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Sciences, 2010, 2, 220-227. 1.5 34

168 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

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

170 A call for standardized classification of metagenome projects. Environmental Microbiology, 2010, 12,
1803-1805. 3.8 33

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

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

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

174 Discovery of Novel Plant Interaction Determinants from the Genomes of 163 Root Nodule Bacteria.
Scientific Reports, 2015, 5, 16825. 3.3 33

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

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

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

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

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

180 Complete genome sequence of Ferroglobus placidus AEDII12DO. Standards in Genomic Sciences, 2011, 5,
50-60. 1.5 32
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181
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.

3.8 32

182 Complete genome sequence of Halomicrobium mukohataei type strain (arg-2T). Standards in Genomic
Sciences, 2009, 1, 270-277. 1.5 31

183 Complete genome sequence of Planctomyces limnophilus type strain (MÃ¼ 290T). Standards in Genomic
Sciences, 2010, 3, 47-56. 1.5 31

184 Complete genome sequence of Acidaminococcus fermentans type strain (VR4T). Standards in Genomic
Sciences, 2010, 3, 1-14. 1.5 31

185 Estimating DNA coverage and abundance in metagenomes using a gamma approximation.
Bioinformatics, 2010, 26, 295-301. 4.1 31

186 Complete genome sequence of Arthrobacter phenanthrenivorans type strain (Sphe3). Standards in
Genomic Sciences, 2011, 4, 123-130. 1.5 31

187 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, 449-468. 1.5 31

188 Draft Genome Sequences of 10 Strains of the Genus <i>Exiguobacterium</i>. Genome Announcements,
2014, 2, . 0.8 31

189 Complete genome sequence of Atopobium parvulum type strain (IPP 1246T). Standards in Genomic
Sciences, 2009, 1, 166-173. 1.5 30

190 Complete genome sequence of Paludibacter propionicigenes type strain (WB4T). Standards in Genomic
Sciences, 2011, 4, 36-44. 1.5 30

191 Complete genome sequence of Polynucleobacter necessarius subsp. asymbioticus type strain
(QLW-P1DMWA-1T). Standards in Genomic Sciences, 2012, 6, 1-14. 1.5 30

192
High quality draft genome sequences of Pseudomonas fulva DSM 17717T, Pseudomonas parafulva DSM
17004T and Pseudomonas cremoricolorata DSM 17059T type strains. Standards in Genomic Sciences,
2016, 11, 55.

1.5 30

193 Absence of genome reduction in diverse, facultative endohyphal bacteria. Microbial Genomics, 2017, 3,
e000101. 2.0 30

194 Complete genome sequence of Sulfurospirillum deleyianum type strain (5175T). Standards in Genomic
Sciences, 2010, 2, 149-157. 1.5 29

195 The biogeographic differentiation of algal microbiomes in the upper ocean from pole to pole. Nature
Communications, 2021, 12, 5483. 12.8 29

196 Complete genome sequence of Kangiella koreensis type strain (SW-125T). Standards in Genomic
Sciences, 2009, 1, 226-233. 1.5 28

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

198 Complete genome sequence of Cellulophaga algicola type strain (IC166T). Standards in Genomic
Sciences, 2011, 4, 72-80. 1.5 28
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199 Genome and Transcriptome of Clostridium phytofermentans, Catalyst for the Direct Conversion of
Plant Feedstocks to Fuels. PLoS ONE, 2015, 10, e0118285. 2.5 28

200 Complete genome sequence of Sphaerobacter thermophilus type strain (S 6022T). Standards in
Genomic Sciences, 2010, 2, 49-56. 1.5 27

201 Complete genome sequence of Streptosporangium roseum type strain (NI 9100T). Standards in Genomic
Sciences, 2010, 2, 29-37. 1.5 27

202 Complete genome sequence of the rapeseed plant-growth promoting Serratia plymuthica strain AS9.
Standards in Genomic Sciences, 2012, 6, 54-62. 1.5 27

203 Genome sequence of Rhizobium leguminosarum bv trifolii strain WSM1689, the microsymbiont of the
one flowered clover Trifolium uniflorum. Standards in Genomic Sciences, 2013, 9, 527-539. 1.5 27

204

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

205 Complete genome sequence of Archaeoglobus profundus type strain (AV18T). Standards in Genomic
Sciences, 2010, 2, 327-346. 1.5 26

206 Complete genome sequence of Gordonia bronchialis type strain (3410T). Standards in Genomic
Sciences, 2010, 2, 19-28. 1.5 26

