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

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

162 Complete genome sequence of Arthrobacter phenanthrenivorans type strain (Sphe3). Standards in
Genomic Sciences, 2011, 4, 123-130. 1.5 31
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163 Complete genome sequence of Atopobium parvulum type strain (IPP 1246T). Standards in Genomic
Sciences, 2009, 1, 166-173. 1.5 30

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

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

166 Complete genome sequence of Methanocorpusculum labreanum type strain Z. Standards in Genomic
Sciences, 2009, 1, 197-203. 1.5 29

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

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

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

170 Complete genome sequence of Cellulophaga algicola type strain (IC166T). Standards in Genomic
Sciences, 2011, 4, 72-80. 1.5 28

171 Complete Genome Sequence of the Cellulose-Degrading Bacterium Cellulosilyticum lentocellum.
Journal of Bacteriology, 2011, 193, 2357-2358. 2.2 28

172 Genome Sequence of â€œPedosphaera parvulaâ€• Ellin514, an Aerobic Verrucomicrobial Isolate from
Pasture Soil. Journal of Bacteriology, 2011, 193, 2900-2901. 2.2 28

173 Autoprobiotics as an Approach for Restoration of Personalised Microbiota. Frontiers in
Microbiology, 2018, 9, 1869. 3.5 28

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

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

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

177

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

178 The complete genome sequence of Staphylothermus marinus reveals differences in sulfur metabolism
among heterotrophic Crenarchaeota. BMC Genomics, 2009, 10, 145. 2.8 26

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

180 Complete genome sequence of Gordonia bronchialis type strain (3410T). Standards in Genomic
Sciences, 2010, 2, 19-28. 1.5 26
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181 Complete genome sequence of Haliscomenobacter hydrossis type strain (OT). Standards in Genomic
Sciences, 2011, 4, 352-360. 1.5 26

182 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

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

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

185 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

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

187 Complete genome sequence of Anaerococcus prevotii type strain (PC1T). Standards in Genomic
Sciences, 2009, 1, 159-165. 1.5 25

188 Complete genome sequence of Brachybacterium faecium type strain (Schefferle 6-10T). Standards in
Genomic Sciences, 2009, 1, 3-11. 1.5 25

189 Complete genome sequence of Dyadobacter fermentans type strain (NS114T). Standards in Genomic
Sciences, 2009, 1, 133-140. 1.5 25

190 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

191 Complete Genome Sequence of the Thermophilic, Piezophilic, Heterotrophic Bacterium Marinitoga
piezophila KA3. Journal of Bacteriology, 2012, 194, 5974-5975. 2.2 25

192
Genome analyses of the carboxydotrophic sulfate-reducers Desulfotomaculum nigrificans and
Desulfotomaculum carboxydivorans and reclassification of Desulfotomaculum caboxydivorans as a
later synonym of Desulfotomaculum nigrificans. Standards in Genomic Sciences, 2014, 9, 655-675.

1.5 25

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

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

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

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

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

198 Complete genome sequence of Alicyclobacillus acidocaldarius type strain (104-IAT). Standards in
Genomic Sciences, 2010, 2, 9-18. 1.5 24
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199 Complete genome sequence of the aquatic bacterium Runella slithyformis type strain (LSU 4T).
Standards in Genomic Sciences, 2012, 6, 145-154. 1.5 24

200 Co-linear scaffold of theBacillus licheniformisandBacillus subtilisgenomes and its use to compare
their competence genes. FEMS Microbiology Letters, 2002, 209, 23-30. 1.8 23

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

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

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

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

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

206 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

207 Genome Sequence of the Obligate Gammaproteobacterial Methanotroph Methylomicrobium album
Strain BG8. Genome Announcements, 2013, 1, e0017013. 0.8 23

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

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

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

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

212 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

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

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

215

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

216 Complete genome sequence of Streptobacillus moniliformis type strain (9901T). Standards in Genomic
Sciences, 2009, 1, 300-307. 1.5 21
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217 Genome Sequence of the Atypical Symbiotic <i>Frankia</i> R43 Strain, a Nitrogen-Fixing and
Hydrogen-Producing Actinobacterium. Genome Announcements, 2015, 3, . 0.8 21

