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181 Complete genome sequence of Thauera aminoaromatica strain MZ1T. Standards in Genomic Sciences,
2012, 6, 325-335. 1.5 53

182 Genomic Methods and Microbiological Technologies for Profiling Novel and Extreme Environments
for the Extreme Microbiome Project (XMP). Journal of Biomolecular Techniques, 2017, 28, 31-39. 0.8 53

183 Diversity, evolution, and classification of virophages uncovered through global metagenomics.
Microbiome, 2019, 7, 157. 4.9 53

184 VPF-Class: taxonomic assignment and host prediction of uncultivated viruses based on viral protein
families. Bioinformatics, 2021, 37, 1805-1813. 1.8 53

185 Prokaryotic community profiles at different operational stages of a Greek solar saltern. Research in
Microbiology, 2008, 159, 609-627. 1.0 52

186 Comparative metagenomics of hydrocarbon and methane seeps of the Gulf of Mexico. Scientific
Reports, 2017, 7, 16015. 1.6 52

187 On the Origin of Reverse Transcriptase-Using CRISPR-Cas Systems and Their Hyperdiverse, Enigmatic
Spacer Repertoires. MBio, 2017, 8, . 1.8 52

188 The Complete Genome Sequence of Thermoproteus tenax: A Physiologically Versatile Member of the
Crenarchaeota. PLoS ONE, 2011, 6, e24222. 1.1 51

189 Complete genome sequence of Desulfobulbus propionicus type strain (1pr3T). Standards in Genomic
Sciences, 2011, 4, 100-110. 1.5 51

190 Complete genome sequence of Dehalogenimonas lykanthroporepellens type strain (BL-DC-9T) and
comparison to â€œDehalococcoidesâ€• strains. Standards in Genomic Sciences, 2012, 6, 251-264. 1.5 51
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Draft Genome Sequence of <i>Frankia</i> sp. Strain CN3, an Atypical, Noninfective (Nod <sup>â€“</sup> )
Ineffective (Fix <sup>â€“</sup> ) Isolate from <i>Coriaria nepalensis</i>. Genome Announcements, 2013, 1,
e0008513.

0.8 51

192 A scoutRNA Is Required for Some Type V CRISPR-Cas Systems. Molecular Cell, 2020, 79, 416-424.e5. 4.5 49

193 Complete genome sequence of the filamentous gliding predatory bacterium Herpetosiphon
aurantiacus type strain (114-95T). Standards in Genomic Sciences, 2011, 5, 356-370. 1.5 47

194 Complete Genome Sequence of the Thermophilic Bacterium Exiguobacterium sp. AT1b. Journal of
Bacteriology, 2011, 193, 2880-2881. 1.0 47

195 Microbiome Data Science: Understanding Our Microbial Planet. Trends in Microbiology, 2016, 24,
425-427. 3.5 47

196 How Much Do rRNA Gene Surveys Underestimate Extant Bacterial Diversity?. Applied and
Environmental Microbiology, 2018, 84, . 1.4 47

197 Complete genome sequence of Truepera radiovictrix type strain (RQ-24T). Standards in Genomic
Sciences, 2011, 4, 91-99. 1.5 46

198 Complete genome sequence of Isosphaera pallida type strain (IS1BT). Standards in Genomic Sciences,
2011, 4, 63-71. 1.5 46
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199 Complete genome sequence of Rhodothermus marinus type strain (R-10T). Standards in Genomic
Sciences, 2009, 1, 283-290. 1.5 45

200 Complete genome sequence of Thioalkalivibrio sp. K90mix. Standards in Genomic Sciences, 2011, 5,
341-355. 1.5 45

201
<i>Trichodesmium</i> genome maintains abundant, widespread noncoding DNA in situ, despite
oligotrophic lifestyle. Proceedings of the National Academy of Sciences of the United States of
America, 2015, 112, 4251-4256.

3.3 45

202 Toward unrestricted use of public genomic data. Science, 2019, 363, 350-352. 6.0 45

203 Complete genome sequence of Veillonella parvula type strain (Te3T). Standards in Genomic Sciences,
2010, 2, 57-65. 1.5 44

204 Complete genome sequence of Rhodospirillum rubrum type strain (S1T). Standards in Genomic
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205 Genome Sequence of the Verrucomicrobium Opitutus terrae PB90-1, an Abundant Inhabitant of Rice
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8, 375-388. 1.5 44
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Genome sequence of the thermophilic fresh-water bacterium Spirochaeta caldaria type strain (H1T),
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209 Empirical Comparison of Visualization Tools for Larger-Scale Network Analysis. Advances in
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214 Complete genome sequence of Anabaena variabilis ATCC 29413. Standards in Genomic Sciences, 2014, 9,
562-573. 1.5 43