207 Complete genome sequence of Haliscomenobacter hydrossis type strain (OT). Standards in Genomic
Sciences, 2011, 4, 352-360. 1.5 26

208 Genome sequence of the moderately thermophilic, amino-acid-degrading and sulfur-reducing
bacterium Thermovirga lienii type strain (Cas60314T). Standards in Genomic Sciences, 2012, 6, 230-239. 1.5 26

209 Genome sequence of the homoacetogenic bacterium Holophaga foetida type strain (TMBS4T).
Standards in Genomic Sciences, 2012, 6, 174-184. 1.5 26

210 Complete genome sequence of Halorhodospira halophila SL1. Standards in Genomic Sciences, 2013, 8,
206-214. 1.5 26

211 Non-contiguous finished genome sequence of plant-growth promoting Serratia proteamaculans S4.
Standards in Genomic Sciences, 2013, 8, 441-449. 1.5 26

212
Genome sequence of Phaeobacter inhibens type strain (T5T), 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, 334-350.

1.5 26

213 Transfer RNAs with novel cloverleaf structures. Nucleic Acids Research, 2017, 45, gkw898. 14.5 26

214 Complete genome sequence of Desulfurivibrio alkaliphilus strain AHT2T, a haloalkaliphilic sulfidogen
from Egyptian hypersaline alkaline lakes. Standards in Genomic Sciences, 2016, 11, 67. 1.5 26

215 Complete genome sequence of Pedobacter heparinus type strain (HIM 762-3T). Standards in Genomic
Sciences, 2009, 1, 54-62. 1.5 25

216 Complete genome sequence of Anaerococcus prevotii type strain (PC1T). Standards in Genomic
Sciences, 2009, 1, 159-165. 1.5 25
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217 Complete genome sequence of Dyadobacter fermentans type strain (NS114T). Standards in Genomic
Sciences, 2009, 1, 133-140. 1.5 25

218 Complete genome sequence of the acetate-degrading sulfate reducer Desulfobacca acetoxidans type
strain (ASRB2T). Standards in Genomic Sciences, 2011, 4, 393-401. 1.5 25

219 Complete genome sequence of Catenulispora acidiphila type strain (ID 139908T). Standards in Genomic
Sciences, 2009, 1, 119-125. 1.5 24

220 Complete genome sequence of Leptotrichia buccalis type strain (C-1013-bT). Standards in Genomic
Sciences, 2009, 1, 126-132. 1.5 24

221 Complete genome sequence of Saccharomonospora viridis type strain (P101T). Standards in Genomic
Sciences, 2009, 1, 141-149. 1.5 24

222 Complete genome sequence of Conexibacter woesei type strain (ID131577T). Standards in Genomic
Sciences, 2010, 2, 212-219. 1.5 24

223 Complete genome sequence of Acetohalobium arabaticum type strain (Z-7288T). Standards in Genomic
Sciences, 2010, 3, 57-65. 1.5 24

224 Complete genome sequence of Alicyclobacillus acidocaldarius type strain (104-IAT). Standards in
Genomic Sciences, 2010, 2, 9-18. 1.5 24

225 High-Quality Draft Genome Sequence of the Opitutaceae Bacterium Strain TAV1, a Symbiont of the
Wood-Feeding Termite Reticulitermes flavipes. Journal of Bacteriology, 2012, 194, 2744-2745. 2.2 24

226 Complete genome sequence of the aquatic bacterium Runella slithyformis type strain (LSU 4T).
Standards in Genomic Sciences, 2012, 6, 145-154. 1.5 24

227 Functional Metagenomics of Spacecraft Assembly Cleanrooms: Presence of Virulence Factors
Associated with Human Pathogens. Frontiers in Microbiology, 2016, 7, 1321. 3.5 24

228 Complete genome sequence of Halogeometricum borinquense type strain (PR3T). Standards in Genomic
Sciences, 2009, 1, 150-158. 1.5 23

229 Complete genome sequence of Thermanaerovibrio acidaminovorans type strain (Su883T). Standards in
Genomic Sciences, 2009, 1, 254-261. 1.5 23

230 Complete genome sequence of Stackebrandtia nassauensis type strain (LLR-40K-21T). Standards in
Genomic Sciences, 2009, 1, 292-299. 1.5 23

231 Complete genome sequence of Thermobispora bispora type strain (R51T). Standards in Genomic
Sciences, 2010, 2, 318-326. 1.5 23

232 Complete genome sequence of the gliding freshwater bacterium Fluviicola taffensis type strain
(RW262T). Standards in Genomic Sciences, 2011, 5, 21-29. 1.5 23

