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278 rompleteIgenomeIsequenceIofItheIrapeseedIplantVgrowthIpromotingISerratiaIplymuthicaIstrainI
pShWIStandardsninnGenomicnSciencesUI2012UIeUIdcVea 25

277 pctinopolysporaImzabensisIspWInovWUIaIhalophilicIactinomyceteIisolatedIfromIanIplgerianISaharanI
soilWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2013UIebUIbfgfVbfha 2.2 25
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276
SulfoSYSIQSulfolobusISystemsIqiologyRiItowardsIaIsiliconIcellImodelIforItheIcentralIcarbohydrateI
metabolismIofItheIarchaeonISulfolobusIsolfataricusIunderItemperatureIvariationWIBiochemicaln
SocietynTransactionsUI2009UIbfUIdgVec

5.1 25

275 rompleteIgenomeIsequenceIofIStreptosporangiumIroseumItypeIstrainIQNxIhZYYRWIStandardsninn
GenomicnSciencesUI2010UIaUIahVbf 25

274 SpeciesIdelimitationIinItaxonomicallyIdifficultIfungiiItheIcaseIofIwymenogasterWIPLoSnONEUI2011UIeUIeZdeZc3.7 25

273 rharacterizationIofItheIfirstIculturedIrepresentativeIofIaIqacteroidetesIcladeIspecializedIonItheI
scavengingIofIcyanobacteriaWIEnvironmentalnMicrobiologyUI2017UIZhUIZZbcVZZcg 5.2 24

272 üathwaysIandIsubstrateVspecificIregulationIofIaminoIacidIdegradationIinIühaeobacterIinhibensI
sS’IZfbhdIQarchetypeIofItheImarineIRoseobacterIcladeRWIEnvironmentalnMicrobiologyUI2014UIZeUIaZgVbg 5.2 24

271 ZeSVrRNpVbasedIanalysisIofIbacterialIdiversityIinItheIgutIofIfungusVcultivatingItermitesI
Q’icrotermesIandIôdontotermesIspeciesRWIAntonienVannLeeuwenhoekUI2013UIZYcUIgehVgb 2.1 24

270
venomeIsequenceIofItheIthermophilicIfreshVwaterIbacteriumISpirochaetaIcaldariaItypeIstrainI
QwZQTRRUIreclassificationIofISpirochaetaIcaldariaUISpirochaetaIstenostreptaUIandISpirochaetaI
zuelzeraeIinItheIgenusITreponemaIasITreponemaIcaldariaIcombWInovWUITreponemaIstenostreptaI
combWInovWUIandITreponemaIzuelzeraeIcombWInovWUIandIemendationIofItheIgenusITreponemaWI
StandardsninnGenomicnSciencesUI2013UIgUIggVZYd

24

269 rompleteIgenomeIsequenceIofIüaludibacterIpropionicigenesItypeIstrainIQWqcRWIStandardsninn
GenomicnSciencesUI2011UIcUIbeVcc 24

268 rompleteIgenomeIsequenceIofItheIextremelyIhalophilicIwalanaerobiumIpraevalensItypeIstrainI
QvSLRWIStandardsninnGenomicnSciencesUI2011UIcUIbZaVaZ 24

267 rompleteIgenomeIsequenceIofIThermomonosporaIcurvataItypeIstrainIQqhRWIStandardsninnGenomicn
SciencesUI2011UIcUIZbVaa 24

266 rompleteIgenomeIsequenceIofISulfurospirillumIdeleyianumItypeIstrainIQdZfdRWIStandardsninn
GenomicnSciencesUI2010UIaUIZchVdf 24

265 rharacterizationIandIsequenceIcomparisonIofItemperatureVregulatedIchaperoninsIfromItheI
hyperthermophilicIarchaeonIprchaeoglobusIfulgidusWIGeneUI1998UIaZdUIcbZVg 3.8 24

264 urankiaIdiscariaeIspWInovWiIanIinfectiveIandIeffectiveImicrosymbiontIisolatedIfromItheIrootInoduleI
ofIsiscariaItrinervisWIArchivesnofnMicrobiologyUI2017UIZhhUIecZVecf 3 23

263 venomeIbiologyIofIaInovelIlineageIofIplanctomycetesIwidespreadIinIanoxicIaquaticIenvironmentsWI
EnvironmentalnMicrobiologyUI2018UIaYUIacbgVacdd 5.2 23

262 rompleteIgenomeIsequenceIandIdescriptionIofISalinispiraIpacificaIgenWInovWUIspWInovWUIaInovelI
spirochaeteIisolatedIformIaIhypersalineImicrobialImatWIStandardsninnGenomicnSciencesUI2015UIZYUIf 23

