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162 by acquiring mutations enhancing <scp><i>pdxS«<[i></scp> gene dosage and ammonium assimilation. 2.4 5
Environmental Microbiology Reports, 2021, 13, 218-233.
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The carnitine degradation pathway of<i>Acinetobacter baumannii</i>and its role in virulence.

Environmental Microbiology, 2022, 24, 4437-4448.

Draft Genome Sequence of <i>Serratia</i> sp. Strain DD3, Isolated from the Guts of <i>Daphnia

164 magnac</i>. Genome Announcements, 2014, 2, .

0.8 4

Draft Genome Sequence of the Strict Anaerobe Clostridium homopropionicum LuHBul (DSM 5847).

166 Genome Announcements, 2015, 3,.

0.8 4

First Insights into the Draft Genome of Clostridium colicanis DSM 13634, Isolated from Canine Feces.
Genome Announcements, 2016, 4, .

Complete Genome Sequence of the Prototrophic Bacillus subtilis subsp. <i>subtilis</i> Strain SP1.

168 Microbiology Resource Announcements, 2020, 9, .

0.6 4

Complete Genome Sequence of Shewanella chilikensis Strain DC57, Isolated from Corroded Seal Rings
at a Floating Oil Production System in Australia. Microbiology Resource Announcements, 2020, 9, .

Whole-Genome Sequences of Two New <i>Caballeronia</i> Strains Isolated from Cryoturbated Peat
170 Circles of the Permafrost-Affected Eastern European Tundra. Microbiology Resource Announcements, 0.6 4
2020, 9, .

Amplicon-Based Next-Generation Sequencing as a Diagnostic Tool for the Detection of Phylotypes of
Cutibacterium acnes in Orthopedic Implant-Associated Infections. Frontiers in Microbiology, 2022, 13,
866893.

Comparative Genomics Underlines the Functional and Taxonomic Diversity of Novel &€ce<i>Ferrovumc</i>a€.

172 Related Iron Oxidizing Bacteria. Advanced Materials Research, 2015, 1130, 15-18. 0.3 3

Genome Sequence of the Acidophilic Sulfate-Reducing Peptococcaceae Strain CEB3. Genome
Announcements, 2015, 3, .

Draft Genome Sequences of Methanobrevibacter curvatus DSM11111, Methanobrevibacter cuticularis
174  DSM11139, Methanobrevibacter filiformis DSM11501, and Methanobrevibacter oralis DSM7256. Genome 0.8 3
Announcements, 2016, 4, .

Genome sequence of Shinella sp. strain DD12, isolated from homogenized guts of starved Daphnia
magna. Standards in Genomic Sciences, 2016, 11, 14.

176 Draft Genome Sequence of Flavobacterium succinicans Strain DD5b. Genome Announcements, 2017, 5, . 0.8 3

Genome Sequence of the Homoacetogenic, Gram-Negative, Endospore-Forming Bacterium Sporomusa

178 acidovorans DSM 3132. Genome Announcements, 2017, 5, .

0.8 3

First Insights into the Genome Sequence of Pseudomonas oleovorans DSM 1045. Genome

Announcements, 2017, 5, .

First Insights into the Draft Genome Sequence of the Endophyte Paenibacillus amylolyticus Strain

180 GM1FR, Isolated from Festuca rubra L. Genome Announcements, 2018, 6, .

0.8 3

11



# ARTICLE IF CITATIONS

Draft Genome Sequence of the Endophyte Bacillus mycoides Strain GM5LP Isolated from Lolium

perenne. Genome Announcements, 2018, 6, .

Complete Genome Sequences of pLMA1 and pLMA7, Two Large Linear Plasmids of Micrococcus Strains

182 |solated from a High-Altitude Lake in Argentina. Genome Announcements, 2018, 6, .

0.8 3

Complete Genome of Roseobacter ponti DSM 106830T. Genome Biology and Evolution, 2020, 12, 1013-1018.

