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169 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

170 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

171 Comparative analyses of foregut and hindgut bacterial communities in hoatzins and cows. ISME
Journal, 2012, 6, 531-541. 4.4 186

172 68 Distinct Microbial Signatures of Healthy and Failing Lung Allografts. Journal of Heart and Lung
Transplantation, 2012, 31, S32. 0.3 2

173 Defining the core Arabidopsis thaliana root microbiome. Nature, 2012, 488, 86-90. 13.7 2,475

174 An improved Greengenes taxonomy with explicit ranks for ecological and evolutionary analyses of
bacteria and archaea. ISME Journal, 2012, 6, 610-618. 4.4 4,581

175 Comparison of DNA Extraction Methods for Microbial Community Profiling with an Application to
Pediatric Bronchoalveolar Lavage Samples. PLoS ONE, 2012, 7, e34605. 1.1 126

176 Fast, accurate error-correction of amplicon pyrosequences using Acacia. Nature Methods, 2012, 9,
425-426. 9.0 322

177 Unlocking the potential of metagenomics through replicated experimental design. Nature
Biotechnology, 2012, 30, 513-520. 9.4 250

178 Glycoside Hydrolase Activities of Thermophilic Bacterial Consortia Adapted to Switchgrass. Applied
and Environmental Microbiology, 2011, 77, 5804-5812. 1.4 99

179 Identification of a haloalkaliphilic and thermostable cellulase with improved ionic liquid tolerance.
Green Chemistry, 2011, 13, 2083. 4.6 111

180 Minimum information about a marker gene sequence (MIMARKS) and minimum information about any
(x) sequence (MIxS) specifications. Nature Biotechnology, 2011, 29, 415-420. 9.4 608
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181 Isolation of Succinivibrionaceae Implicated in Low Methane Emissions from Tammar Wallabies.
Science, 2011, 333, 646-648. 6.0 179

182 Characterization of Trapped Lignin-Degrading Microbes in Tropical Forest Soil. PLoS ONE, 2011, 6,
e19306. 1.1 178

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

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

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

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

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

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

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

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

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

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

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

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

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

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

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

198 Complete genome sequence of the hyperthermophilic chemolithoautotroph Pyrolobus fumarii type
strain (1AT). Standards in Genomic Sciences, 2011, 4, 381-392. 1.5 13
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199 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

200

Complete genome sequence of the thermophilic, hydrogen-oxidizing Bacillus tusciae type strain (T2T)
and reclassification in the new genus, Kyrpidia gen. nov. as Kyrpidia tusciae comb. nov. and emendation
of the family Alicyclobacillaceae da Costa and Rainey, 2010.. Standards in Genomic Sciences, 2011, 5,
121-134.

1.5 51

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

202 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

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

204
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

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

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

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

208 Complete genome sequence of Odoribacter splanchnicus type strain (1651/6T). Standards in Genomic
Sciences, 2011, 4, 200-209. 1.5 96

209 Complete genome sequence of Oceanithermus profundus type strain (506T). Standards in Genomic
Sciences, 2011, 4, 210-220. 1.5 4

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

211 Non-contiguous finished genome sequence and contextual data of the filamentous soil bacterium
Ktedonobacter racemifer type strain (SOSP1-21T). Standards in Genomic Sciences, 2011, 5, 97-111. 1.5 115

212 Complete genome sequence of Isosphaera pallida type strain (IS1BT). Standards in Genomic Sciences,
2011, 4, 63-71. 1.5 46

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

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

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

216 Complete genome sequence of Haliscomenobacter hydrossis type strain (OT). Standards in Genomic
Sciences, 2011, 4, 352-360. 1.5 26
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217 Complete genome sequence of the gliding freshwater bacterium Fluviicola taffensis type strain
(RW262T). Standards in Genomic Sciences, 2011, 5, 21-29. 1.5 23

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

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

220 Multiple syntrophic interactions in a terephthalate-degrading methanogenic consortium. ISME
Journal, 2011, 5, 122-130. 4.4 114

221 Proteome insights into the symbiotic relationship between a captive colony of <i>Nasutitermes
corniger</i> and its hindgut microbiome. ISME Journal, 2011, 5, 161-164. 4.4 57