261 rompleteIgenomeIsequenceIofIrellulophagaIlyticaItypeIstrainIQLx’VaZRWIStandardsninnGenomicn
SciencesUI2011UIcUIaaZVba 23

260 venomeIsequenceIofItheIhomoacetogenicIbacteriumIwolophagaIfoetidaItypeIstrainIQT’qScQTRRWI
StandardsninnGenomicnSciencesUI2012UIeUIZfcVgc 23

259 venomicIStandardsIronsortiumIürojectsWIStandardsninnGenomicnSciencesUI2014UIhUIdhhVeYZ 23
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258 rompleteIgenomeIsequenceIofIrellulophagaIalgicolaItypeIstrainIQxrZeeRWIStandardsninnGenomicn
SciencesUI2011UIcUIfaVgY 22

257 rompleteIgenomeIsequenceIofIwalogeometricumIborinquenseItypeIstrainIQüRbRWIStandardsninn
GenomicnSciencesUI2009UIZUIZdYVh 22

256
rharacterizationIandIphylogenyIofImcrxxUIaIgeneIclusterIencodingIanIisoenzymeIofImethylI
coenzymeI’IreductaseIfromIhyperthermophilicI’ethanothermusIfervidusWIMolecularnGeneticsnandn
GenomicsUI1994UIacbUIZhgVaYe

22

255 NocardiopsisIalgeriensisIspWInovWUIanIalkalitolerantIactinomyceteIisolatedIfromISaharanIsoilWIAntonien
VannLeeuwenhoekUI2015UIZYfUIbZbVaY 2.1 21

254
sescriptionIofIStreptomonosporaIsediminisIspWInovWIandIStreptomonosporaInanhaiensisIspWInovWUI
andIreclassificationIofINocardiopsisIarabiaIwozzeinIOIvoodfellowIaYYgIasIStreptomonosporaI
arabicaIcombWInovWIandIemendedIdescriptionIofItheIgenusIStreptomonosporaWIInternationalnJournaln
ofnSystematicnandnEvolutionarynMicrobiologyUI2013UIebUIcccfVccdd

2.2 21

253 SaccharothrixIhoggarensisIspWInovWUIanIactinomyceteIisolatedIfromISaharanIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2013UIebUIdchVddb 2.2 21

252 venomeIsequenceIofItheImoderatelyIthermophilicUIaminoVacidVdegradingIandIsulfurVreducingI
bacteriumIThermovirgaIlieniiItypeIstrainIQraseYbZcQTRRWIStandardsninnGenomicnSciencesUI2012UIeUIabYVh 21

251 rompleteIgenomeIsequenceIofIwalorhabdusIutahensisItypeIstrainIQpXVaRWIStandardsninnGenomicn
SciencesUI2009UIZUIaZgVad 21

250 rompleteIgenomeIsequenceIofISaccharomonosporaIviridisItypeIstrainIQüZYZRWIStandardsninnGenomicn
SciencesUI2009UIZUIZcZVh 21

249 rompleteIgenomeIsequenceIofIptopobiumIparvulumItypeIstrainIQxüüIZaceRWIStandardsninnGenomicn
SciencesUI2009UIZUIZeeVfb 21

248 urankiaIasymbioticaIspWInovWUIaInonVinfectiveIactinobacteriumIisolatedIfromI’orellaIcalifornicaIrootI
noduleWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2017UIefUIcghfVchYZ 2.2 21

247 venomeIanalysisIofIsesulfotomaculumIgibsoniaeIstrainIvrollQTRIaIhighlyIversatileIvramVpositiveI
sulfateVreducingIbacteriumWIStandardsninnGenomicnSciencesUI2014UIhUIgaZVbh 20

246 pctinopolysporaIrighensisIspWInovWUIaInovelIhalophilicIactinomyceteIisolatedIfromISaharanIsoilIinI
plgeriaWIAntonienVannLeeuwenhoekUI2013UIZYcUIbYZVf 2.1 20

245 pctinopolysporaIsaharensisIspWInovWUIaInovelIhalophilicIactinomyceteIisolatedIfromIaISaharanIsoilIofI
plgeriaWIAntonienVannLeeuwenhoekUI2013UIZYbUIffZVe 2.1 20

244 rompleteIgenomeIsequenceIofITreponemaIsuccinifaciensItypeIstrainIQeYhZRWIStandardsninnGenomicn
SciencesUI2011UIcUIbeZVfY 20

243 rompleteIgenomeIsequenceIofIRhodothermusImarinusItypeIstrainIQRVZYRWIStandardsninnGenomicn
SciencesUI2009UIZUIagbVhY 20

