomic sequence of a chromate- and sulfate-reducing Alishewanella strain with the ability to
bioremediate Cr and Cd contamination. Standards in Genomic Sciences, 2016, 11, 48. 1.5 22

703 The complete genome sequence of the rumen methanogen Methanobrevibacter millerae SM9.
Standards in Genomic Sciences, 2016, 11, 49. 1.5 15

704 Genome sequence and overview of Oligoflexus tunisiensis Shr3T in the eighth class Oligoflexia of the
phylum Proteobacteria. Standards in Genomic Sciences, 2016, 11, 90. 1.5 12

705
Complete genome sequence of new bacteriophage phiE142, which causes simultaneously lysis of
multidrug-resistant Escherichia coli O157:H7 and Salmonella enterica. Standards in Genomic Sciences,
2016, 11, 89.
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706 Complete genome sequence of the actinomycete Actinoalloteichus hymeniacidonis type strain HPA 177T
isolated from a marine sponge. Standards in Genomic Sciences, 2016, 11, 91. 1.5 11

707 Whole genome shotgun sequence of Bacillus amyloliquefaciens TF28, a biocontrol entophytic
bacterium. Standards in Genomic Sciences, 2016, 11, 73. 1.5 6

708 Complete genome sequence of Methanoculleus bourgensis strain MAB1, the syntrophic partner of
mesophilic acetate-oxidising bacteria (SAOB). Standards in Genomic Sciences, 2016, 11, 80. 1.5 44

709 Two draft genome sequences of Pseudomonas jessenii strains isolated from a copper contaminated
site in Denmark. Standards in Genomic Sciences, 2016, 11, 86. 1.5 0

710 Draft genome sequence of the marine Rhodobacteraceae strain O3.65, cultivated from oil-polluted
seawater of the Deepwater Horizon oil spill. Standards in Genomic Sciences, 2016, 11, 81. 1.5 11

711 Genome sequences and annotation of two urinary isolates of E. coli. Standards in Genomic Sciences,
2016, 11, 79. 1.5 10
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713 Draft genome of Prochlorothrix hollandica CCAP 1490/1T (CALU1027), the chlorophyll a/b-containing
filamentous cyanobacterium. Standards in Genomic Sciences, 2016, 11, 82. 1.5 0
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Draft genome sequence of Micromonospora sp. DSW705 and distribution of biosynthetic gene
clusters for depsipeptides bearing 4-amino-2,4-pentadienoate in actinomycetes. Standards in Genomic
Sciences, 2016, 11, 84.

1.5 8

715 Complete genome anatomy of the emerging potato pathogen Dickeya solani type strain IPO 2222T.
Standards in Genomic Sciences, 2016, 11, 87. 1.5 44

716 The Global Genome Biodiversity Network (GGBN) Data Standard specification. Database: the Journal of
Biological Databases and Curation, 2016, 2016, baw125. 1.4 55
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717 The complete genome sequence and analysis of a plasmid-bearing myxobacterial strain Myxococcus
fulvus 124B02 (M 206081). Standards in Genomic Sciences, 2016, 11, 1. 1.5 83

718
Permanent draft genome sequence of Desulfurococcus mobilis type strain DSM 2161, a
thermoacidophilic sulfur-reducing crenarchaeon isolated from acidic hot springs of Hveravellir,
Iceland. Standards in Genomic Sciences, 2016, 11, 3.

1.5 2

719 High-quality draft genome sequence and description of Haemophilus massiliensis sp. nov.. Standards in
Genomic Sciences, 2016, 11, 31. 1.5 47

720 Complete genome sequence and genomic characterization of Microcystis panniformis FACHB 1757 by
third-generation sequencing. Standards in Genomic Sciences, 2016, 11, 11. 1.5 19

721 Complete genome sequence of Streptococcus agalactiae strain GBS85147 serotype of type Ia isolated
from human oropharynx. Standards in Genomic Sciences, 2016, 11, 39. 1.5 6

722
High-quality draft genome sequence of Flavobacterium suncheonense GH29-5T (DSM 17707T) isolated
from greenhouse soil in South Korea, and emended description of Flavobacterium suncheonense
GH29-5T. Standards in Genomic Sciences, 2016, 11, 42.