222 Bioenergy feedstockâ€•specific enrichment of microbial populations during highâ€•solids thermophilic
deconstruction. Biotechnology and Bioengineering, 2011, 108, 2088-2098. 1.7 23

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

224 Phage Encoded H-NS: A Potential Achilles Heel in the Bacterial Defence System. PLoS ONE, 2011, 6,
e20095. 1.1 59

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

226 Complete genome sequence of Syntrophobotulus glycolicus type strain (FlGlyR). Standards in
Genomic Sciences, 2011, 4, 371-80. 1.5 4

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

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

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

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

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

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

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

234 Complete genome sequence of Kribbella flavida type strain (IFO 14399T). Standards in Genomic Sciences,
2010, 2, 185-192. 1.5 11
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235 Complete genome sequence of Conexibacter woesei type strain (ID131577T). Standards in Genomic
Sciences, 2010, 2, 212-219. 1.5 24

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

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

238 Complete genome sequence of Olsenella uli type strain (VPI D76D-27CT). Standards in Genomic
Sciences, 2010, 3, 76-84. 1.5 43

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

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

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

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

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

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

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

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

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

249 Complete genome sequence of Desulfarculus baarsii type strain (2st14T). Standards in Genomic
Sciences, 2010, 3, 276-284. 1.5 37

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

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

252 Complete genome sequence of Thermaerobacter marianensis type strain (7p75aT). Standards in Genomic
Sciences, 2010, 3, 337-345. 1.5 10
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253 Complete genome sequence of Xylanimonas cellulosilytica type strain (XIL07T). Standards in Genomic
Sciences, 2010, 2, 1-8. 1.5 10

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

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

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

257 Complete genome sequence of Chitinophaga pinensis type strain (UQM 2034T). Standards in Genomic
Sciences, 2010, 2, 87-95. 1.5 74

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

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

260 Complete genome sequence of Haliangium ochraceum type strain (SMP-2T). Standards in Genomic
Sciences, 2010, 2, 96-106. 1.5 70

261 Complete genome sequence of Geodermatophilus obscurus type strain (G-20T). Standards in Genomic
Sciences, 2010, 2, 158-167. 1.5 56

262 Complete genome sequence of Nakamurella multipartita type strain (Y-104T). Standards in Genomic
Sciences, 2010, 2, 168-175. 1.5 35

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

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

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

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

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

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

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

270 Complete genome sequence of Coraliomargarita akajimensis type strain (04OKA010-24T). Standards in
Genomic Sciences, 2010, 2, 290-299. 1.5 28
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271 Complete genome sequence of Thermobispora bispora type strain (R51T). Standards in Genomic
Sciences, 2010, 2, 318-326. 1.5 23

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

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

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

275 Three-Dimensional Analysis of Microbial Communities. Microscopy and Microanalysis, 2010, 16, 388-389. 0.2 0

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

277 Strategies for Enhancing the Effectiveness of Metagenomic-based Enzyme Discovery in
Lignocellulolytic Microbial Communities. Bioenergy Research, 2010, 3, 146-158. 2.2 100

278 Experimental factors affecting PCR-based estimates of microbial species richness and evenness. ISME
Journal, 2010, 4, 642-647. 4.4 523

279 Fixation-free fluorescence <i>in situ</i> hybridization for targeted enrichment of microbial
populations. ISME Journal, 2010, 4, 1352-1356. 4.4 69

280 Validation of two ribosomal RNA removal methods for microbial metatranscriptomics. Nature
Methods, 2010, 7, 807-812. 9.0 184

281 Multiple displacement amplification compromises quantitative analysis of metagenomes. Nature
Methods, 2010, 7, 943-944. 9.0 181

282 Wrinkles in the rare biosphere: pyrosequencing errors can lead to artificial inflation of diversity
estimates. Environmental Microbiology, 2010, 12, 118-123. 1.8 1,138

283 Metatranscriptomic array analysis of â€˜<i>Candidatus</i> Accumulibacter phosphatisâ€™â€•enriched
enhanced biological phosphorus removal sludge. Environmental Microbiology, 2010, 12, 1205-1217. 1.8 73

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

285
The Genome Sequence of<i>Methanohalophilus mahii</i>SLP<sup>T</sup>Reveals Differences in the
Energy Metabolism among Members of the<i>Methanosarcinaceae</i>Inhabiting Freshwater and Saline
Environments. Archaea, 2010, 2010, 1-16.