233 Complete genome sequence of the moderately thermophilic mineral-sulfide-oxidizing firmicute
Sulfobacillus acidophilus type strain (NALT). Standards in Genomic Sciences, 2012, 6, 293-303. 1.5 23

234 The complete genome sequence of Clostridium indolis DSM 755T. Standards in Genomic Sciences, 2014,
9, 1089-1104. 1.5 23
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235 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

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

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

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

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

240 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

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

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

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

244

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

245 Complete Genome Sequence of the Opitutaceae Bacterium Strain TAV5, a Potential Facultative
Methylotroph of the Wood-Feeding Termite Reticulitermes flavipes. Genome Announcements, 2015, 3, . 0.8 22

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

247 A Comparison of Microbial Genome Web Portals. Frontiers in Microbiology, 2019, 10, 208. 3.5 22

248 Complete genome sequence of Streptobacillus moniliformis type strain (9901T). Standards in Genomic
Sciences, 2009, 1, 300-307. 1.5 21

249 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

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

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

252 Complete genome sequence of Brachyspira murdochii type strain (56-150T). Standards in Genomic
Sciences, 2010, 2, 260-269. 1.5 20
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253 Genome Sequence of Streptomyces viridosporus Strain T7A ATCC 39115, a Lignin-Degrading
Actinomycete. Genome Announcements, 2013, 1, . 0.8 20

254 Ten Years of Maintaining and Expanding a Microbial Genome and Metagenome Analysis System. Trends
in Microbiology, 2015, 23, 730-741. 7.7 20

255 RNA-Dependent Cysteine Biosynthesis in Bacteria and Archaea. MBio, 2017, 8, . 4.1 20

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

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

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

259 Molecular Dialogues between Early Divergent Fungi and Bacteria in an Antagonism versus a
Mutualism. MBio, 2020, 11, . 4.1 19

260
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

261 Complete genome sequence of Thermocrinis albus type strain (HI 11/12T). Standards in Genomic
Sciences, 2010, 2, 194-202. 1.5 18

262 Complete genome sequence of Spirochaeta smaragdinae type strain (SEBR 4228T). Standards in Genomic
Sciences, 2010, 3, 1-9. 1.5 18

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

264
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.

2.8 18

265 Genome Analysis of a Verrucomicrobial Endosymbiont With a Tiny Genome Discovered in an Antarctic
Lake. Frontiers in Microbiology, 2021, 12, 674758. 3.5 18

266 Deeplasmid: deep learning accurately separates plasmids from bacterial chromosomes. Nucleic Acids
Research, 2022, 50, e17-e17. 14.5 18

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

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

269
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

270 Complete genome sequence of Mesorhizobium ciceri bv. biserrulae type strain (WSM1271T). Standards
in Genomic Sciences, 2013, 9, 462-472. 1.5 17
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271 Complete genome sequence of Sanguibacter keddieii type strain (ST-74T). Standards in Genomic
Sciences, 2009, 1, 110-118. 1.5 16

272 Complete genome sequence of Denitrovibrio acetiphilus type strain (N2460T). Standards in Genomic
Sciences, 2010, 2, 270-279. 1.5 16

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

274 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

275
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

276 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

277 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

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

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

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

281
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

282
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

283 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

284
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

285 Complete genome sequence of Capnocytophaga ochracea type strain (VPI 2845T). Standards in Genomic
Sciences, 2009, 1, 101-109. 1.5 14

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

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

288 Complete genome sequence of Thermosphaera aggregans type strain (M11TLT). Standards in Genomic
Sciences, 2010, 2, 245-259. 1.5 14
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289 Complete genome sequence of Bacteroides helcogenes type strain (P 36-108T). Standards in Genomic
Sciences, 2011, 4, 45-53. 1.5 14

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

291 Complete genome sequence of the thermophilic sulfate-reducing ocean bacterium
Thermodesulfatator indicus type strain (CIR29812T). Standards in Genomic Sciences, 2012, 6, 155-164. 1.5 14

292 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

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

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

295 The role of zinc in the adaptive evolution of polar phytoplankton. Nature Ecology and Evolution,
2022, 6, 965-978. 7.8 14

296 Complete genome sequence of Syntrophothermus lipocalidus type strain (TGB-C1T). Standards in
Genomic Sciences, 2010, 3, 268-275. 1.5 13

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

298 Complete genome sequence of the hyperthermophilic chemolithoautotroph Pyrolobus fumarii type
strain (1AT). Standards in Genomic Sciences, 2011, 4, 381-392. 1.5 13