215 Genome sequence and description of the anaerobic lignin-degrading bacterium Tolumonas lignolytica
sp. nov.. Standards in Genomic Sciences, 2015, 10, 106. 1.5 43

216 Complete genome sequence of the phenanthrene-degrading soil bacterium Delftia acidovorans Cs1-4.
Standards in Genomic Sciences, 2015, 10, 55. 1.5 43
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217 Complete genome sequence of Nitrosomonas sp. Is79, an ammonia oxidizing bacterium adapted to low
ammonium concentrations. Standards in Genomic Sciences, 2013, 7, 469-482. 1.5 43

218 Genome analysis of Desulfotomaculum kuznetsovii strain 17T reveals a physiological similarity with
Pelotomaculum thermopropionicum strain SIT.. Standards in Genomic Sciences, 2013, 8, 69-87. 1.5 42

219 Insights into the dynamics between viruses and their hosts in a hot spring microbial mat. ISME Journal,
2020, 14, 2527-2541. 4.4 42

220 Complete genome sequence of Treponema succinifaciens type strain (6091T). Standards in Genomic
Sciences, 2011, 4, 361-370. 1.5 41

221 Novel protein families in archaean genomes. Nucleic Acids Research, 1995, 23, 565-570. 6.5 40

222 Complete genome sequence of Spirosoma linguale type strain (1T). Standards in Genomic Sciences,
2010, 2, 176-184. 1.5 40

223 Complete genome sequence of Arcobacter nitrofigilis type strain (CIT). Standards in Genomic Sciences,
2010, 2, 300-308. 1.5 40

224 Draft Genome Sequence of <i>Frankia</i> sp. Strain BCU110501, a Nitrogen-Fixing Actinobacterium
Isolated from Nodules of <i>Discaria trinevis</i>. Genome Announcements, 2013, 1, . 0.8 40

225 Complete genome sequence of the lignin-degrading bacterium Klebsiella sp. strain BRL6-2. Standards in
Genomic Sciences, 2014, 9, 19. 1.5 40

226
Draft genome sequence of marine alphaproteobacterial strain HIMB11, the first cultivated
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1.5 40

227 Habitat-Lite: A GSC Case Study Based on Free Text Terms for Environmental Metadata. OMICS A Journal
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228 Draft Genome Sequence of <i>Frankia</i> sp. Strain QA3, a Nitrogen-Fixing Actinobacterium Isolated
from the Root Nodule of <i>Alnus nitida</i>. Genome Announcements, 2013, 1, e0010313. 0.8 39

229 Draft Genome Sequence of <i>Frankia</i> sp. Strain BMG5.12, a Nitrogen-Fixing Actinobacterium
Isolated from Tunisian Soils. Genome Announcements, 2013, 1, . 0.8 39

230 Complete genome sequence of Actinosynnema mirum type strain (101T). Standards in Genomic Sciences,
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231 Complete genome sequence of Cellulomonas flavigena type strain (134T). Standards in Genomic
Sciences, 2010, 3, 15-25. 1.5 38

232 ClaMS: A Classifier for Metagenomic Sequences. Standards in Genomic Sciences, 2011, 5, 248-253. 1.5 38

233 Annotation of metagenome short reads using proxygenes. Bioinformatics, 2008, 24, i7-i13. 1.8 37

234 Complete genome sequence of Eggerthella lenta type strain (VPI 0255T). Standards in Genomic Sciences,
2009, 1, 174-182. 1.5 37
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235 Complete genome sequence of Desulfarculus baarsii type strain (2st14T). Standards in Genomic
Sciences, 2010, 3, 276-284. 1.5 37

236 Complete genome sequence of the sulfur compounds oxidizing chemolithoautotroph Sulfuricurvum
kujiense type strain (YK-1T). Standards in Genomic Sciences, 2012, 6, 94-103. 1.5 37

237
Metagenomic investigation of the geologically unique <scp>H</scp>ellenic <scp>V</scp>olcanic
<scp>A</scp>rc reveals a distinctive ecosystem with unexpected physiology. Environmental
Microbiology, 2016, 18, 1122-1136.