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

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

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

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

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

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

224
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

225 TGATG vector: a new expression system for cloned foreign genes in Escherichia coli cells. Gene, 1990,
88, 121-126. 2.2 18

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

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

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

229 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

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

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

232 Genome Sequence of the Ethene- and Vinyl Chloride-Oxidizing Actinomycete Nocardioides sp. Strain
JS614. Journal of Bacteriology, 2011, 193, 3399-3400. 2.2 17

233 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

234 Extending rnaSPAdes functionality for hybrid transcriptome assembly. BMC Bioinformatics, 2020, 21,
302. 2.6 17
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235 Complete genome sequence of Sanguibacter keddieii type strain (ST-74T). Standards in Genomic
Sciences, 2009, 1, 110-118. 1.5 16

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

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

238 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

239
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

240 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

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

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

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

244
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.

2.2 15

245
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

246 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

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

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

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

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

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

252 Complete genome sequence of Deinococcus maricopensis type strain (LB-34T). Standards in Genomic
Sciences, 2011, 4, 163-172. 1.5 14
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253
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,
2373-2374.

2.2 14

254 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

255 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

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

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

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

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

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

261 Fishing for biodiversity: novel methanopterinâ€•linked C<sub>1</sub> transfer genes deduced from the
Sargasso Sea metagenome. Environmental Microbiology, 2005, 7, 1909-1916. 3.8 12

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

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

264 Complete genome sequence of Hydrogenobacter thermophilus type strain (TK-6T). Standards in
Genomic Sciences, 2011, 4, 131-143. 1.5 12

265 Complete genome sequence of Hirschia baltica type strain (IFAM 1418T). Standards in Genomic Sciences,
2011, 5, 287-297. 1.5 12

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

267 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

268 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

269
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

270 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
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271 Complete genome sequence of Kribbella flavida type strain (IFO 14399T). Standards in Genomic Sciences,
2010, 2, 185-192. 1.5 11

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

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

274
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

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

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

277 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

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

279 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

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

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

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

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

284 Complete genome sequence of Segniliparus rotundus type strain (CDC 1076T). Standards in Genomic
Sciences, 2010, 2, 203-211. 1.5 10

285 Complete genome sequence of Desulfurococcus mucosus type strain (O7/1T). Standards in Genomic
Sciences, 2011, 4, 173-182. 1.5 10

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

287 Complete genome sequence of Tsukamurella paurometabola type strain (no. 33T). Standards in Genomic
Sciences, 2011, 4, 342-351. 1.5 10

288 Complete genome sequence of the facultatively anaerobic, appendaged bacterium Muricauda
ruestringensis type strain (B1T). Standards in Genomic Sciences, 2012, 6, 185-193. 1.5 10
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289
Complete Genome Sequence of <i>Alkaliphilus metalliredigens</i> Strain QYMF, an Alkaliphilic and
Metal-Reducing Bacterium Isolated from Borax-Contaminated Leachate Ponds. Genome
Announcements, 2016, 4, .

0.8 10

290 Permanent draft genome sequence of Dethiosulfovibrio peptidovorans type strain (SEBR 4207T).
Standards in Genomic Sciences, 2010, 3, 85-92. 1.5 9

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

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

293 Complete genome sequence of Halopiger xanaduensis type strain (SH-6T). Standards in Genomic
Sciences, 2012, 6, 31-42. 1.5 9

294
High quality draft genome sequence of the slightly halophilic bacterium Halomonas zhanjiangensis
type strain JSM 078169T (DSM 21076T) from a sea urchin in southern China. Standards in Genomic
Sciences, 2014, 9, 1020-1030.

1.5 9

295
Complete genome sequence of Jiangella gansuensis strain YIM 002T (DSM 44835T), the type species of
the genus Jiangella and source of new antibiotic compounds. Standards in Genomic Sciences, 2017, 12,
21.