299 Genome sequence of the soil bacterium Saccharomonospora azurea type strain (NA-128T). Standards in
Genomic Sciences, 2012, 6, 220-229. 1.5 13

300 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

301 Partial genome sequence of the haloalkaliphilic soda lake bacterium Thioalkalivibrio thiocyanoxidans
ARh 2T. Standards in Genomic Sciences, 2015, 10, 85. 1.5 13

302
Draft Genome Sequence of <i>Frankia</i> Strain G2, a Nitrogen-Fixing Actinobacterium Isolated from
<i>Casuarina equisetifolia</i> and Able To Nodulate Actinorhizal Plants of the Order
<i>Rhamnales</i>. Genome Announcements, 2016, 4, .

0.8 13

303 Draft Genome Sequence of Methylocapsa palsarum NE2 T , an Obligate Methanotroph from Subarctic
Soil. Genome Announcements, 2017, 5, . 0.8 13

304 Complete genome sequence of Beutenbergia cavernae type strain (HKI 0122T). Standards in Genomic
Sciences, 2009, 1, 21-28. 1.5 12

305 Complete genome sequence of Thermosediminibacter oceani type strain (JW/IW-1228PT). Standards in
Genomic Sciences, 2010, 3, 108-116. 1.5 12

306 Complete genome sequence of Hydrogenobacter thermophilus type strain (TK-6T). Standards in
Genomic Sciences, 2011, 4, 131-143. 1.5 12
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307 Complete genome sequence of Hirschia baltica type strain (IFAM 1418T). Standards in Genomic Sciences,
2011, 5, 287-297. 1.5 12

308 Genome sequence of the moderately thermophilic halophile Flexistipes sinusarabici strain (MAS10T).
Standards in Genomic Sciences, 2011, 5, 86-96. 1.5 12

309 Complete genome sequence of the bile-resistant pigment-producing anaerobe Alistipes finegoldii type
strain (AHN2437T). Standards in Genomic Sciences, 2013, 8, 26-36. 1.5 12

310 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

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

312 Genome sequence of Ensifer sp. TW10; a Tephrosia wallichii (Biyani) microsymbiont native to the Indian
Thar Desert. Standards in Genomic Sciences, 2013, 9, 304-314. 1.5 12

313
Genome sequence of Phaeobacter daeponensis type strain (DSM 23529T), a facultatively anaerobic
bacterium isolated from marine sediment, and emendation of Phaeobacter daeponensis. Standards in
Genomic Sciences, 2013, 9, 142-159.

1.5 12

314 Genome sequence of the Lotus corniculatus microsymbiont Mesorhizobium loti strain R88B.
Standards in Genomic Sciences, 2014, 9, 3. 1.5 12

315 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. 1.5 12

316 Complete genome sequence of Kribbella flavida type strain (IFO 14399T). Standards in Genomic Sciences,
2010, 2, 185-192. 1.5 11

317 Complete genome sequence of â€˜Thermobaculum terrenumâ€™ type strain (YNP1T). Standards in Genomic
Sciences, 2010, 3, 153-162. 1.5 11

318 Complete genome sequence of Syntrophobotulus glycolicus type strain (FlGlyRT). Standards in
Genomic Sciences, 2011, 4, 371-380. 1.5 11

319 Complete genome sequence of Desulfurispirillum indicum strain S5T. Standards in Genomic Sciences,
2011, 5, 371-378. 1.5 11

320
Complete genome sequence of the thermophilic sulfur-reducer Desulfurobacterium
thermolithotrophum type strain (BSAT) from a deep-sea hydrothermal vent. Standards in Genomic
Sciences, 2011, 5, 407-415.

1.5 11

321 Complete genome sequence of Bacteroides salanitronis type strain (BL78T). Standards in Genomic
Sciences, 2011, 4, 191-199. 1.5 11

322 Genome sequence of the orange-pigmented seawater bacterium Owenweeksia hongkongensis type
strain (UST20020801T). Standards in Genomic Sciences, 2012, 7, 120-130. 1.5 11

323
Complete genome sequence of Thermovibrio ammonificans HB-1T, a thermophilic,
chemolithoautotrophic bacterium isolated from a deep-sea hydrothermal vent. Standards in Genomic
Sciences, 2012, 7, 82-90.