242 rompleteIgenomeIsequenceIofIplicyclobacillusIacidocaldariusItypeIstrainIQZYcVxpRWIStandardsninn
GenomicnSciencesUI2010UIaUIhVZg 20

241 rompleteIgenomeIsequenceIofISphaerobacterIthermophilusItypeIstrainIQSIeYaaRWIStandardsninn
GenomicnSciencesUI2010UIaUIchVde 20
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240 rompleteIgenomeIsequenceIofIprchaeoglobusIprofundusItypeIstrainIQpVZgRWIStandardsninnGenomicn
SciencesUI2010UIaUIbafVce 20

239 NocardiaIvulnerisIspWInovWUIisolatedIfromIwoundsIofIhumanIpatientsIinINorthIpmericaWIAntonienVann
LeeuwenhoekUI2014UIZYeUIdcbVdb 2.1 19

238
venomeIsequenceIofIühaeobacterIinhibensItypeIstrainIQTdQTRRUIaIsecondaryImetaboliteIproducingI
representativeIofItheImarineIRoseobacterIcladeUIandIemendationIofItheIspeciesIdescriptionIofI
ühaeobacterIinhibensWIStandardsninnGenomicnSciencesUI2013UIhUIbbcVdY

19

237 rompleteIgenomeIsequenceIofItheIacetateVdegradingIsulfateIreducerIsesulfobaccaIacetoxidansI
typeIstrainIQpSRqaRWIStandardsninnGenomicnSciencesUI2011UIcUIbhbVcYZ 19

236 rompleteIgenomeIsequenceIofItheIglidingIfreshwaterIbacteriumIuluviicolaItaffensisItypeIstrainI
QRWaeaRWIStandardsninnGenomicnSciencesUI2011UIdUIaZVh 19

235 rompleteIgenomeIsequenceIofIratenulisporaIacidiphilaItypeIstrainIQxsIZbhhYgRWIStandardsninn
GenomicnSciencesUI2009UIZUIZZhVad 19

234 rompleteIgenomeIsequenceIofIüedobacterIheparinusItypeIstrainIQwx’IfeaVbRWIStandardsninnGenomicn
SciencesUI2009UIZUIdcVea 19

233 rompleteIgenomeIsequenceIofIqrachybacteriumIfaeciumItypeIstrainIQSchefferleIeVZYRWIStandardsninn
GenomicnSciencesUI2009UIZUIbVZZ 19

232 rompleteIgenomeIsequenceIofIsyadobacterIfermentansItypeIstrainIQNSZZcRWIStandardsninnGenomicn
SciencesUI2009UIZUIZbbVcY 19

231 rompleteIgenomeIsequenceIofIThermanaerovibrioIacidaminovoransItypeIstrainIQSuggbRWIStandardsn
innGenomicnSciencesUI2009UIZUIadcVeZ 19

230 rompleteIgenomeIsequenceIofIpcidaminococcusIfermentansItypeIstrainIQVRcRWIStandardsninn
GenomicnSciencesUI2010UIbUIZVZc 19

229 rompleteIgenomeIsequenceIofIvordoniaIbronchialisItypeIstrainIQbcZYRWIStandardsninnGenomicn
SciencesUI2010UIaUIZhVag 19

228
sescriptionIofIgammaIradiationVresistantIveodermatophilusIdictyosporusIspWInovWItoIaccommodateI
theInotIvalidlyInamedIveodermatophilusIobscurusIsubspWIdictyosporusIQLuedemannUIZhegRWI
ExtremophilesUI2015UIZhUIffVgd

3 18

227 pctinopolysporaIalgeriensisIspWInovWUIaInovelIhalophilicIactinomyceteIisolatedIfromIaISaharanIsoilWI
ExtremophilesUI2012UIZeUIffZVe 3 18

226 rompleteIgenomeIsequenceIofItheIsulfateVreducingIfirmicuteIsesulfotomaculumIruminisItypeI
strainIQsLQTRRWIStandardsninnGenomicnSciencesUI2012UIfUIbYcVZh 18

225 rompleteIgenomeIsequenceIofIpnaerococcusIprevotiiItypeIstrainIQürZRWIStandardsninnGenomicn
SciencesUI2009UIZUIZdhVed 18

224 rompleteIgenomeIsequenceIofIqrachyspiraImurdochiiItypeIstrainIQdeVZdYRWIStandardsninnGenomicn
SciencesUI2010UIaUIaeYVh 18

223 rompleteIgenomeIsequenceIofIroraliomargaritaIakajimensisItypeIstrainIQYcôzpYZYVacRWIStandardsn
innGenomicnSciencesUI2010UIaUIahYVh 18