1.8 37

238 Complete genome sequence of Sulfurimonas autotrophica type strain (OK10T). Standards in Genomic
Sciences, 2010, 3, 194-202. 1.5 37

239 Complete genome sequence of Desulfomicrobium baculatum type strain (XT). Standards in Genomic
Sciences, 2009, 1, 29-37. 1.5 36

240 Complete genome sequence of the extremely halophilic Halanaerobium praevalens type strain (GSLT).
Standards in Genomic Sciences, 2011, 4, 312-321. 1.5 36

241 Complete Genome Sequence of the Ethanol-Producing Zymomonas mobilis subsp. mobilis Centrotype
ATCC 29191. Journal of Bacteriology, 2012, 194, 5966-5967. 1.0 36

242 A comparative genomics perspective on the genetic content of the alkaliphilic haloarchaeon Natrialba
magadii ATCC 43099T. BMC Genomics, 2012, 13, 165. 1.2 36

243 Microbial metagenomes and metatranscriptomes during a coastal phytoplankton bloom. Scientific
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244 The Rhodobacter capsulatus genome. Photosynthesis Research, 2001, 70, 43-52. 1.6 35

245 Complete genome sequence of Desulfotomaculum acetoxidans type strain (5575T). Standards in
Genomic Sciences, 2009, 1, 242-253. 1.5 35

246 Complete genome sequence of Nakamurella multipartita type strain (Y-104T). Standards in Genomic
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247
The Genome Sequence of<i>Methanohalophilus mahii</i>SLP<sup>T</sup>Reveals Differences in the
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Environments. Archaea, 2010, 2010, 1-16.
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248 Complete genome sequence of the halophilic and highly halotolerant Chromohalobacter salexigens
type strain (1H11T). Standards in Genomic Sciences, 2011, 5, 379-388. 1.5 35

249 Complete genome sequence of Thermomonospora curvata type strain (B9T). Standards in Genomic
Sciences, 2011, 4, 13-22. 1.5 35

250 Complete genome sequence of Methanoculleus marisnigri Romesser et al. 1981 type strain JR1.
Standards in Genomic Sciences, 2009, 1, 189-196. 1.5 34

251 Complete genome sequence of Pirellula staleyi type strain (ATCC 27377T). Standards in Genomic
Sciences, 2009, 1, 308-316. 1.5 34

252 Complete genome sequence of Sebaldella termitidis type strain (NCTC 11300T). Standards in Genomic
Sciences, 2010, 2, 220-227. 1.5 34
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253 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

254 Toward a Standards-Compliant Genomic and Metagenomic Publication Record. OMICS A Journal of
Integrative Biology, 2008, 12, 157-160. 1.0 33

255 Complete genome sequence of Meiothermus ruber type strain (21T). Standards in Genomic Sciences,
2010, 3, 26-36. 1.5 33

256 A call for standardized classification of metagenome projects. Environmental Microbiology, 2010, 12,
1803-1805. 1.8 33

257 Complete genome sequence of Cellulophaga lytica type strain (LIM-21T). Standards in Genomic Sciences,
2011, 4, 221-232. 1.5 33

258 Complete genome sequence of Riemerella anatipestifer type strain (ATCC 11845T). Standards in Genomic
Sciences, 2011, 4, 144-153. 1.5 33

259 Complete genome sequence of Polynucleobacter necessarius subsp. asymbioticus type strain
(QLW-P1DMWA-1T). Standards in Genomic Sciences, 2012, 6, 74-83. 1.5 33

260 Discovery of Novel Plant Interaction Determinants from the Genomes of 163 Root Nodule Bacteria.
Scientific Reports, 2015, 5, 16825. 1.6 33

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

262 Complete genome sequence of Acidimicrobium ferrooxidans type strain (ICPT). Standards in Genomic
Sciences, 2009, 1, 38-45. 1.5 32

263 Complete genome sequence of Nocardiopsis dassonvillei type strain (IMRU 509T). Standards in Genomic
Sciences, 2010, 3, 325-336. 1.5 32

264 Complete genome sequence of Haloterrigena turkmenica type strain (4kT). Standards in Genomic
Sciences, 2010, 2, 107-116. 1.5 32

265 Complete genome sequence of Aminobacterium colombiense type strain (ALA-1T). Standards in Genomic
Sciences, 2010, 2, 280-289. 1.5 32

266 Complete genome sequence of Ferroglobus placidus AEDII12DO. Standards in Genomic Sciences, 2011, 5,
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267
Complete Genome Sequence of Paenibacillus strain Y4.12MC10, a Novel Paenibacillus lautus strain
Isolated from Obsidian Hot Spring in Yellowstone National Park. Standards in Genomic Sciences, 2012,
6, 381-400.

1.5 32
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Genomes of ubiquitous marine and hypersaline <i>Hydrogenovibrio</i>, <i>Thiomicrorhabdus</i> and
<i>Thiomicrospira</i> spp. encode a diversity of mechanisms to sustain chemolithoautotrophy in
heterogeneous environments. Environmental Microbiology, 2018, 20, 2686-2708.