1.5 11

324 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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325 Complete genome sequence of the moderate thermophile Anaerobaculum mobile type strain (NGAT).
Standards in Genomic Sciences, 2013, 8, 47-57. 1.5 11

326 Genome sequence of the free-living aerobic spirochete Turneriella parva type strain (HT), and
emendation of the species Turneriella parva. Standards in Genomic Sciences, 2013, 8, 228-238. 1.5 11

327 Complete genome sequence of Mesorhizobium australicum type strain (WSM2073T). Standards in
Genomic Sciences, 2013, 9, 410-419. 1.5 11

328 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

329 Complete genome sequence of Ilyobacter polytropus type strain (CuHbu1T). Standards in Genomic
Sciences, 2010, 3, 304-314. 1.5 10

330 Complete genome sequence of Vulcanisaeta distributa type strain (IC-017T). Standards in Genomic
Sciences, 2010, 3, 117-125. 1.5 10

331 Complete genome sequence of Thermaerobacter marianensis type strain (7p75aT). Standards in Genomic
Sciences, 2010, 3, 337-345. 1.5 10

332 Complete genome sequence of Xylanimonas cellulosilytica type strain (XIL07T). Standards in Genomic
Sciences, 2010, 2, 1-8. 1.5 10

333 Complete genome sequence of Segniliparus rotundus type strain (CDC 1076T). Standards in Genomic
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Sciences, 2011, 4, 173-182. 1.5 10

335 Complete genome sequence of Calditerrivibrio nitroreducens type strain (Yu37-1T). Standards in
Genomic Sciences, 2011, 4, 54-62. 1.5 10

336 Complete genome sequence of Tsukamurella paurometabola type strain (no. 33T). Standards in Genomic
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ruestringensis type strain (B1T). Standards in Genomic Sciences, 2012, 6, 185-193. 1.5 10

338 Complete genome sequence of Marinomonas posidonica type strain (IVIA-Po-181T). Standards in
Genomic Sciences, 2012, 7, 31-43. 1.5 10

339 Genome sequence of the clover-nodulating Rhizobium leguminosarum bv. trifolii strain TA1.
Standards in Genomic Sciences, 2013, 9, 243-253. 1.5 10
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in Genomic Sciences, 2017, 12, 46. 1.5 10
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High-quality draft genome sequences of Pseudomonas monteilii DSM 14164T, Pseudomonas mosselii
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Pseudomonas vranovensis DSM 16006T: taxonomic considerations. Access Microbiology, 2019, 1,
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343 Permanent draft genome sequence of Dethiosulfovibrio peptidovorans type strain (SEBR 4207T).
Standards in Genomic Sciences, 2010, 3, 85-92. 1.5 9

344 Non-contiguous finished genome sequence of Aminomonas paucivorans type strain (GLU-3T).
Standards in Genomic Sciences, 2010, 3, 285-293. 1.5 9

345 Non-contiguous finished genome sequence of Bacteroides coprosuis type strain (PC139T). Standards in
Genomic Sciences, 2011, 4, 233-243. 1.5 9

346 Complete genome sequence of Halopiger xanaduensis type strain (SH-6T). Standards in Genomic
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347 Genome sequence of the phage-gene rich marine Phaeobacter arcticus type strain DSM 23566T.
Standards in Genomic Sciences, 2013, 8, 450-464. 1.5 9

348 Genome sequence of the Lebeckia ambigua-nodulating â€œBurkholderia sprentiaeâ€• strain WSM5005T.
Standards in Genomic Sciences, 2013, 9, 385-394. 1.5 9
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1.5 9
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coronarium microsymbiont from Sassari, Italy. Standards in Genomic Sciences, 2015, 10, 44. 1.5 9

351
Genome Sequence of <i>Porticoccus hydrocarbonoclasticus</i> Strain MCTG13d, an Obligate
Polycyclic Aromatic Hydrocarbon-Degrading Bacterium Associated with Marine Eukaryotic
Phytoplankton. Genome Announcements, 2015, 3, .

0.8 9

352
Complete genome sequence of Jiangella gansuensis strain YIM 002T (DSM 44835T), the type species of
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21.
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1.5 8

358 Genome sequence and emended description of Leisingera nanhaiensis strain DSM 24252T isolated from
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359 High quality draft genome sequence of Leucobacter chironomi strain MM2LBT (DSM 19883T) isolated
from a Chironomus sp. egg mass. Standards in Genomic Sciences, 2015, 10, 21. 1.5 8

360 Genome Sequence of <i>Arenibacter algicola</i> Strain TG409, a Hydrocarbon-Degrading Bacterium
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361 Draft Genome Sequence of Heavy Metal-Resistant Cupriavidus alkaliphilus ASC-732 T , Isolated from
Agave Rhizosphere in the Northeast of Mexico. Genome Announcements, 2016, 4, . 0.8 8

362
Genomics, Exometabolomics, and Metabolic Probing Reveal Conserved Proteolytic Metabolism of
Thermoflexus hugenholtzii and Three Candidate Species From China and Japan. Frontiers in
Microbiology, 2021, 12, 632731.