1.5 3

723 High-quality genome sequence and description of Paenibacillus dakarensis sp. nov.. New Microbes and
New Infections, 2016, 10, 132-141. 0.8 10

724 Genome sequence and description of Anaerosalibacter massiliensis sp. nov.. New Microbes and New
Infections, 2016, 10, 66-76. 0.8 125

725 Noncontiguous finished genome sequence and description of Nocardioides massiliensis sp. nov. GD13T.
New Microbes and New Infections, 2016, 10, 47-57. 0.8 6

726 Draft genome of the Arabidopsis thaliana phyllosphere bacterium, Williamsia sp. ARP1. Standards in
Genomic Sciences, 2016, 11, 8. 1.5 10

727 Complete genome sequence of Methanospirillum hungatei type strain JF1. Standards in Genomic
Sciences, 2016, 11, 2. 1.5 33

728 Complete genome sequence and characterization of avian pathogenic Escherichia coli field isolate
ACN001. Standards in Genomic Sciences, 2016, 11, 13. 1.5 9

729 Draft genome sequence for virulent and avirulent strains of Xanthomonas arboricola isolated from
Prunus spp. in Spain. Standards in Genomic Sciences, 2016, 11, 12. 1.5 16

730 Draft genome sequence of Sphingomonas paucimobilis strain LCT-SP1 isolated from the Shenzhou X
spacecraft of China. Standards in Genomic Sciences, 2016, 11, 18. 1.5 6

731 Isolation and complete genome sequence of the thermophilic Geobacillus sp. 12AMOR1 from an Arctic
deep-sea hydrothermal vent site. Standards in Genomic Sciences, 2016, 11, 16. 1.5 24

732 Genome sequences of Knoxdaviesia capensis and K. proteae (Fungi: Ascomycota) from Protea trees in
South Africa. Standards in Genomic Sciences, 2016, 11, 22. 1.5 6

733 High-quality draft genome sequence of the Thermus amyloliquefaciens type strain YIM 77409T with an
incomplete denitrification pathway. Standards in Genomic Sciences, 2016, 11, 20. 1.5 7

734 Draft genomic sequence of Nereida ignava CECT 5292T, a marine bacterium of the family
Rhodobacteraceae. Standards in Genomic Sciences, 2016, 11, 21. 1.5 11
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735 Draft genome sequence of chloride-tolerant Leptospirillum ferriphilum Sp-Cl from industrial
bioleaching operations in northern Chile. Standards in Genomic Sciences, 2016, 11, 19. 1.5 29

736 Genome sequence of Shimia str. SK013, a representative of the Roseobacter group isolated from marine
sediment. Standards in Genomic Sciences, 2016, 11, 25. 1.5 11

737 Insights into the single cell draft genome of â€œCandidatus Achromatium palustreâ€•. Standards in
Genomic Sciences, 2016, 11, 28. 1.5 13

738 The complete genome sequence of Eubacterium limosum SA11, a metabolically versatile rumen
acetogen. Standards in Genomic Sciences, 2016, 11, 26. 1.5 36

739 The genome anatomy of Corynebacterium pseudotuberculosis VD57 a highly virulent strain causing
Caseous lymphadenitis. Standards in Genomic Sciences, 2016, 11, 29. 1.5 20

740 Complete genome sequences of Francisella noatunensis subsp. orientalis strains FNO12, FNO24 and
FNO190: a fish pathogen with genomic clonal behavior. Standards in Genomic Sciences, 2016, 11, 30. 1.5 13

741 Interdisciplinary approach towards a systems medicine toolbox using the example of inflammatory
diseases. Briefings in Bioinformatics, 2016, 18, bbw024. 3.2 13

742 Draft genome sequence of Paenibacillus sp. strain A2. Standards in Genomic Sciences, 2016, 11, 9. 1.5 2

743 Genome sequence of Shinella sp. strain DD12, isolated from homogenized guts of starved Daphnia
magna. Standards in Genomic Sciences, 2016, 11, 14. 1.5 3
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palustris 42OL. Standards in Genomic Sciences, 2016, 11, 24. 1.5 12

745 Complete genome sequences of Geobacillus sp. WCH70, a thermophilic strain isolated from wood
compost. Standards in Genomic Sciences, 2016, 11, 33. 1.5 11

746 Mitogenome metadata: current trends and proposed standards. Mitochondrial DNA Part A: DNA
Mapping, Sequencing, and Analysis, 2016, 27, 3263-3269. 0.7 6

747 Complete genome sequence of the potato pathogen Ralstonia solanacearum UY031. Standards in
Genomic Sciences, 2016, 11, 7. 1.5 26

748 High quality permanent draft genome sequence of Phaseolibacter flectens ATCC 12775T, a plant
pathogen of French bean pods. Standards in Genomic Sciences, 2016, 11, 4. 1.5 1

749 Microvirga massiliensis sp. nov., the human commensal with the largest genome. MicrobiologyOpen,
2016, 5, 307-322. 1.2 27

750 Influence of cell's growth phase on the sulfur isotopic fractionation during in vitro microbial
sulfate reduction. Chemical Geology, 2016, 431, 1-9. 1.4 10