1.8 32

269
Arboriscoccus pini gen. nov., sp. nov., an endophyte from a pine tree of the class Alphaproteobacteria,
emended description of Geminicoccus roseus, and proposal of Geminicoccaceae fam. nov.. Systematic
and Applied Microbiology, 2018, 41, 94-100.

1.2 32

270 Influence of the polar light cycle on seasonal dynamics of an Antarctic lake microbial community.
Microbiome, 2020, 8, 116. 4.9 32
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271 Complete genome sequence of Halomicrobium mukohataei type strain (arg-2T). Standards in Genomic
Sciences, 2009, 1, 270-277. 1.5 31
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273 Complete genome sequence of Acidaminococcus fermentans type strain (VR4T). Standards in Genomic
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Bioinformatics, 2010, 26, 295-301. 1.8 31
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1.5 30

284 Structure determination of the HgcAB complex using metagenome sequence data: insights into
microbial mercury methylation. Communications Biology, 2020, 3, 320. 2.0 30
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288 Genomic composition and dynamics among <i>Methanomicrobiales</i> predict adaptation to
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289 Draft genome sequences of Bradyrhizobium shewense sp. nov. ERR11T and Bradyrhizobium
yuanmingense CCBAU 10071T. Standards in Genomic Sciences, 2017, 12, 74. 1.5 29

290 The biogeographic differentiation of algal microbiomes in the upper ocean from pole to pole. Nature
Communications, 2021, 12, 5483. 5.8 29
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Polynucleobacter victoriensis sp. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 5087-5093.

0.8 29

292 Genomic Standards Consortium Projects. Standards in Genomic Sciences, 2014, 9, 599-601. 1.5 29
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Sciences, 2009, 1, 226-233. 1.5 28

294 Complete genome sequence of Coraliomargarita akajimensis type strain (04OKA010-24T). Standards in
Genomic Sciences, 2010, 2, 290-299. 1.5 28

295 Complete genome sequence of Cellulophaga algicola type strain (IC166T). Standards in Genomic
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Potential Stealthy Viral Strategies in Immune Evasion. MBio, 2021, 12, . 1.8 28

300 Comparative Genome Analysis in the Integrated Microbial Genomes (IMG) System. Methods in
Molecular Biology, 2007, 395, 35-56. 0.4 28

301 A changing of the guard. Environmental Microbiology, 2009, 11, 551-553. 1.8 27
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303 Complete genome sequence of Streptosporangium roseum type strain (NI 9100T). Standards in Genomic
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Standards in Genomic Sciences, 2012, 6, 54-62. 1.5 27

306 Genome sequence of Rhizobium leguminosarum bv trifolii strain WSM1689, the microsymbiont of the
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307 Genome analysis of Desulfotomaculum gibsoniae strain GrollT a highly versatile Gram-positive
sulfate-reducing bacterium. Standards in Genomic Sciences, 2014, 9, 821-839. 1.5 27
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Lau et al. 2005. Standards in Genomic Sciences, 2016, 11, 37.
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MSystems, 2019, 4, . 1.7 27

310
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324 Parallel origins of the nucleosome core and eukaryotic transcription from Archaea. Journal of
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338 Complete genome sequence of the aquatic bacterium Runella slithyformis type strain (LSU 4T).
Standards in Genomic Sciences, 2012, 6, 145-154. 1.5 24
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345 The complete genome sequence of Clostridium indolis DSM 755T. Standards in Genomic Sciences, 2014,
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346 Draft Genome Sequence of <i>Frankia</i> sp. Strain DC12, an Atypical, Noninfective, Ineffective Isolate
from <i>Datisca cannabina</i>. Genome Announcements, 2015, 3, . 0.8 23

347 Draft Genome Sequences of Gammaproteobacterial Methanotrophs Isolated from Marine Ecosystems.
Genome Announcements, 2016, 4, . 0.8 23

348 Complete genome sequence of Halorhabdus utahensis type strain (AX-2T). Standards in Genomic
Sciences, 2009, 1, 218-225. 1.5 22

349 Complete genome sequence of Desulfohalobium retbaense type strain (HR100T). Standards in Genomic
Sciences, 2010, 2, 38-48. 1.5 22

350 Complete genome sequence of Leadbetterella byssophila type strain (4M15T). Standards in Genomic
Sciences, 2011, 4, 2-12. 1.5 22

351 Genome sequence of the filamentous, gliding Thiothrix nivea neotype strain (JP2T). Standards in
Genomic Sciences, 2011, 5, 398-406. 1.5 22

352 Complete genome sequence of Mycobacterium sp. strain (Spyr1) and reclassification to Mycobacterium
gilvum Spyr1. Standards in Genomic Sciences, 2011, 5, 144-153. 1.5 22