(2010-2010)
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222 rompleteIgenomeIsequenceIofIThermobisporaIbisporaItypeIstrainIQRdZRWIStandardsninnGenomicn
SciencesUI2010UIaUIbZgVae 18

221 siversityIofITermitomycesIassociatedIwithIfungusVfarmingItermitesIassessedIbyIculturalIandI
cultureVindependentImethodsWIPLoSnONEUI2013UIgUIedecec 3.7 18

220 veodermatophilusIpulverisIspWInovWUIaIgammaVradiationVresistantIactinobacteriumIisolatedIfromItheI
SaharaIdesertWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIbgagVbgbc 2.2 18

219 xdentificationIofInovelIbiomassVdegradingIenzymesIfromIgenomicIdarkImatteriIüopulatingIgenomicI
sequenceIspaceIwithIfunctionalIannotationWIBiotechnologynandnBioengineeringUI2014UIZZZUIZddYVed 4.9 17

218 rompleteIgenomeIsequenceIofIwaliscomenobacterIhydrossisItypeIstrainIQôRWIStandardsninnGenomicn
SciencesUI2011UIcUIbdaVeY 17

217 rompleteIgenomeIsequenceIofILeptotrichiaIbuccalisItypeIstrainIQrVZYZbVbRWIStandardsninnGenomicn
SciencesUI2009UIZUIZaeVba 17

216 rompleteIgenomeIsequenceIofIsesulfohalobiumIretbaenseItypeIstrainIQwRQZYYRRWIStandardsninn
GenomicnSciencesUI2010UIaUIbgVcg 17

215
qlastococcusIcapsensisIspWInovWUIisolatedIfromIanIarchaeologicalIRomanIpoolIandIemendedI
descriptionIofItheIgenusIqlastococcusUIqWIaggregatusUIqWIsaxobsidensUIqWIjejuensisIandIqWI
endophyticusWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIcgecVcgfa

2.2 17

214 pctinokineosporaImzabensisIspWInovWUIaInovelIactinomyceteIisolatedIfromISaharanIsoilWIAntonienVann
LeeuwenhoekUI2015UIZYfUIahZVe 2.1 16

213 NocardiaIcasuarinaeIspWInovWUIanIactinobacterialIendophyteIisolatedIfromIrootInodulesIofIrasuarinaI
glaucaWIAntonienVannLeeuwenhoekUI2014UIZYdUIZYhhVZYe 2.1 16

212 sescriptionIofIveodermatophilusIamargosaeIspWInovWUItoIaccommodateItheInotIvalidlyInamedI
veodermatophilusIobscurusIsubspWIamargosaeIQLuedemannUIZhegRWICurrentnMicrobiologyUI2014UIegUIbedVfZ2.4 16

211 SaccharothrixItamanrassetensisIspWInovWUIanIactinomyceteIisolatedIfromISaharanIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2015UIedUIZbZeVZbaY 2.2 16

210
venomeIsequenceIofItheILeisingeraIaquimarinaItypeIstrainIQsS’IacdedQTRRUIaImemberIofItheI
marineIRoseobacterIcladeIrichIinIextrachromosomalIelementsWIStandardsninnGenomicnSciencesUI2013UI
gUIbghVcYa

16

209 rompleteIgenomeIsequenceIofItheIaquaticIbacteriumIRunellaIslithyformisItypeIstrainIQLSUIcQTRRWI
StandardsninnGenomicnSciencesUI2012UIeUIZcdVdc 16

208 rompleteIgenomeIsequenceIofItheIplantVassociatedISerratiaIplymuthicaIstrainIpSZbWIStandardsninn
GenomicnSciencesUI2012UIfUIaaVbY 16

207 rompleteIgenomeIsequenceIofIStreptobacillusImoniliformisItypeIstrainIQhhYZRWIStandardsninn
GenomicnSciencesUI2009UIZUIbYYVf 16

206 rompleteIgenomeIsequenceIofIStackebrandtiaInassauensisItypeIstrainIQLLRVcYzVaZRWIStandardsninn
GenomicnSciencesUI2009UIZUIabcVcZ 16

205 rompleteIgenomeIsequenceIofI’eiothermusIsilvanusItypeIstrainIQVxVRaRWIStandardsninnGenomicn
SciencesUI2010UIbUIbfVce 16
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204 rompleteIgenomeIsequenceIofIpcetohalobiumIarabaticumItypeIstrainIQZVfaggRWIStandardsninn
GenomicnSciencesUI2010UIbUIdfVed 16

203 rompleteIgenomeIsequenceIofISebaldellaItermitidisItypeIstrainIQNrTrIZZbYYRWIStandardsninn
GenomicnSciencesUI2010UIaUIaaYVf 16