1.5 9

296 Mixotrophic Iron-Oxidizing<i>Thiomonas</i>Isolates from an Acid Mine Drainage-Affected Creek.
Applied and Environmental Microbiology, 2020, 86, . 3.1 9

297 Use of a dual-origin temperature-controlled amplifiable replicon for optimization of human
interleukin-1Î² synthesis in Escherichia coli. Gene, 1991, 97, 259-266. 2.2 8

298 Complete genome sequence of Staphylothermus marinus Stetter and Fiala 1986 type strain F1.
Standards in Genomic Sciences, 2009, 1, 183-188. 1.5 8

299 Complete genome sequence of Arcanobacterium haemolyticum type strain (11018T). Standards in
Genomic Sciences, 2010, 3, 126-135. 1.5 8

300 Complete genome sequence of the thermophilic sulfur-reducer Hippea maritima type strain (MH2T).
Standards in Genomic Sciences, 2011, 4, 303-311. 1.5 8

301 Complete genome sequence of the aerobic, heterotroph Marinithermus hydrothermalis type strain
(T1T) from a deep-sea hydrothermal vent chimney. Standards in Genomic Sciences, 2012, 6, 21-30. 1.5 8

302 Complete genome sequence of Coriobacterium glomerans type strain (PW2T) from the midgut of
Pyrrhocoris apterus L. (red soldier bug). Standards in Genomic Sciences, 2013, 8, 15-25. 1.5 8

303
Genome sequence of the moderately thermophilic sulfur-reducing bacterium Thermanaerovibrio
velox type strain (Z-9701T) and emended description of the genus Thermanaerovibrio. Standards in
Genomic Sciences, 2013, 9, 57-70.

1.5 8

304 Genome sequence and emended description of Leisingera nanhaiensis strain DSM 24252T isolated from
marine sediment. Standards in Genomic Sciences, 2014, 9, 585-601. 1.5 8

305 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

306 Sequence Analysis. , 2019, , 292-322. 8
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307 Elemental and Molecular Composition of Humic Acids Isolated from Soils of Tallgrass Temperate
Rainforests (Chernevaya taiga) by 1H-13C HECTCOR NMR Spectroscopy. Agronomy, 2021, 11, 1998. 3.0 8

308 Complete genome sequence of Intrasporangium calvum type strain (7 KIPT). Standards in Genomic
Sciences, 2010, 3, 294-303. 1.5 7

309 Complete genome sequence of Mahella australiensis type strain (50-1 BONT). Standards in Genomic
Sciences, 2011, 4, 331-341. 1.5 7

310 Complete genome sequence of Staphylothermus hellenicus P8T. Standards in Genomic Sciences, 2011, 5,
12-20. 1.5 7

311 Non-contiguous finished genome sequence of the opportunistic oral pathogen Prevotella
multisaccharivorax type strain (PPPA20T). Standards in Genomic Sciences, 2011, 5, 41-49. 1.5 7

312 Genome sequence of the Thermotoga thermarum type strain (LA3T) from an African solfataric spring.
Standards in Genomic Sciences, 2014, 9, 1105-1117. 1.5 7

313 Complete genome sequence of Tolumonas auensis type strain (TA 4T). Standards in Genomic Sciences,
2011, 5, 112-120. 1.5 6

314
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.

1.5 6

315
Consortium of the â€˜bichlorophyllousâ€™ cyanobacterium <scp><i>P</i></scp><i>rochlorothrix
hollandica</i> and chemoheterotrophic partner bacteria: culture and metagenomeâ€•based description.
Environmental Microbiology Reports, 2015, 7, 623-633.

2.4 6

316
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

317 Genome sequence of the ocean sediment bacterium Saccharomonospora marina type strain (XMU15T).
Standards in Genomic Sciences, 2012, 6, 265-275. 1.5 5

318 Genome sequence of the phylogenetically isolated spirochete Leptonema illini type strain (3055T).
Standards in Genomic Sciences, 2013, 8, 177-187. 1.5 5

319
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.
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