3.5 8
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367 Genome sequence of the Listia angolensis microsymbiont Microvirga lotononidis strain WSM3557T.
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High-quality permanent draft genome sequence of Ensifer sp. PC2, isolated from a nitrogen-fixing root
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2016, 11, 43.

1.5 7

371 High-quality draft genome sequence of the Thermus amyloliquefaciens type strain YIM 77409T with an
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372 Draft genome of Paraburkholderia caballeronis TNe-841T, a free-living, nitrogen-fixing, tomato
plant-associated bacterium. Standards in Genomic Sciences, 2017, 12, 80. 1.5 7

373 Complete genome sequence of Tolumonas auensis type strain (TA 4T). Standards in Genomic Sciences,
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374 Genome sequence of Burkholderia mimosarum strain LMG 23256T, a Mimosa pigra microsymbiont from
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375 Genome sequence of Ensifer arboris strain LMG 14919T; a microsymbiont of the legume Prosopis
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377 High-quality permanent draft genome sequence of the Parapiptadenia rigida-nodulating Cupriavidus sp.
strain UYPR2.512. Standards in Genomic Sciences, 2015, 10, 13. 1.5 6
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High quality draft genome sequence and analysis of Pontibacter roseus type strain SRC-1T (DSM 17521T)
isolated from muddy waters of a drainage system in Chandigarh, India. Standards in Genomic Sciences,
2015, 10, 8.
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379 Genome Sequence of <i>Halomonas</i> sp. Strain MCTG39a, a Hydrocarbon-Degrading and
Exopolymeric Substance-Producing Bacterium. Genome Announcements, 2015, 3, . 0.8 6
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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

381 High-quality-draft genome sequence of the fermenting bacterium Anaerobium acetethylicum type
strain GluBS11T (DSM 29698). Standards in Genomic Sciences, 2017, 12, 24. 1.5 6

382 Metagenomes and metatranscriptomes from boreal potential and actual acid sulfate soil materials.
Scientific Data, 2019, 6, 207. 5.3 6
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Complete Genome Sequence for <i>Asinibacterium</i> sp. Strain OR53 and Draft Genome Sequence for
<i>Asinibacterium</i> sp. Strain OR43, Two Bacteria Tolerant to Uranium. Microbiology Resource
Announcements, 2019, 8, .
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387 High-quality permanent draft genome sequence of the Lebeckia ambigua-nodulating Burkholderia sp.
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High-quality permanent draft genome sequence of the extremely osmotolerant diphenol degrading
bacterium Halotalea alkalilenta AW-7T, and emended description of the genus Halotalea. Standards in
Genomic Sciences, 2015, 10, 52.

1.5 5

389
Complete genome sequence of Thioalkalivibrio paradoxus type strain ARh 1T, an obligately
chemolithoautotrophic haloalkaliphilic sulfur-oxidizing bacterium isolated from a Kenyan soda lake.
Standards in Genomic Sciences, 2015, 10, 105.

1.5 5
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High-quality permanent draft genome sequence of Bradyrhizobium sp. Tv2a.2, a microsymbiont of
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2015, 10, 27.
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Endophyte of Actinorhizal Root Nodules of Casuarina glauca. Genome Announcements, 2016, 4, . 0.8 5
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YIM 77401, Isolates from Tengchong, China. Genome Announcements, 2016, 4, . 0.8 5
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396 Draft Genome Sequence of Pseudomonas azotifigens Strain DSM 17556 T (6H33b T ), a Nitrogen Fixer
Strain Isolated from a Compost Pile. Genome Announcements, 2013, 1, . 0.8 4
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397
Complete Genome Sequence of the Hyperthermophilic Sulfate-Reducing Bacterium
<i>Thermodesulfobacterium geofontis</i> OPF15 <sup>T</sup>. Genome Announcements, 2013, 1,
e0016213.

0.8 4

398 Genome sequence of the chemoheterotrophic soil bacterium Saccharomonospora cyanea type strain
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399 Genome sequence of the clover-nodulating Rhizobium leguminosarum bv. trifolii strain SRDI565..
Standards in Genomic Sciences, 2013, 9, 220-231. 1.5 4
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Genome Sequence of Polycyclovorans algicola Strain TG408, an Obligate Polycyclic Aromatic
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Announcements, 2015, 3, .