202 TheIneglectedIhypogeousIfungusIwydnotryaIbailiiISoehnerIQZhdhRIisIaIwidespreadIsisterItaxonIofI
wydnotryaItulasneiIQqerkWRIqerkWIOIqroomeIQZgceRWIMycologicalnProgressUI2010UIhUIZhdVaYb 1.9 16

201 NucleotideIsequenceIofItheIgenesIencodingItheILbYUISZaIandISfIequivalentIribosomalIproteinsI
fromItheIarchaeumIThermococcusIcelerWINucleicnAcidsnResearchUI1991UIZhUIeYcf 20.1 16

200
NucleotideIsequenceIofItheIgenesIencodingItheIsubunitsIwUIqUIpPIandIpPPIofItheIsNpVdependentI
RNpIpolymeraseIandItheIinitiatorItRNpIfromIThermoplasmaIacidophilumWINucleicnAcidsnResearchUI
1992UIaYUIdaae

20.1 16

199 rompleteIgenomeIsequenceIofIRiemerellaIanatipestiferItypeIstrainIQpTrrIZZgcdRWIStandardsninn
GenomicnSciencesUI2011UIcUIZccVdb 16

198 ürauserellaIisguenensisIspWInovWUIaIhalophilicIactinomyceteIisolatedIfromIdesertIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2015UIedUIZdhgVZeYb 2.2 16

197 StreptosporangiumIbecharenseIspWInovWUIanIactinobacteriumIisolatedIfromIdesertIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIacgcVachY 2.2 16

196 sefiningItheISpeciesIandIUnderItheIurameworkIofIvenomicsWIFrontiersninnMicrobiologyUI2018UIhUIZbeY 5.7 15

195 SaccharothrixIsaharensisIspWInovWUIanIactinomyceteIisolatedIfromIplgerianISaharanIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2013UIebUIbfccVbfch 2.2 15

194 rompleteIgenomeIsequenceIofILeadbetterellaIbyssophilaItypeIstrainIQc’ZdRWIStandardsninnGenomicn
SciencesUI2011UIcUIaVZa 15

193 rompleteIgenomeIsequenceIofI’arivirgaItractuosaItypeIstrainIQwVcbRWIStandardsninnGenomicn
SciencesUI2011UIcUIZdcVea 15

192 rompleteIgenomeIsequenceIofIronexibacterIwoeseiItypeIstrainIQxsZbZdffRWIStandardsninnGenomicn
SciencesUI2010UIaUIaZaVh 15

191 rompleteIgenomeIsequenceIofISpirochaetaIsmaragdinaeItypeIstrainIQStqRIcaagRWIStandardsninn
GenomicnSciencesUI2010UIbUIZbeVcc 15

190 NucleotideIsequenceIofItheIgeneIforIaIfcIksaIsNpIpolymeraseIfromItheIarchaeonISulfolobusI
solfataricusWINucleicnAcidsnResearchUI1993UIaZUIafeg 20.1 15

189 rompleteIgenomeIsequenceIofItheIfacultativelyIchemolithoautotrophicIandImethylotrophicIalphaI
üroteobacteriumIStarkeyaInovellaItypeIstrainIQpTrrIgYhbTRWIStandardsninnGenomicnSciencesUI2012UIfUIccVdg 15

188
romparingIpolysaccharideIdecompositionIbetweenItheItypeIstrainsIvramellaIechinicolaIz’’I
eYdYQTRIQsS’IZhgbgQTRRIandIvramellaIportivictoriaeIUSTYcYgYZVYYZQTRIQsS’IabdcfQTRRUIandI
emendedIdescriptionIofIvramellaIechinicolaINedashkovskayaIetIalWIaYYdIemendWIShahinaIetIalWIaYZcI
andIvramellaIportivictoriaeILauIetIalWIaYYdWIStandardsninnGenomicnSciencesUI2016UIZZUIbf

14

187 SaccharopolysporaIghardaiensisIspWInovWUIanIextremelyIhalophilicIactinomyceteIisolatedIfromI
plgerianISaharanIsoilWIJournalnofnAntibioticsUI2014UIefUIahhVbYb 3.7 14

(2014-2010)
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186 veodermatophilusIaquaeductusIspWInovWUIisolatedIfromItheIruinsIofIwadrianPsIaqueductWIAntonienVann
LeeuwenhoekUI2015UIZYgUIcZVdY 2.1 14

185 StreptomycesIiranensisIspWInovWUIisolatedIfromIsoilWIInternationalnJournalnofnSystematicnandn
EvolutionarynMicrobiologyUI2010UIeYUIZdYcVZdYh 2.2 14