353 Genome Sequence of the Ethanol-Producing Zymomonas mobilis subsp. pomaceae Lectotype Strain
ATCC 29192. Journal of Bacteriology, 2011, 193, 5049-5050. 1.0 22

354 Complete genome sequence of the plant-associated Serratia plymuthica strain AS13. Standards in
Genomic Sciences, 2012, 7, 22-30. 1.5 22

355 Complete genome sequence of the sulfate-reducing firmicute Desulfotomaculum ruminis type strain
(DLT). Standards in Genomic Sciences, 2012, 7, 304-319. 1.5 22

356 Genome sequence of the Lotus spp. microsymbiont Mesorhizobium loti strain R7A. Standards in
Genomic Sciences, 2014, 9, 6. 1.5 22

357

Genome sequence of the mud-dwelling archaeon Methanoplanus limicola type strain (DSM 2279T),
reclassification of Methanoplanus petrolearius as Methanolacinia petrolearia and emended
descriptions of the genera Methanoplanus and Methanolacinia. Standards in Genomic Sciences, 2014,
9, 1076-1088.

1.5 22

358 Complete genome of Nitrosospira briensis C-128, an ammonia-oxidizing bacterium from agricultural
soil. Standards in Genomic Sciences, 2016, 11, 46. 1.5 22

359 A Functional Mini-Integrase in a Two-Protein Type V-C CRISPR System. Molecular Cell, 2019, 73, 727-737.e3. 4.5 22

360 A Comparison of Microbial Genome Web Portals. Frontiers in Microbiology, 2019, 10, 208. 1.5 22
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361 Complete genome sequence of Streptobacillus moniliformis type strain (9901T). Standards in Genomic
Sciences, 2009, 1, 300-307. 1.5 21

362 Complete genome sequence of the melanogenic marine bacterium Marinomonas mediterranea type
strain (MMB-1T).. Standards in Genomic Sciences, 2012, 6, 63-73. 1.5 21

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

364 Genome-guided analysis allows the identification of novel physiological traits in Trichococcus
species. BMC Genomics, 2020, 21, 24. 1.2 21

365 Thousands of small, novel genes predicted in global phage genomes. Cell Reports, 2022, 39, 110984. 2.9 21

366 Complete genome sequence of Slackia heliotrinireducens type strain (RHS 1T). Standards in Genomic
Sciences, 2009, 1, 234-241. 1.5 20

367 Complete genome sequence of Brachyspira murdochii type strain (56-150T). Standards in Genomic
Sciences, 2010, 2, 260-269. 1.5 20

368 Genome Sequence of Streptomyces viridosporus Strain T7A ATCC 39115, a Lignin-Degrading
Actinomycete. Genome Announcements, 2013, 1, . 0.8 20

369 Ten Years of Maintaining and Expanding a Microbial Genome and Metagenome Analysis System. Trends
in Microbiology, 2015, 23, 730-741. 3.5 20

370 RNA-Dependent Cysteine Biosynthesis in Bacteria and Archaea. MBio, 2017, 8, . 1.8 20

371 Complete genome sequence of Riemerella anatipestifer type strain (ATCC 11845). Standards in Genomic
Sciences, 2011, 4, 144-53. 1.5 20

372 Complete genome sequence of Meiothermus silvanus type strain (VI-R2T). Standards in Genomic
Sciences, 2010, 3, 37-46. 1.5 19

373 Complete genome sequence of Serratia plymuthica strain AS12. Standards in Genomic Sciences, 2012, 6,
165-173. 1.5 19

374 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, . 0.8 19

375 Molecular Dialogues between Early Divergent Fungi and Bacteria in an Antagonism versus a
Mutualism. MBio, 2020, 11, . 1.8 19

376
Complete genome sequence of the facultatively chemolithoautotrophic and methylotrophic alpha
Proteobacterium Starkeya novella type strain (ATCC 8093T). Standards in Genomic Sciences, 2012, 7,
44-58.