0.8 4
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drought-tolerant microsymbiont of Phaseolus vulgaris. Standards in Genomic Sciences, 2015, 10, 34. 1.5 4

406 Genomic Prospecting for Microbial Biodiesel Production. , 0, , 405-418. 4
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408 Permanent draft genome sequence of the gliding predator Saprospira grandis strain Sa g1 (= HR1).
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409 Genome sequence of the Trifolium rueppellianum -nodulating Rhizobium leguminosarum bv. trifolii
strain WSM2012.. Standards in Genomic Sciences, 2013, 9, 283-293. 1.5 3
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Sciences, 2013, 9, 273-282. 1.5 3
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414 Genome sequence of the dark pink pigmented Listia bainesii microsymbiont Methylobacterium sp.
WSM2598. Standards in Genomic Sciences, 2014, 9, 5. 1.5 3
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415 Genome sequence of the Medicago-nodulating Ensifer meliloti commercial inoculant strain RRI128.
Standards in Genomic Sciences, 2014, 9, 602-613. 1.5 3

416 Genome sequence of the Wenxinia marina type strain (DSM 24838T), a representative of the
Roseobacter group isolated from oilfield sediments. Standards in Genomic Sciences, 2014, 9, 855-865. 1.5 3

417 High-quality draft genome sequence of Gracilimonas tropica CL-CB462T (DSM 19535T), isolated from a
Synechococcus culture. Standards in Genomic Sciences, 2015, 10, 98. 1.5 3

418
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.

1.5 3

419 Genome sequence of Bradyrhizobium sp. WSM1253; a microsymbiont of Ornithopus compressus from
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420 Permanent Draft Genome Sequence of Nocardia sp. BMG111209, an Actinobacterium Isolated from
Nodules of Casuarina glauca. Genome Announcements, 2016, 4, . 0.8 3

421
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

422 Complete Genome Sequence of <i>Nitrosomonas cryotolerans</i> ATCC 49181, a Phylogenetically
Distinct Ammonia-Oxidizing Bacterium Isolated from Arctic Waters. Genome Announcements, 2017, 5, . 0.8 3
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426 Draft Genome of Burkholderia cenocepacia TAtl-371, a Strain from the Burkholderia cepacia Complex
Retains Antagonism in Different Carbon and Nitrogen Sources. Current Microbiology, 2019, 76, 566-574. 2.2 3

427 Genome sequence of the flexirubin-pigmented soil bacterium Niabella soli type strain (JS13-8T).
Standards in Genomic Sciences, 2012, 7, 210-220. 1.5 2

428 Genome sequence of Ensifer medicae strain WSM1115; an acid-tolerant Medicago-nodulating
microsymbiont from Samothraki, Greece. Standards in Genomic Sciences, 2013, 9, 514-526. 1.5 2

429 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

430 High quality draft genome sequence of Brachymonas chironomi AIMA4T (DSM 19884T) isolated from a
Chironomus sp. egg mass. Standards in Genomic Sciences, 2015, 10, 29. 1.5 2
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Partial genome sequence of Thioalkalivibrio thiocyanodenitrificans ARhD 1T, a
chemolithoautotrophic haloalkaliphilic sulfur-oxidizing bacterium capable of complete
denitrification. Standards in Genomic Sciences, 2015, 10, 84.
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433 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. 1.5 2

434 High-quality permanent draft genome sequence of the Mimosa asperata - nodulating Cupriavidus sp.
strain AMP6. Standards in Genomic Sciences, 2015, 10, 80. 1.5 2

435
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.

1.5 2

436 High-Quality draft genome sequence of the Lotus spp. microsymbiont Mesorhizobium loti strain
CJ3Sym. Standards in Genomic Sciences, 2015, 10, 54. 1.5 2

437 Application of Long Sequence Reads To Improve Genomes for Clostridium thermocellum AD2,
Clostridium thermocellum LQRI, and Pelosinus fermentans R7. Genome Announcements, 2016, 4, . 0.8 2

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

439
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

440 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

441
Permanent Draft Genome Sequence of Desulfurococcus amylolyticus Strain Z-533 <sup>T</sup> , a
Peptide and Starch Degrader Isolated from Thermal Springs in the Kamchatka Peninsula and Kunashir
Island, Russia. Genome Announcements, 2017, 5, .
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442 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

443 High-Quality Draft Genome Sequence of the Siderophilic and Thermophilic <i>Leptolyngbyaceae</i>
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444 Metagenomes and Metatranscriptomes of a Glucose-Amended Agricultural Soil. Microbiology
Resource Announcements, 2020, 9, . 0.6 2
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The Genome of the Acid Soil-Adapted Strain Rhizobium favelukesii OR191 Encodes Determinants for
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Host. Frontiers in Microbiology, 2022, 13, 735911.