2.3 35

286
Adaptation to herbivory by the Tammar wallaby includes bacterial and glycoside hydrolase profiles
different from other herbivores. Proceedings of the National Academy of Sciences of the United
States of America, 2010, 107, 14793-14798.

3.3 234

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

288 Evolutionary Relationships of Wild Hominids Recapitulated by Gut Microbial Communities. PLoS
Biology, 2010, 8, e1000546. 2.6 464
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289 Correlative TEM/FISH Imaging of Microbial Communities. Biophysical Journal, 2010, 98, 581a. 0.2 0

290 The Genomes On Line Database (GOLD) in 2009: status of genomic and metagenomic projects and their
associated metadata. Nucleic Acids Research, 2010, 38, D346-D354. 6.5 6,188

291 Targeted Discovery of Glycoside Hydrolases from a Switchgrass-Adapted Compost Community. PLoS
ONE, 2010, 5, e8812. 1.1 170

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

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

294 Genome Analysis of the Anaerobic Thermohalophilic Bacterium Halothermothrix orenii. PLoS ONE,
2009, 4, e4192. 1.1 58

295
Genomic Analysis of â€œ <i>Elusimicrobium minutum</i> ,â€• the First Cultivated Representative of the
Phylum â€œ <i>Elusimicrobia</i> â€• (Formerly Termite Group 1). Applied and Environmental Microbiology,
2009, 75, 2841-2849.

1.4 95

296 Single Cell Whole Genome Amplification of Uncultivated Organisms. Microbiology Monographs, 2009,
, 241-256. 0.3 2

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

298 ShotgunFunctionalizeR: an R-package for functional comparison of metagenomes. Bioinformatics,
2009, 25, 2737-2738. 1.8 133

299 A phylogeny-driven genomic encyclopaedia of Bacteria and Archaea. Nature, 2009, 462, 1056-1060. 13.7 924

300 Getting to the core of the gut microbiome. Nature Biotechnology, 2009, 27, 344-346. 9.4 65

301 A changing of the guard. Environmental Microbiology, 2009, 11, 551-553. 1.8 27

302 Focus: <i>Synergistetes</i>. Environmental Microbiology, 2009, 11, 1327-1329. 1.8 65

303 Genome Project Standards in a New Era of Sequencing. Science, 2009, 326, 236-237. 6.0 382

304 Correlative TEM and FISH Imaging of Microbial Communities. Microscopy and Microanalysis, 2009, 15,
834-835. 0.2 0

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

306 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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307 Complete genome sequence of Cryptobacterium curtum type strain (12-3T). Standards in Genomic
Sciences, 2009, 1, 93-100. 1.5 17

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

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

310 Complete genome sequence of Sanguibacter keddieii type strain (ST-74T). Standards in Genomic
Sciences, 2009, 1, 110-118. 1.5 16

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

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

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

314 Complete genome sequence of Actinosynnema mirum type strain (101T). Standards in Genomic Sciences,
2009, 1, 46-53. 1.5 38

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

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

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

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

319 Complete genome sequence of Eggerthella lenta type strain (VPI 0255T). Standards in Genomic Sciences,
2009, 1, 174-182. 1.5 37

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

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

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

323 Complete genome sequence of Rhodothermus marinus type strain (R-10T). Standards in Genomic
Sciences, 2009, 1, 283-290. 1.5 45

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



20

Philip Hugenholtz

# Article IF Citations

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

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

327 Complete genome sequence of Kytococcus sedentarius type strain (541T). Standards in Genomic
Sciences, 2009, 1, 12-20. 1.5 100

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

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

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

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

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

333 Single Cell Whole Genome Amplification of Uncultivated Organisms. Microbiology Monographs, 2009,
, 83-99. 0.3 2

334 Evolution of the Hyaluronic Acid Synthesis (has) Operon in Streptococcus zooepidemicus and Other
Pathogenic Streptococci. Journal of Molecular Evolution, 2008, 67, 13-22. 0.8 58

335 A novel ecological role of the Firmicutes identified in thermophilic microbial fuel cells. ISME Journal,
2008, 2, 1146-1156. 4.4 299