184 rompleteIgenomeIsequenceIofIThermocrinisIalbusItypeIstrainIQwxIZZXZaRWIStandardsninnGenomicn
SciencesUI2010UIaUIZhcVaYa 14

183 rompleteIgenomeIsequenceIofI’ethanothermusIfervidusItypeIstrainIQVacSRWIStandardsninnGenomicn
SciencesUI2010UIbUIbZdVac 14

182 pxTbUIaIcrypticIplasmidIisolatedIfromItheIhyperthermophilicIcrenarchaeonISulfolobusIsolfataricusI
xTbWIPlasmidUI2006UIdeUIbdVcd 3.3 14

181 pnIupdateIonItheItaxonomyIofItheIgenusIurankiaIqrunchorstUIZggeUIZfcWIAntonienVannLeeuwenhoekUI
2019UIZZaUIdVaZ 2.1 14

180 RevisitingItheITaxonomicIStatusIofItheIqiomedicallyIandIxndustriallyIxmportantIvenusIUIUsingIaI
ühylogenomicIppproachWIFrontiersninnMicrobiologyUI2018UIhUIaagZ 5.7 14

179 xsolationUIcharacterizationIandIanalysisIofIbacteriophagesIfromItheIhaloalkalineIlakeItlmenteitaUI
zenyaWIPLoSnONEUI2019UIZcUIeYaZdfbc 3.7 13

178 pctinomaduraIalgeriensisIspWInovWUIanIactinobacteriumIisolatedIfromISaharanIsoilWIAntonienVann
LeeuwenhoekUI2016UIZYhUIZdhVed 2.1 13

177 urankiaItorreyiIspWInovWUItheIfirstIactinobacteriumIofItheIgenusIurankiaIqrunchorstIZggeUIZfcI
isolatedIinIaxenicIcultureWIAntonienVannLeeuwenhoekUI2019UIZZaUIdfVed 2.1 13

176 ’zabimycesIalgeriensisIgenWInovWUIspWInovWUIaIhalophilicIfilamentousIactinobacteriumIisolatedIfromIaI
SaharanIsoilUIandIproposalIofI’zabimycetaceaeIfamWInovWIAntonienVannLeeuwenhoekUI2014UIZYeUIZYaZVbY2.1 13

175 StreptomonosporaIalgeriensisIspWInovWUIaIhalophilicIactinomyceteIisolatedIfromIsoilIinIplgeriaWI
AntonienVannLeeuwenhoekUI2014UIZYeUIagfVha 2.1 13

174 rompleteIgenomeIsequenceIofItheIühaeobacterIgallaeciensisItypeIstrainIrxüIZYdaZYQTRIQlIsS’I
aeecYQTRIlIqSZYfQTRRWIStandardsninnGenomicnSciencesUI2014UIhUIhZcVba 13

173 NonomuraeaIjabiensisIspWInovWUIisolatedIfromIaridIsoilWIInternationalnJournalnofnSystematicnandn
EvolutionarynMicrobiologyUI2013UIebUIaZaVaZg 2.2 13

172
rompleteIgenomeIsequenceIofItheImarineImethylVhalideIoxidizingILeisingeraImethylohalidivoransI
typeIstrainIQsS’IZcbbeQTRRUIaIrepresentativeIofItheIRoseobacterIcladeWIStandardsninnGenomicn
SciencesUI2013UIhUIZagVcZ

13

171 rompleteIgenomeIsequenceIofItnterobacterIspWIxxTVqTIYgiIpIpotentialImicrobialIstrainIforIhighIrateI
hydrogenIproductionWIStandardsninnGenomicnSciencesUI2013UIhUIbdhVeh 13

170
üromicromonosporaIxylanilyticaIspWInovWUIanIendophyticIactinomyceteIisolatedIfromI
surfaceVsterilizedIleavesIofItheImedicinalIplantI’aytenusIaustroyunnanensisWIInternationalnJournaln
ofnSystematicnandnEvolutionarynMicrobiologyUI2012UIeaUIgcVgh

2.2 13

169 rompleteIgenomeIsequenceIofIrryptobacteriumIcurtumItypeIstrainIQZaVbRWIStandardsninnGenomicn
SciencesUI2009UIZUIhbVZYY 13
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168 rompleteIgenomeIsequenceIofIxgnisphaeraIaggregansItypeIstrainIQpγZWSZRWIStandardsninnGenomicn
SciencesUI2010UIbUIeeVfd 13

167
’icrobulbiferIrhizosphaeraeIspWInovWUIisolatedIfromItheIrhizosphereIofItheIhalophyteI
prthrocnemumImacrostachyumWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI
2016UIeeUIZgccVZgdY