1.5 19

377 Genome of Methanocaldococcus (methanococcus) jannaschii. Methods in Enzymology, 2001, 330,
40-123. 0.4 18

378 Complete genome sequence of Thermocrinis albus type strain (HI 11/12T). Standards in Genomic
Sciences, 2010, 2, 194-202. 1.5 18
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379 Complete genome sequence of Spirochaeta smaragdinae type strain (SEBR 4228T). Standards in Genomic
Sciences, 2010, 3, 1-9. 1.5 18

380 Complete genome sequence of Marivirga tractuosa type strain (H-43T). Standards in Genomic Sciences,
2011, 4, 154-162. 1.5 18

381 The Earth Microbiome Project: The Meeting Report for the 1st International Earth Microbiome Project
Conference, Shenzhen, China, June 13th-15th 2011. Standards in Genomic Sciences, 2011, 5, 243-247. 1.5 18

382 High quality draft genome sequence of Olivibacter sitiensis type strain (AW-6T), a diphenol degrader
with genes involved in the catechol pathway. Standards in Genomic Sciences, 2014, 9, 783-793. 1.5 18

383
Novel heavy metal resistance gene clusters are present in the genome of Cupriavidus neocaledonicus
STM 6070, a new species of Mimosa pudica microsymbiont isolated from heavy-metal-rich mining site
soil. BMC Genomics, 2020, 21, 214.

1.2 18

384 Errors in Genome Reviews. , 1998, 281, 1453c-1453. 18

385 Methanococcus jannaschiiGenome: Revisited. Genome Science & Technology, 1996, 1, 329-338. 1.2 17

386 Complete genome sequence of Cryptobacterium curtum type strain (12-3T). Standards in Genomic
Sciences, 2009, 1, 93-100. 1.5 17

387 Complete genome sequence of Methanothermus fervidus type strain (V24ST). Standards in Genomic
Sciences, 2010, 3, 315-324. 1.5 17

388 Genome Sequence of the Ethene- and Vinyl Chloride-Oxidizing Actinomycete Nocardioides sp. Strain
JS614. Journal of Bacteriology, 2011, 193, 3399-3400. 1.0 17

389 Heterologous Expression and Characterization of Two 1-Hydroxy-2-Naphthoic Acid Dioxygenases from
Arthrobacter phenanthrenivorans. Applied and Environmental Microbiology, 2012, 78, 621-627. 1.4 17

390
Genome sequence of the Leisingera aquimarina type strain (DSM 24565T), a member of the marine
Roseobacter clade rich in extrachromosomal elements. Standards in Genomic Sciences, 2013, 8,
389-402.

1.5 17

391 Complete genome sequence of Mesorhizobium ciceri bv. biserrulae type strain (WSM1271T). Standards
in Genomic Sciences, 2013, 9, 462-472. 1.5 17

392 Genome of Methanoregula boonei 6A8 reveals adaptations to oligotrophic peatland environments.
Microbiology (United Kingdom), 2015, 161, 1572-1581. 0.7 17

393 Complete Genome Sequence of Anaeromyxobacter sp. Fw109-5, an Anaerobic, Metal-Reducing Bacterium
Isolated from a Contaminated Subsurface Environment. Genome Announcements, 2015, 3, . 0.8 17

394 Illuminating the Virosphere Through Global Metagenomics. Annual Review of Biomedical Data Science,
2021, 4, 369-391. 2.8 17

395 Nucleic acid-binding metabolic enzymes: Living fossils of stereochemical interactions?. Journal of
Molecular Evolution, 1995, 40, 564-569. 0.8 16

396 Complete genome sequence of Sanguibacter keddieii type strain (ST-74T). Standards in Genomic
Sciences, 2009, 1, 110-118. 1.5 16
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397 Complete genome sequence of Denitrovibrio acetiphilus type strain (N2460T). Standards in Genomic
Sciences, 2010, 2, 270-279. 1.5 16

398 Complete genome sequence of the gliding, heparinolytic Pedobacter saltans type strain (113T).
Standards in Genomic Sciences, 2011, 5, 30-40. 1.5 16

399 Genome sequence of the Antarctic rhodopsins-containing flavobacterium Gillisia limnaea type strain
(R-8282T). Standards in Genomic Sciences, 2012, 7, 107-119. 1.5 16

400
Complete genome sequence of the facultatively chemolithoautotrophic and methylotrophic alpha
Proteobacterium Starkeya novella type strain (ATCC 8093T). Standards in Genomic Sciences, 2012, 7,
44-58.

1.5 16

401 Complete genome sequence of Enterobacter sp. IIT-BT 08: A potential microbial strain for high rate
hydrogen production. Standards in Genomic Sciences, 2013, 9, 359-369. 1.5 16

402 High quality draft genome sequence of Flavobacterium rivuli type strain WB 3.3-2T (DSM 21788T), a
valuable source of polysaccharide decomposing enzymes. Standards in Genomic Sciences, 2015, 10, 46. 1.5 16

403 Draft genome sequence of Dethiobacter alkaliphilus strain AHT1T, a gram-positive sulfidogenic
polyextremophile. Standards in Genomic Sciences, 2017, 12, 57. 1.5 16

404 Structural and functional features of the intracellular amino terminus of DEG/ENaC ion channels.
Current Biology, 2001, 11, R205-R208. 1.8 15

405 Complete genome sequence of Ignisphaera aggregans type strain (AQ1.S1T). Standards in Genomic
Sciences, 2010, 3, 66-75. 1.5 15

406 Complete genome sequence of Weeksella virosa type strain (9751T). Standards in Genomic Sciences,
2011, 4, 81-90. 1.5 15

407
Complete Genome Sequence of Desulfurococcus fermentans, a Hyperthermophilic Cellulolytic
Crenarchaeon Isolated from a Freshwater Hot Spring in Kamchatka, Russia. Journal of Bacteriology,
2012, 194, 5703-5704.