751 The MetaCyc database of metabolic pathways and enzymes and the BioCyc collection of
pathway/genome databases. Nucleic Acids Research, 2016, 44, D471-D480. 6.5 1,788

752 High-quality genome sequencing and description of Dermabacter indicis sp. nov.. New Microbes and
New Infections, 2016, 11, 59-67. 0.8 6
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754 Genome sequence of Bacillus sp. CHD6a, isolated from the shallow-sea hydrothermal vent. Marine
Genomics, 2016, 25, 15-16. 0.4 0

755
First Azospirillum genome from aquatic environments: Whole-genome sequence of Azospirillum
thiophilum BV-S T , a novel diazotroph harboring a capacity of sulfur-chemolithotrophy from a
sulfide spring. Marine Genomics, 2016, 25, 21-24.
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756 Pathway Tools version 19.0 update: software for pathway/genome informatics and systems biology.
Briefings in Bioinformatics, 2016, 17, 877-890. 3.2 250

757 MicroScope in 2017: an expanding and evolving integrated resource for community expertise of
microbial genomes. Nucleic Acids Research, 2017, 45, D517-D528. 6.5 199

758 Complete genome sequence of Lutibacter profundi LP1T isolated from an Arctic deep-sea hydrothermal
vent system. Standards in Genomic Sciences, 2017, 12, 5. 1.5 11

759 The complete genome sequence of the yogurt isolate Streptococcus thermophilus ACA-DC 2.
Standards in Genomic Sciences, 2017, 12, 18. 1.5 31
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Lactobacillus fermentum 3872. Standards in Genomic Sciences, 2017, 12, 19. 1.5 21

761 High quality draft genome sequence of Janthinobacterium psychrotolerans sp. nov., isolated from a
frozen freshwater pond. Standards in Genomic Sciences, 2017, 12, 8. 1.5 28

762 Complete genome sequence of Thermus brockianus GE-1 reveals key enzymes of xylan/xylose
metabolism. Standards in Genomic Sciences, 2017, 12, 22. 1.5 4

763
Towards long-read metagenomics: complete assembly of three novel genomes from bacteria dependent
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2017, 12, 9.
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764 Genome sequence of a high agarase-producing strain Flammeovirga sp. SJP92. Standards in Genomic
Sciences, 2017, 12, 13. 1.5 20

765 Resequencing and annotation of the Nostoc punctiforme ATTC 29133 genome: facilitating biofuel and
high-value chemical production. AMB Express, 2017, 7, 42. 1.4 12
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Complete genome sequence of Jiangella gansuensis strain YIM 002T (DSM 44835T), the type species of
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21.
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767 Protein-Carbohydrate Interactions. Methods in Molecular Biology, 2017, , . 0.4 4

768 Metagenomics and CAZyme Discovery. Methods in Molecular Biology, 2017, 1588, 255-277. 0.4 19

769 Permanent draft genome of Thiobacillus thioparus DSM 505T, an obligately chemolithoautotrophic
member of the Betaproteobacteria. Standards in Genomic Sciences, 2017, 12, 10. 1.5 34

770 Draft Genome Sequences of Five Enterococcus Species Isolated from the Gut of Patients with
Suspected Clostridium difficile Infection. Genome Announcements, 2017, 5, . 0.8 1
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771 Complete genome sequence of Hymenobacter sp. DG25A, a gamma radiation-resistant bacterium
isolated from soil. Molecular and Cellular Toxicology, 2017, 13, 65-72. 0.8 18

772 High quality permanent draft genome sequence of Chryseobacterium bovis DSM 19482T, isolated from
raw cow milk. Standards in Genomic Sciences, 2017, 12, 31. 1.5 2

773 <i>Hugonella massiliensis</i> gen. nov., sp. nov., genome sequence, and description of a new strictly
anaerobic bacterium isolated from the human gut. MicrobiologyOpen, 2017, 6, e00458. 1.2 18

774 Draft genome sequence of Arthrobacter sp. strain B6 isolated from the high-arsenic sediments in
Datong Basin, China. Standards in Genomic Sciences, 2017, 12, 11. 1.5 13

775 Complete genome sequence of Pseudomonas stutzeri strain RCH2 isolated from a Hexavalent
Chromium [Cr(VI)] contaminated site. Standards in Genomic Sciences, 2017, 12, 23. 1.5 12

776 Complete genome sequence of Serinicoccus sp. JLT9, an actinomycete isolated from the shallow-sea
hydrothermal system. Marine Genomics, 2017, 32, 19-21. 0.4 10