336 Metagenomics. Nature, 2008, 455, 481-483. 13.7 352

337 The minimum information about a genome sequence (MIGS) specification. Nature Biotechnology, 2008,
26, 541-547. 9.4 1,069

338 CRISPR â€” a widespread system that provides acquired resistance against phages in bacteria and
archaea. Nature Reviews Microbiology, 2008, 6, 181-186. 13.6 789

339 Environmental distribution and population biology of <i>Candidatus</i> Accumulibacter, a primary
agent of biological phosphorus removal. Environmental Microbiology, 2008, 10, 2692-2703. 1.8 102

340 Millimeterâ€•scale genetic gradients and communityâ€•level molecular convergence in a hypersaline
microbial mat. Molecular Systems Biology, 2008, 4, 198. 3.2 139

341 A Bioinformatician's Guide to Metagenomics. Microbiology and Molecular Biology Reviews, 2008, 72,
557-578. 2.9 361

342 A renaissance for the pioneering 16S rRNA gene. Current Opinion in Microbiology, 2008, 11, 442-446. 2.3 418
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343 A bacterial metapopulation adapts locally to phage predation despite global dispersal. Genome
Research, 2008, 18, 293-297. 2.4 135

344 A korarchaeal genome reveals insights into the evolution of the Archaea. Proceedings of the National
Academy of Sciences of the United States of America, 2008, 105, 8102-8107. 3.3 253

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

346 IMG/M: a data management and analysis system for metagenomes. Nucleic Acids Research, 2007, 36,
D534-D538. 6.5 309

347
PHOSPHORUS ACCUMULATING ORGANISMS REVEAL THEIR SECRETS: A GENOME LEVEL UNDERSTANDING OF
ENHANCED BIOLOGICAL PHOSPHORUS REMOVAL. Proceedings of the Water Environment Federation,
2007, 2007, 4920-4932.

0.0 0

348 Evolutionary conservation of sequence and secondary structures in CRISPR repeats. Genome Biology,
2007, 8, R61. 13.9 382

349 Loss of Bacterial Diversity during Antibiotic Treatment of Intubated Patients Colonized with
Pseudomonas aeruginosa. Journal of Clinical Microbiology, 2007, 45, 1954-1962. 1.8 166

350
Dissecting biological â€œdark matterâ€• with single-cell genetic analysis of rare and uncultivated TM7
microbes from the human mouth. Proceedings of the National Academy of Sciences of the United
States of America, 2007, 104, 11889-11894.

3.3 552

351 Building on basic metagenomics with complementary technologies. Genome Biology, 2007, 8, 231. 13.9 51

352 Integrating ecology into biotechnology. Current Opinion in Biotechnology, 2007, 18, 287-292. 3.3 57

353 Use of simulated data sets to evaluate the fidelity of metagenomic processing methods. Nature
Methods, 2007, 4, 495-500. 9.0 322

354 Accurate phylogenetic classification of variable-length DNA fragments. Nature Methods, 2007, 4, 63-72. 9.0 524

355 Characterization of filamentous bacteria, belonging to candidate phylum KSB3, that are associated
with bulking in methanogenic granular sludges. ISME Journal, 2007, 1, 246-255. 4.4 44

356 Metagenomic and functional analysis of hindgut microbiota of a wood-feeding higher termite. Nature,
2007, 450, 560-565. 13.7 1,181

357 Riding giants. Environmental Microbiology, 2007, 9, 5-5. 1.8 6

358 CRISPR Recognition Tool (CRT): a tool for automatic detection of clustered regularly interspaced
palindromic repeats. BMC Bioinformatics, 2007, 8, 209. 1.2 754

359 Automated group assignment in large phylogenetic trees using GRUNT: GRouping, Ungrouping, Naming
Tool. BMC Bioinformatics, 2007, 8, 402. 1.2 9

360 Quantitative Phylogenetic Assessment of Microbial Communities in Diverse Environments. Science,
2007, 315, 1126-1130. 6.0 300



22

Philip Hugenholtz

# Article IF Citations

361 Increasing focus on environmental biotechnology in the face of pressing environmental challenges.
Current Opinion in Biotechnology, 2007, 18, 235-236. 3.3 0