1.0 15

408 Complete Genome of <i>Serratia</i> sp. Strain FGI 94, a Strain Associated with Leaf-Cutter Ant Fungus
Gardens. Genome Announcements, 2013, 1, e0023912. 0.8 15

409
Complete genome sequence of the marine methyl-halide oxidizing Leisingera methylohalidivorans type
strain (DSM 14336T), a representative of the Roseobacter clade. Standards in Genomic Sciences, 2013, 9,
128-141.

1.5 15

410
Complete Genome Sequences of <i>Caldicellulosiruptor</i> sp. Strain Rt8.B8,
<i>Caldicellulosiruptor</i> sp. Strain Wai35.B1, and â€œ <i>Thermoanaerobacter cellulolyticus</i> â€•.
Genome Announcements, 2015, 3, .

0.8 15

411 High quality draft genome sequence of Meganema perideroedes str. Gr1T and a proposal for its
reclassification to the family Meganemaceae fam. nov.. Standards in Genomic Sciences, 2015, 10, 23. 1.5 15

412
Permanent draft genome of Thermithiobacillus tepidarius DSM 3134T, a moderately thermophilic,
obligately chemolithoautotrophic member of the Acidithiobacillia. Standards in Genomic Sciences,
2016, 11, 74.

1.5 15

413 Metagenome Sequencing to Explore Phylogenomics of Terrestrial Cyanobacteria. Microbiology
Resource Announcements, 2021, 10, e0025821. 0.3 15

414 Dissecting the dominant hot spring microbial populations based on community-wide sampling at
single-cell genomic resolution. ISME Journal, 2022, 16, 1337-1347. 4.4 15
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415 Mechanisms of Specificity in mRNA Degradation: Autoregulation and Cognate Interactions. Journal of
Theoretical Biology, 1993, 163, 373-392. 0.8 14

416 Tetratrico-peptide-repeat proteins in the archaeon Methanococcus jannaschii. Trends in Biochemical
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417 Complete genome sequence of Capnocytophaga ochracea type strain (VPI 2845T). Standards in Genomic
Sciences, 2009, 1, 101-109. 1.5 14

418 Complete genome sequence of Jonesia denitrificans type strain (Prevot 55134T). Standards in Genomic
Sciences, 2009, 1, 262-269. 1.5 14

419 Complete genome sequence of Ferrimonas balearica type strain (PATT). Standards in Genomic Sciences,
2010, 3, 174-182. 1.5 14

420 Complete genome sequence of Thermosphaera aggregans type strain (M11TLT). Standards in Genomic
Sciences, 2010, 2, 245-259. 1.5 14

421 Complete genome sequence of Bacteroides helcogenes type strain (P 36-108T). Standards in Genomic
Sciences, 2011, 4, 45-53. 1.5 14

422 Complete genome sequence of Deinococcus maricopensis type strain (LB-34T). Standards in Genomic
Sciences, 2011, 4, 163-172. 1.5 14

423
Genome Sequence of Victivallis vadensis ATCC BAA-548, an Anaerobic Bacterium from the Phylum
Lentisphaerae, Isolated from the Human Gastrointestinal Tract. Journal of Bacteriology, 2011, 193,
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1.0 14

424 Complete genome sequence of the thermophilic sulfate-reducing ocean bacterium
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425 Complete genome sequence of the orange-red pigmented, radioresistant Deinococcus proteolyticus
type strain (MRPT). Standards in Genomic Sciences, 2012, 6, 240-250. 1.5 14

426 Toward a standard in structural genome annotation for prokaryotes. Standards in Genomic Sciences,
2015, 10, 45. 1.5 14

427 Draft Genome Sequence of the Moderately Halophilic Methanotroph Methylohalobius crimeensis
Strain 10Ki. Genome Announcements, 2015, 3, . 0.8 14

428 High quality draft genome of Nakamurella lactea type strain, a rock actinobacterium, and emended
description of Nakamurella lactea. Standards in Genomic Sciences, 2017, 12, 4. 1.5 14