3.5 2

446 SOP for pathway inference in Integrated Microbial Genomes (IMG). Standards in Genomic Sciences,
2010, 5, 420-423. 1.5 1

447 Genome sequence of Ensifer medicae strain WSM1369; an effective microsymbiont of the annual
legume Medicago sphaerocarpos. Standards in Genomic Sciences, 2013, 9, 420-430. 1.5 1

448 High-quality permanent draft genome sequence of the Lebeckia - nodulating Burkholderia dilworthii
strain WSM3556T. Standards in Genomic Sciences, 2015, 10, 64. 1.5 1

449 High-quality permanent draft genome sequence of Bradyrhizobium sp. strain WSM1743 - an effective
microsymbiont of an Indigofera sp. growing in Australia. Standards in Genomic Sciences, 2015, 10, 87. 1.5 1

450
Genome sequence of the pinkâ€“pigmented marine bacterium Loktanella hongkongensis type strain
(UST950701â€“009PT), a representative of the Roseobacter group. Standards in Genomic Sciences, 2015, 10,
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451 High quality draft genome sequence of Corynebacterium ulceribovis type strain IMMIB-L1395T (DSM) Tj ET
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BT /Overlock 10 Tf 50 742 Td (45146T). Standards in Genomic Sciences, 2015, 10, 50.1.5 1

452
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.

1.5 1

453 Genome Sequence of Marinobacter sp. Strain MCTG268 Isolated from the Cosmopolitan Marine Diatom
Skeletonema costatum. Genome Announcements, 2016, 4, . 0.8 1

454 Genome Sequence of <i>Roseovarius</i> sp. Strain MCTG156(2b) Isolated from a Phytoplankton Net
Trawl on the Scottish West Coast. Genome Announcements, 2017, 5, . 0.8 1

455 Draft genome sequence of Marinobacterium rhizophilum CL-YJ9T (DSM 18822T), isolated from the
rhizosphere of the coastal tidal-flat plant Suaeda japonica. Standards in Genomic Sciences, 2017, 12, 65. 1.5 1

456 Complete Genome Sequence of Thermoanaerobacterium sp. Strain RBIITD, a Butyrate- and
Butanol-Producing Thermophile. Genome Announcements, 2018, 6, . 0.8 1

457 Complete Genome Sequence of Serratia quinivorans Strain 124R, a Facultative Anaerobe Isolated on
Organosolv Lignin as a Sole Carbon Source. Microbiology Resource Announcements, 2019, 8, . 0.6 1

458 Metagenomes from Experimental Hydrologic Manipulation of Restored Coastal Plain Wetland Soils
(Tyrell County, North Carolina). Microbiology Resource Announcements, 2020, 9, . 0.6 1

459 Draft Genome Sequence of Yokenella regensburgei Strain WCD67, Isolated from the Boxelder Bug.
Microbiology Resource Announcements, 2020, 9, . 0.6 1

460 Metatranscriptomic Sequencing of a Cyanobacterial Soil-Surface Consortium with and without a
Diverse Underlying Soil Microbiome. Microbiology Resource Announcements, 2020, 9, . 0.6 1

461 Complete genome sequence of Mesorhizobium australicum type strain (WSM2073T). Standards in
Genomic Sciences, 2013, 9, 1-15. 1.5 1

462 Sodalis ligni Strain 159R Isolated from an Anaerobic Lignin-Degrading Consortium. Microbiology
Spectrum, 2022, 10, e0234621. 3.0 1

463 Genome sequence of the Ornithopus/Lupinus-nodulating Bradyrhizobium sp. strain WSM471.
Standards in Genomic Sciences, 2013, 9, 254-263. 1.5 0

464 Genome sequence of Ensifer medicae Di28; an effective N2-fixing microsymbiont of Medicago murex
and M. polymorpha. Standards in Genomic Sciences, 2014, 9, 4. 1.5 0

465 High-Quality Draft Genome Sequence of Thermocrinis jamiesonii GBS1 <sup>T</sup> Isolated from
Great Boiling Spring, Nevada. Genome Announcements, 2016, 4, . 0.8 0

466 High-quality draft genome sequence of Ensifer meliloti Mlalz-1, a microsymbiont of Medicago laciniata
(L.) miller collected in Lanzarote, Canary Islands, Spain. Standards in Genomic Sciences, 2017, 12, 58. 1.5 0