777 Viruses in Soil Ecosystems: An Unknown Quantity Within an Unexplored Territory. Annual Review of
Virology, 2017, 4, 201-219. 3.0 270
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780 An Introductory â€œHow-toâ€• Guide for Incorporating Microbiome Research into Integrative and
Comparative Biology. Integrative and Comparative Biology, 2017, 57, 674-681. 0.9 22

781 Minimum information about a single amplified genome (MISAG) and a metagenome-assembled genome
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782 Complete genome sequence and whole-genome phylogeny of Kosmotoga pacifica type strain SLHLJ1T
from an East Pacific hydrothermal sediment. Standards in Genomic Sciences, 2017, 12, 3. 1.5 4

783 Global chemical analysis of biology by mass spectrometry. Nature Reviews Chemistry, 2017, 1, . 13.8 146

784 Complete genome sequence of Hymenobacter sedentarius DG5BT, a bacterium resistant to gamma
radiation. Molecular and Cellular Toxicology, 2017, 13, 199-205. 0.8 21

785 High-quality draft genome sequence of Rhizobium mesoamericanum strain STM6155, a Mimosa pudica
microsymbiont from New Caledonia. Standards in Genomic Sciences, 2017, 12, 7. 1.5 2

786 Complete genome sequence of Pseudomonas brassicacearum strain L13-6-12, a biological control agent
from the rhizosphere of potato. Standards in Genomic Sciences, 2017, 12, 6. 1.5 19

787 Draft genome sequence of type strain HBR26T and description of Rhizobium aethiopicum sp. nov..
Standards in Genomic Sciences, 2017, 12, 14. 1.5 26

788

Draft genome sequences of eight bacteria isolated from the indoor environment: Staphylococcus
capitis strain H36, S. capitis strain H65, S. cohnii strain H62, S. hominis strain H69, Microbacterium sp.
strain H83, Mycobacterium iranicum strain H39, Plantibacter sp. strain H53, and Pseudomonas
oryzihabitans strain H72. Standards in Genomic Sciences, 2017, 12, 17.
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789 High-quality-draft genome sequence of the fermenting bacterium Anaerobium acetethylicum type
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790 High quality draft genome sequence of an extremely halophilic archaeon Natrinema altunense strain
AJ2T. Standards in Genomic Sciences, 2017, 12, 25. 1.5 1
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792 Complete genome sequence of Kosakonia oryzae type strain Ola 51T. Standards in Genomic Sciences,
2017, 12, 28. 1.5 12
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Genome sequencing and analysis of Ralstonia solanacearum phylotype I strains FJAT-91, FJAT-452 and
FJAT-462 isolated from tomato, eggplant, and chili pepper in China. Standards in Genomic Sciences, 2017,
12, 29.

1.5 1

794 Complete genome sequence of bacteriochlorophyll-synthesizing bacterium Porphyrobacter
neustonensis DSM 9434. Standards in Genomic Sciences, 2017, 12, 32. 1.5 11

795 Genome sequencing and description of Oerskovia enterophila VJag, an agar- and cellulose-degrading
bacterium. Standards in Genomic Sciences, 2017, 12, 30. 1.5 2

796 Chromosomal features of Escherichia coli serotype O2:K2, an avian pathogenic E. coli. Standards in
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797 Genomics insights into production of 2-methylisoborneol and a putative cyanobactin by
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801 Draft genome sequence of the cellulolytic endophyte Chitinophaga costaii A37T2T. Standards in
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cyanobacterial aggregates in a eutrophic lake. Standards in Genomic Sciences, 2017, 12, 69. 1.5 1
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Molecular and Cellular Toxicology, 2017, 13, 373-378. 0.8 7
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807 Overcoming hurdles in sharing microbiome data. Nature Microbiology, 2017, 2, 1573-1573. 5.9 11
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809 Complete genome sequence of Microbulbifer sp. CCB-MM1, a halophile isolated from Matang Mangrove
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Genomic Sciences, 2017, 12, 39.

1.5 9

811 The genome of the cotton bacterial blight pathogen Xanthomonas citri pv. malvacearum strain MSCT1.
Standards in Genomic Sciences, 2017, 12, 42. 1.5 7
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818
Permanent draft genome sequence of Frankia sp. NRRL B-16219 reveals the presence of canonical nod
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in Genomic Sciences, 2017, 12, 51.

1.5 17

819 Draft genome sequences of two opportunistic pathogenic strains of Staphylococcus cohnii isolated
from human patients. Standards in Genomic Sciences, 2017, 12, 49. 1.5 11
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825 Draft genome sequence and characterization of commensal Escherichia coli strain BG1 isolated from
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843 Genome sequence and description of Haloferax massiliense sp. nov., a new halophilic archaeon
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Genome sequencing to develop Paenibacillus donghaensis strain JH8T (KCTC 13049T= LMG 23780T) as a
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