2.2 13

166 qounagaeaIalgeriensisIgenWInovWUIspWInovWUIanIextremelyIhalophilicIactinobacteriumIisolatedIfromIaI
SaharanIsoilIofIplgeriaWIAntonienVannLeeuwenhoekUI2015UIZYgUIcfbVga 2.1 12

165 woffmannoscyphaUIaInovelIgenusIofIbrightlyIcolouredUIcupulateIüyronemataceaeIcloselyIrelatedItoI
TricharinaIandIveoporaWIMycologicalnProgressUI2013UIZaUIefdVege 1.9 12

164 rharcoalIfilterIpaperIimprovesItheIviabilityIofIcryopreservedIfilamentousIectomycorrhizalIandI
saprotrophicIqasidiomycotaIandIpscomycotaWIMycologiaUI2012UIZYcUIbacVbY 2.4 12

163 rompleteIgenomeIsequenceIofIrapnocytophagaIochraceaItypeIstrainIQVüxIagcdRWIStandardsninn
GenomicnSciencesUI2009UIZUIZYZVh 12

162 rompleteIgenomeIsequenceIofIThermosphaeraIaggregansItypeIstrainIQ’ZZTLRWIStandardsninn
GenomicnSciencesUI2010UIaUIacdVdh 12

161 rompleteIgenomeIsequenceIofI’ethanoplanusIpetroleariusItypeIstrainIQStqRIcgcfRWIStandardsninn
GenomicnSciencesUI2010UIbUIaYbVZZ 12

160 venomeIsequenceIofIühaeobacterIcaeruleusItypeIstrainIQsS’IacdecQTRRUIaIsurfaceVassociatedI
memberIofItheImarineIRoseobacterIcladeWIStandardsninnGenomicnSciencesUI2013UIgUIcYbVZh 12

159 pctinophytocolaIalgeriensisIspWInovWUIanIactinobacteriumIisolatedIfromISaharanIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIafeYVafed 2.2 12

158 LabrenziaIsalinaIspWInovWUIisolatedIfromItheIrhizosphereIofItheIhalophyteIprthrocnemumI
macrostachyumWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIdZfbVdZgY 2.2 12

157
’icromonosporaIphytophilaIspWInovWIandI’icromonosporaIluteiviridisIspWInovWUIisolatedIasInaturalI
inhabitantsIofIplantInodulesWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI
2018UIegUIacgVadb

2.2 12

156
wighIqualityIdraftIgenomeIsequenceIofIulavobacteriumIrivuliItypeIstrainIWqIbWbVaQTRIQsS’I
aZfggQTRRUIaIvaluableIsourceIofIpolysaccharideIdecomposingIenzymesWIStandardsninnGenomicn
SciencesUI2015UIZYUIce

11

155 rompleteIgenomeIsequenceIofItheIglidingUIheparinolyticIüedobacterIsaltansItypeIstrainIQZZbRWI
StandardsninnGenomicnSciencesUI2011UIdUIbYVcY 11

154 rompleteIgenomeIsequenceIofIseinococcusImaricopensisItypeIstrainIQLqVbcRWIStandardsninnGenomicn
SciencesUI2011UIcUIZebVfa 11

153 venomeIsequenceIofItheIorangeVpigmentedIseawaterIbacteriumIôwenweeksiaIhongkongensisI
typeIstrainIQUSTaYYaYgYZQTRRWIStandardsninnGenomicnSciencesUI2012UIfUIZaYVbY 11

152 rompleteIgenomeIsequenceIofIqeutenbergiaIcavernaeItypeIstrainIQwzxIYZaaRWIStandardsninnGenomicn
SciencesUI2009UIZUIaZVg 11

151 rompleteIgenomeIsequenceIofIsenitrovibrioIacetiphilusItypeIstrainIQNaceYRWIStandardsninnGenomicn
SciencesUI2010UIaUIafYVh 11

(2010-2010)
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150 SaccharothrixIghardaiensisIspWInovWUIanIactinobacteriumIisolatedIfromISaharanIsoilWIAntonienVann
LeeuwenhoekUI2017UIZZYUIbhhVcYd 2.1 10

149 StreptomycesIalkaliphilusIspWInovWUIisolatedIfromIsedimentsIofILakeItlmenteitaIinItheIzenyanIRiftI
ValleyWIAntonienVannLeeuwenhoekUI2015UIZYfUIZachVdh 2.1 10

148
venomeIsequenceIofItheIexopolysaccharideVproducingISalipigerImucosusItypeIstrainIQsS’I
ZeYhcQTRRUIaImoderatelyIhalophilicImemberIofItheIRoseobacterIcladeWIStandardsninnGenomicnSciences
UI2014UIhUIZbbZVcb