362 Lineages of Acidophilic Archaea Revealed by Community Genomic Analysis. Science, 2006, 314, 1933-1935. 6.0 217

363 Greengenes, a Chimera-Checked 16S rRNA Gene Database and Workbench Compatible with ARB. Applied
and Environmental Microbiology, 2006, 72, 5069-5072. 1.4 9,859

364 Numbers and locations of native bacteria on field-grown wheat roots quantified by fluorescence in
situ hybridization (FISH). Environmental Microbiology, 2006, 8, 871-884. 1.8 160

365 Metagenomic analysis of two enhanced biological phosphorus removal (EBPR) sludge communities.
Nature Biotechnology, 2006, 24, 1263-1269. 9.4 634

366
Non-Sulfate-Reducing, Syntrophic Bacteria Affiliated with Desulfotomaculum Cluster I Are Widely
Distributed in Methanogenic Environments. Applied and Environmental Microbiology, 2006, 72,
2080-2091.

1.4 165

367 An experimental metagenome data management and analysis system. Bioinformatics, 2006, 22, e359-e367. 1.8 81

368 The integrated microbial genomes (IMG) system. Nucleic Acids Research, 2006, 34, D344-D348. 6.5 355

369 The Genomes On Line Database (GOLD) v.2: a monitor of genome projects worldwide. Nucleic Acids
Research, 2006, 34, D332-D334. 6.5 220

370 NAST: a multiple sequence alignment server for comparative analysis of 16S rRNA genes. Nucleic Acids
Research, 2006, 34, W394-W399. 6.5 918

371 Environmental shotgun sequencing. , 2005, , . 0

372 SNP-VISTA: an interactive SNP visualization tool. BMC Bioinformatics, 2005, 6, 292. 1.2 19

373 Genome-Directed Isolation of the Key Nitrogen Fixer Leptospirillum ferrodiazotrophum sp. nov. from
an Acidophilic Microbial Community. Applied and Environmental Microbiology, 2005, 71, 6319-6324. 1.4 225

374 Comparative Metagenomics of Microbial Communities. Science, 2005, 308, 554-557. 6.0 1,432

375

Reclassification of Sphaerobacter thermophilus from the subclass Sphaerobacteridae in the phylum
Actinobacteria to the class Thermomicrobia (emended description) in the phylum Chloroflexi
(emended description). International Journal of Systematic and Evolutionary Microbiology, 2004, 54,
2049-2051.

0.8 151

376 Liquid Serial Dilution Is Inferior to Solid Media for Isolation of Cultures Representative of the
Phylum-Level Diversity of Soil Bacteria. Applied and Environmental Microbiology, 2004, 70, 4363-4366. 1.4 136

377
Use of Stable-Isotope Probing, Full-Cycle rRNA Analysis, and Fluorescence In Situ
Hybridization-Microautoradiography To Study a Methanol-Fed Denitrifying Microbial Community.
Applied and Environmental Microbiology, 2004, 70, 588-596.

1.4 213

378 Bellerophon: a program to detect chimeric sequences in multiple sequence alignments.
Bioinformatics, 2004, 20, 2317-2319. 1.8 1,443



23

Philip Hugenholtz

# Article IF Citations

379
Chthoniobacter flavus gen. nov., sp. nov., the First Pure-Culture Representative of Subdivision Two,
Spartobacteria classis nov., of the Phylum Verrucomicrobia. Applied and Environmental Microbiology,
2004, 70, 5875-5881.

1.4 162

380 Community structure and metabolism through reconstruction of microbial genomes from the
environment. Nature, 2004, 428, 37-43. 13.7 2,045

381 Laboratory Cultivation of Widespread and Previously Uncultured Soil Bacteria. Applied and
Environmental Microbiology, 2003, 69, 7210-7215. 1.4 439

382
Gemmatimonas aurantiaca gen. nov., sp. nov., a Gram-negative, aerobic, polyphosphate-accumulating
micro-organism, the first cultured representative of the new bacterial phylum Gemmatimonadetes
phyl. nov.. International Journal of Systematic and Evolutionary Microbiology, 2003, 53, 1155-1163.