Novel Antimicrobial Cellulose Fleece Inhibits Growth of Human-Derived Biofilm-Forming

184 Staphylococci During the SIRIUS19 Simulated Space Mission. Frontiers in Microbiology, 2020, 11, 1626.

3.5 3

Staphylococcus saccharolyticus Associated with Prosthetic Joint Infections: Clinical Features and
Genomic Characteristics. Pathogens, 2021, 10, 397.

Growth of the acetogenic bacterium <i>Acetobacterium woodii</i> on glycerol and

186 dihydroxyacetone. Environmental Microbiology, 2021, 23, 2648-2658.

3.8 3

Increased Butyrate Production in Clostridium saccharoperbutylacetonicum from
Lignocellulose-Derived Sugars. Applied and Environmental Microbiology, 2022, , €0241921.

Draft Genome Sequence of Desulfotignum phosphitoxidans DSM 13687 Strain FiPS-3. Genome

188 Announcements, 2013, 1, .

0.8 2

First Insights into the Genome Sequence of the Halophilic Archaeon Halalkalicoccus paucihalophilus
(DSM 24557). Genome Announcements, 2016, 4, .

Genome Sequence of the Poly-3-Hydroxybutyrate Producer Clostridium acetireducens DSM 10703.

190 Genome Announcements, 2016, 4, .

0.8 2

Draft Genome Sequence of Klebsiella pneumoniae subsp. <i>pneumoniae</i> ATCC 9621. Genome
Announcements, 2017, 5, .

Insights into the Genome of the Anaerobic Acetogen Sporomusa silvacetica DSM 10669. Genome

192 Announcements, 2017, 5, .

0.8 2

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

Draft Genome Sequences of Sphingomonas mucosissima DSM 17494 and Sphingomonas dokdonensis

194 DSM 21029. Genome Announcements, 2017, 5, .

The unexpected function of a Flavin-dependent oxidoreductase (Fox) from Variovorax paradoxus
TBEAG6.. FEMS Microbiology Letters, 2018, 365, .

Draft Genome Sequence of Bacillus sp. Strain M21, Isolated from the Arid Area of Matmata, Tunisia.

196 Genome Announcements, 2018, 6, .

0.8 2

Draft Genome Sequence of the Endophyte Paenibacillus sp. Strain GM2FR Isolated from Festuca rubra.

Genome Announcements, 2018, 6, .

Complete Genome Sequence of <i>Marinobacter</i> sp. Strain JH2, Isolated from Seawater of the Kiel

198 Fjord. Microbiology Resource Announcements, 2019, 8, .

0.6 2
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Metagenome Sequences of a Wastewater Treatment Plant Digester Sludge-Derived Enrichment

Culture. Microbiology Resource Announcements, 2020, 9, .

Complete Genome Sequence of Stenotrophomonas indicatrix DAIF1. Microbiology Resource

200 Announcements, 2021, 10, .

0.6 2

Complete Genome Sequence of Kinneretia sp. Strain DAIF2, Isolated from a Freshwater Pond.
Microbiology Resource Announcements, 2021, 10, .

Pontibacillus sp. ALD_SL1 and Psychroflexus SCF. ALD_RP9, two novel moderately halophilic bacteria
a

202 solated from sediment and water from the Aldabra Atoll, Seychelles. PLoS ONE, 2021, 16, e0256639. 2:5 2

Assessment of the plasmidome of an extremophilic microbial community from the Diamante Lake,
Argentina. Scientific Reports, 2021, 11, 21459.

Molecular Insight into Gene Response of Diorcinol- and Rubrolide-Treated Biofilms of the Emerging

204 Pathogen Stenotrophomonas maltophilia. Microbiology Spectrum, 2022, , e0258221.

3.0 2

First Insights into the Genome of <i>Fructobacillus</i> sp. EFB-N1, Isolated from Honey Bee Larva
Infected with European Foulbrood. Genome Announcements, 2015, 3, .

206

First Insights into the Genome of the Moderately Thermophilic Bacterium Clostridium tepidiprofundi
SG 508 T. Genome Announcements, 2016, 4, .