429 Impact of Soil Salinity on the Cowpea Nodule-Microbiome and the Isolation of Halotolerant PGPR
Strains to Promote Plant Growth under Salinity Stress. Phytobiomes Journal, 2020, 4, 364-374. 1.4 14

430 Hymenobacter artigasi sp. nov., isolated from air sampling in maritime Antarctica. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4935-4941. 0.8 14

431 Complete genome sequence of Methanoplanus petrolearius type strain (SEBR 4847T). Standards in
Genomic Sciences, 2010, 3, 203-211. 1.5 14

432 Meeting Report from the Genomic Standards Consortium (GSC) Workshops 6 and 7. Standards in
Genomic Sciences, 2009, 1, 68-71. 1.5 13
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433 Complete genome sequence of Syntrophothermus lipocalidus type strain (TGB-C1T). Standards in
Genomic Sciences, 2010, 3, 268-275. 1.5 13

434 Complete genome sequence of Nitratifractor salsuginis type strain (E9I37-1T). Standards in Genomic
Sciences, 2011, 4, 322-330. 1.5 13

435 Complete genome sequence of the hyperthermophilic chemolithoautotroph Pyrolobus fumarii type
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436 Genome sequence of the soil bacterium Saccharomonospora azurea type strain (NA-128T). Standards in
Genomic Sciences, 2012, 6, 220-229. 1.5 13

437 Genome sequence of Ensifer meliloti strain WSM1022; a highly effective microsymbiont of the model
legume Medicago truncatula A17. Standards in Genomic Sciences, 2013, 9, 315-324. 1.5 13

438 Finished Genome of Zymomonas mobilis subsp. <i>mobilis</i> Strain CP4, an Applied Ethanol Producer.
Genome Announcements, 2014, 2, . 0.8 13

439 Partial genome sequence of the haloalkaliphilic soda lake bacterium Thioalkalivibrio thiocyanoxidans
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<i>Rhamnales</i>. Genome Announcements, 2016, 4, .

0.8 13

441 Paenibacillus aquistagni sp. nov., isolated from an artificial lake accumulating industrial wastewater.
Antonie Van Leeuwenhoek, 2017, 110, 1189-1197. 0.7 13
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443 Draft Genome Sequence of Methylocapsa palsarum NE2 T , an Obligate Methanotroph from Subarctic
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445 Complete genome sequence of Beutenbergia cavernae type strain (HKI 0122T). Standards in Genomic
Sciences, 2009, 1, 21-28. 1.5 12
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449 Genome sequence of the moderately thermophilic halophile Flexistipes sinusarabici strain (MAS10T).
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451 Genome sequence of Phaeobacter caeruleus type strain (DSM 24564T), a surface-associated member of
the marine Roseobacter clade. Standards in Genomic Sciences, 2013, 8, 403-419. 1.5 12

452 Complete genome sequence of Mesorhizobium opportunistum type strain WSM2075T. Standards in
Genomic Sciences, 2013, 9, 294-303. 1.5 12

453 Genome sequence of Ensifer sp. TW10; a Tephrosia wallichii (Biyani) microsymbiont native to the Indian
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454
Genome sequence of Phaeobacter daeponensis type strain (DSM 23529T), a facultatively anaerobic
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1.5 12

455 Genome sequence of the Lotus corniculatus microsymbiont Mesorhizobium loti strain R88B.
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456 Recombination should not be an afterthought. Nature Reviews Microbiology, 2020, 18, 606-606. 13.6 12
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464 High-quality-draft genome sequence of the yellow-pigmented flavobacterium Joostella marina type
strain (En5T). Standards in Genomic Sciences, 2013, 8, 37-46. 1.5 11
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Standards in Genomic Sciences, 2013, 8, 47-57. 1.5 11
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468
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1333-1345.
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470 High-quality permanent draft genome sequence of the Bradyrhizobium elkanii type strain USDA 76T,
isolated from Glycine max (L.) Merr. Standards in Genomic Sciences, 2017, 12, 26. 1.5 11

471 Complete genome sequence of Ilyobacter polytropus type strain (CuHbu1T). Standards in Genomic
Sciences, 2010, 3, 304-314. 1.5 10
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Announcements, 2016, 4, .
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486 Hymenobacter caeli sp. nov., an airborne bacterium isolated from King George Island, Antarctica.
International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 10
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Pseudomonas vranovensis DSM 16006T: taxonomic considerations. Access Microbiology, 2019, 1,
e000067.
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International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 3744-3751.
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491 Non-contiguous finished genome sequence of Bacteroides coprosuis type strain (PC139T). Standards in
Genomic Sciences, 2011, 4, 233-243. 1.5 9
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