0.8 458

383 Fermentation of glycolate by a pure culture of a strictly anaerobic gram-positive bacterium belonging
to the family Lachnospiraceae. Archives of Microbiology, 2003, 179, 321-328. 1.0 14

384 PCR detection of Clostridium chauvoei in pure cultures and in formalin-fixed, paraffin-embedded
tissues. Veterinary Microbiology, 2003, 91, 239-248. 0.8 23

385 Chimeric 16S rDNA sequences of diverse origin are accumulating in the public databases. International
Journal of Systematic and Evolutionary Microbiology, 2003, 53, 289-293. 0.8 203

386
Extremely Acidophilic Protists from Acid Mine Drainage Host Rickettsiales -Lineage Endosymbionts
That Have Intervening Sequences in Their 16S rRNA Genes. Applied and Environmental Microbiology,
2003, 69, 5512-5518.

1.4 101

387 Kinetic and phylogenetic characterization of an anaerobic dechlorinating microbial community.
Microbiology (United Kingdom), 2003, 149, 459-469. 0.7 40

388 Design and Evaluation of 16S rRNA-Targeted Oligonucleotide Probes for Fluorescence In Situ
Hybridization. , 2002, 179, 029-042. 116

389 The DMSO Reductase Family of Microbial Molybdenum Enzymes; Molecular Properties and Role in the
Dissimilatory Reduction of Toxic Elements. Geomicrobiology Journal, 2002, 19, 3-21. 1.0 125

390

Filamentous Chloroflexi (green non-sulfur bacteria) are abundant in wastewater treatment processes
with biological nutrient removal c cThe EMBL accession numbers for the sequences reported in this
paper are X84472 (strain SBR1029 16S rDNA), X84474 (strain SBR1031 16S rDNA), X84498 (strain SBR1064) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 297 Td (16S rDNA), X84565 (strain SBR2022 16S rDNA), X84576 (strain SBR2037 16S rDNA) and X84607 (strain) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 287 Td (SBR2076 16S rDNA).. Microbiology (United Kingdom), 2002, 148, 2309-2318.0.7 265

391 Exploring prokaryotic diversity in the genomic era. Genome Biology, 2002, 3, reviews0003.1. 13.9 677

392 The development and use of real-time PCR for the quantification of nitrifiers in activated sludge.
Water Science and Technology, 2002, 46, 267-272. 1.2 21

393
Molecular analysis of dimethyl sulphide dehydrogenase from Rhodovulum sulfidophilum: its place in
the dimethyl sulphoxide reductase family of microbial molybdopterin-containing enzymes. Molecular
Microbiology, 2002, 44, 1575-1587.

1.2 129

394 In situ studies of the phylogeny and physiology of filamentous bacteria with attached growth.
Environmental Microbiology, 2002, 4, 383-391. 1.8 53

395 Cultivation of globally distributed soil bacteria from phylogenetic lineages previously only detected
in cultivation-independent surveys. Environmental Microbiology, 2002, 4, 654-666. 1.8 408

396 The development and use of real-time PCR for the quantification of nitrifiers in activated sludge.
Water Science and Technology, 2002, 46, 267-72. 1.2 7



24

Philip Hugenholtz

# Article IF Citations

397 Multiple Lateral Transfers of Dissimilatory Sulfite Reductase Genes between Major Lineages of
Sulfate-Reducing Prokaryotes. Journal of Bacteriology, 2001, 183, 6028-6035. 1.0 309

398
Investigation of Candidate Division TM7, a Recently Recognized Major Lineage of the Domain Bacteria
with No Known Pure-Culture Representatives. Applied and Environmental Microbiology, 2001, 67,
411-419.

1.4 311

399 A multiple-outgroup approach to resolving division-level phylogenetic relationships using 16S rDNA
data.. International Journal of Systematic and Evolutionary Microbiology, 2001, 51, 385-391. 0.8 46

400 Identification of Polyphosphate-Accumulating Organisms and Design of 16S rRNA-Directed Probes for
Their Detection and Quantitation. Applied and Environmental Microbiology, 2000, 66, 1175-1182. 1.4 691

401 Microorganisms Should Be High on DNA Preservation List. , 2000, 290, 1503b-1503. 10

402 Diversity of radA Genes from Cultured and Uncultured Archaea : Comparative Analysis of Putative
RadA Proteins and Their Use as a Phylogenetic Marker. Journal of Bacteriology, 1999, 181, 907-915. 1.0 54