Genome Sequence of Uric Acid-Fermenting Eubacterium angustum DSM 1989 T (MK-1). Genome

208 Announcements, 2017, 5, .

0.8 1

First Insight into the Genome Sequence of Clostridium thermobutyricum DSM 4928, a
Butyrate-Producing Moderate Thermophile. Genome Announcements, 2017, 5, .

First Insights into the Genome Sequence of Clostridium oryzae DSM 28571, Isolated from the Soil of a

210 Japanese Rice Field. Genome Announcements, 2017, 5, .

0.8 1

First Insights into the Genome Sequence of the Cellulolytic Bacterium Clostridium hungatei DSM
14427. Genome Announcements, 2017, 5, .

212 Draft Genome Sequence of Vibrio splendidus DSM 19640. Genome Announcements, 2017, 5, . 0.8 1

First Insights into the Genome Sequence of Clostridium thermopalmarium DSM 5974, a
Butyrate-Producing Bacterium Isolated from Palm Wine. Genome Announcements, 2018, 6, .

214  Skin: Cutibacterium (formerly Propionibacterium) acnes and Acne Vulgaris. , 2019, , 1-20. 1

Draft Genome Sequence of a New Staphylococcal Species Isolated from Human Skin. Microbiology

Resource Announcements, 2020, 9, .

Complete Genome Sequences of Two Staphylococcus saccharolyticus Strains Isolated from

216 prosthetic Joint Infections. Microbiology Resource Announcements, 2021, 10, .

0.6 1
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Draft Genome Sequence of Saccharomyces cerevisiae LW2591Y, a Laboratory Strain for <i>In Vivo</[i>

Multigene Assemblies. Microbiology Resource Announcements, 2021, 10, .

218  Skin: Cutibacterium (formerly Propionibacterium) acnes and Acne Vulgaris. , 2020, , 225-243. 1

Physiological, Genomic, and Proteomic Characterization of New d€ce&lt;i&gt;Ferrovum&lt;/i&gt;4€sStrains
Obtained from a Pilot Plant for Mine-Water Treatment. Advanced Materials Research, 0, 825, 149-152.

220

Genome Sequence of Enterococcus faecalis Strain CG_E. Genome Announcements, 2017, 5, .

First Insights into the Genome of the Cr(VI)-Reducing Bacterium Clostridium chromiireducens DSM

222 23318. Genome Announcements, 2017, 5, .

0.8 (0]

First Insights into the Genome Sequence of the Alkaliphilic Thermotolerant Bacterium Clostridium
thermoalcaliphilum JW/YL23-2 T. Genome Announcements, 2017, 5, .

224  Genome Sequence of Lactobacillus sunkii Strain CG_D. Genome Announcements, 2017, 5, . 0.8 0

First Insight into the Genome Sequence of Clostridium vincentii DSM 10228, Isolated from Sediment of
the McMurdo Ice Shelf, Antarctica. Genome Announcements, 2018, 6, .

First Insight into the Genome Sequence of Clostridium liquoris DSM 100320, a Butyrate- and

226 Ethanol-Producing Bacterium. Genome Announcements, 2018, 6, .

0.8 (0]

Metagenome-Assembled Genome Sequences from an Anoxygenic Photosynthetic Consortium Involved
in Sulfur Cycling. Microbiology Resource Announcements, 2020, 9, .

228

Draft Genome Sequence of Enterobacter ro%)genlaampii Strain OS53, Isolated from Corroded Pipework 0.6 o

at an Offshore Oil Production Facility. Microbiology Resource Announcements, 2020, 9, .

Complete Genome Sequences of Two Corynebacterium macginleyi Strains Isolated from Infectious
Keratitis. Microbiology Resource Announcements, 2021, 10, .

Complete Genome Sequence of Escherichia coli GW-AmxH19, Isolated from Hospital Wastewater in

230 Greifswald, Germany. Microbiology Resource Announcements, 2020, 9, .

0.6 (0]

Complete Genome Sequence of Sporomusa termitida DSM 4440 T. Microbiology Resource

Announcements, 2020, 9, .

939 Complete Genome Sequence of Bacillus frigoritolerans JHS1. Microbiology Resource Announcements, 0.6 o
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