403 The use of 16S rDNA clone libraries to describe the microbial diversity of activated sludge
communities. Water Science and Technology, 1998, 37, 451. 1.2 27

404 New foam-forming nocardioforms found in activated sludge. Water Science and Technology, 1998, 37,
495. 1.2 12

405 Novel Division Level Bacterial Diversity in a Yellowstone Hot Spring. Journal of Bacteriology, 1998,
180, 366-376. 1.0 862

406 The use of 16S rDNA clone libraries to describe the microbial diversity of activated sludge
communities. Water Science and Technology, 1998, 37, 451-454. 1.2 39

407 Impact of Culture-Independent Studies on the Emerging Phylogenetic View of Bacterial Diversity.
Journal of Bacteriology, 1998, 180, 4765-4774. 1.0 2,165

408 Microbial Diversity in a Hydrocarbon- and Chlorinated-Solvent-Contaminated Aquifer Undergoing
Intrinsic Bioremediation. Applied and Environmental Microbiology, 1998, 64, 3869-3877. 1.4 683

409 The characterization and description of representatives of â€˜Gâ€™ bacteria from activated sludge plants.
Letters in Applied Microbiology, 1997, 25, 63-69. 1.0 32

410 The filamentous morphotype Eikelboom Type 1863 is not a single genetic entity. Journal of Applied
Microbiology, 1997, 82, 411-421. 1.4 38

411 Isolation and molecular identification of planctomycete bacteria from postlarvae of the giant tiger
prawn, Penaeus monodon. Applied and Environmental Microbiology, 1997, 63, 254-262. 1.4 84

412 Towards understanding the taxonomy of some of the filamentous bacteria causing bulking and
foaming in activated sludge plants. Water Science and Technology, 1996, 34, 137. 1.2 10

413 Identifying microbial diversity in the natural environment: A molecular phylogenetic approach. Trends
in Biotechnology, 1996, 14, 190-197. 4.9 306

414 16S rRNA Analysis of Isolates Obtained from Gram-Negative, Filamentous Bacteria Micromanipulated
from Activated Sludge. Systematic and Applied Microbiology, 1996, 19, 334-343. 1.2 61



25

Philip Hugenholtz

# Article IF Citations

415 Towards understanding the taxonomy of some of the filamentous bacteria causing bulking and
foaming in activated sludge plants. Water Science and Technology, 1996, 34, 137-144. 1.2 14

416 Desiccation resistance of bacteria isolated from an air-handling system biofilm determined using a
simple quantitative membrane filter method. Letters in Applied Microbiology, 1995, 21, 41-46. 1.0 22

417 â€œMicrothrix parvicellaâ€• is a Novel, Deep Branching Member of the Actinomycetes Subphylum.
Systematic and Applied Microbiology, 1995, 17, 513-518. 1.2 76

418 Phylogenetic Analysis and Taxonomic History of Nocardia pinensis and Nocardia amarae. Systematic
and Applied Microbiology, 1995, 17, 519-525. 1.2 16

419 Bacterial community structures of phosphate-removing and non-phosphate-removing activated
sludges from sequencing batch reactors. Applied and Environmental Microbiology, 1995, 61, 1910-1916. 1.4 429

420

Phylogenetic Positions of Novel Aerobic, Bacteriochlorophyll a-Containing Bacteria and Description
of Roseococcus thiosulfatophilus gen. nov., sp. nov., Erythromicrobium ramosum gen. nov., sp. nov.,
and Erythrobacter litoralis sp. nov.. International Journal of Systematic Bacteriology, 1994, 44,
427-434.

2.8 242

421 A Phylogenetic Analysis of the Genus Blastobacter with a View to its Future Reclassification.
Systematic and Applied Microbiology, 1994, 17, 51-57. 1.2 25

422 Heterotrophic bacteria in an air-handling system. Applied and Environmental Microbiology, 1992, 58,
3914-3920. 1.4 67

423 Stimulation of aldrin and dieldrin loss from soils treated with carbon amendments and
saturated-ring analogues. Bulletin of Environmental Contamination and Toxicology, 1990, 45, 223-227. 1.3 7

424 Blastomonas Sly and Cahill 1997, 567VP emend. Hiraishi, Kuraishi and Kawahara 2000a, 1117. , 0, , 258-263. 6