10

147
venomeIsequenceIofItheImudVdwellingIarchaeonI’ethanoplanusIlimicolaItypeIstrainIQsS’I
aafhQTRRUIreclassificationIofI’ethanoplanusIpetroleariusIasI’ethanolaciniaIpetroleariaIandI
emendedIdescriptionsIofItheIgeneraI’ethanoplanusIandI’ethanolaciniaWIStandardsninnGenomicn
SciencesUI2014UIhUIZYfeVgg

10

146 ülanomonosporaIalgeriensisIspWInovWUIanIactinobacteriumIisolatedIfromIaISaharanIsoilIofIplgeriaWI
AntonienVannLeeuwenhoekUI2017UIZZYUIacdVada 2.1 10

145 sescriptionIofIveodermatophilusIbullaregiensisIspWInovWIAntonienVannLeeuwenhoekUI2015UIZYgUIcZdVad 2.1 10

144 rompleteIgenomeIsequenceIofItheImoderateIthermophileIpnaerobaculumImobileItypeIstrainI
QNvpQTRRWIStandardsninnGenomicnSciencesUI2013UIgUIcfVdf 10

143
venomeIsequenceIofIühaeobacterIdaeponensisItypeIstrainIQsS’IabdahQTRRUIaIfacultativelyI
anaerobicIbacteriumIisolatedIfromImarineIsedimentUIandIemendationIofIühaeobacterIdaeponensisWI
StandardsninnGenomicnSciencesUI2013UIhUIZcaVdh

10

142 rompleteIgenomeIsequenceIofINitratifractorIsalsuginisItypeIstrainIQthxbfVZRWIStandardsninnGenomicn
SciencesUI2011UIcUIbaaVbY 10

141 rompleteIgenomeIsequenceIofItheIhyperthermophilicIchemolithoautotrophIüyrolobusIfumariiI
typeIstrainIQZpRWIStandardsninnGenomicnSciencesUI2011UIcUIbgZVha 10

140
rompleteIgenomeIsequenceIofItheIthermophilicIsulfurVreducerIsesulfurobacteriumI
thermolithotrophumItypeIstrainIQqSpQTRRIfromIaIdeepVseaIhydrothermalIventWIStandardsninnGenomicn
SciencesUI2011UIdUIcYfVZd

10

139 venomeIsequenceIofItheIsoilIbacteriumISaccharomonosporaIazureaItypeIstrainIQNpVZagQTRRWI
StandardsninnGenomicnSciencesUI2012UIeUIaaYVh 10

138 rompleteIgenomeIsequenceIofISanguibacterIkeddieiiItypeIstrainIQSTVfcRWIStandardsninnGenomicn
SciencesUI2009UIZUIZZYVg 10

137 rompleteIgenomeIsequenceIofIzangiellaIkoreensisItypeIstrainIQSWVZadRWIStandardsninnGenomicn
SciencesUI2009UIZUIaaeVbb 10

136 rompleteIgenomeIsequenceIofIyonesiaIdenitrificansItypeIstrainIQürevotIddZbcRWIStandardsninn
GenomicnSciencesUI2009UIZUIaeaVh 10

135 rompleteIgenomeIsequenceIofIzribbellaIflavidaItypeIstrainIQxuôIZcbhhRWIStandardsninnGenomicn
SciencesUI2010UIaUIZgeVhb 10

134 rompleteIgenomeIsequenceIofIThermosediminibacterIoceaniItypeIstrainIQyWXxWVZaagüRWIStandardsn
innGenomicnSciencesUI2010UIbUIZYgVZe 10

133 StreptosporangiumIsaharenseIspWInovWUIanIactinobacteriumIisolatedIfromISaharanIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIZbfZVZbfe 2.2 10

Hans-Peter Klenk
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132
üolyphasicIclassificationIofIstrainsIisolatedIfromItheIzarakumIsesertIandIdescriptionIofIspWInovWUIspWI
novWUIspWInovWIandIspWInovWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2020UI
fYUIebeVecf

2.2 10

131
sraftIvenomeISequenceIofIurankiaIStrainIvaUIaINitrogenVuixingIpctinobacteriumIxsolatedIfromI
rasuarinaIequisetifoliaIandIpbleIToINodulateIpctinorhizalIülantsIofItheIôrderIRhamnalesWIGenomen
AnnouncementsUI2016UIcUI

10

130 zribbellaIsoliIspWInovWUIisolatedIfromIsoilWIAntonienVannLeeuwenhoekUI2017UIZZYUIecZVech 2.1 9

129 qlastococcusIcoliseiIspWInovUIisolatedIfromIanIarchaeologicalIamphitheatreWIAntonienVann
LeeuwenhoekUI2017UIZZYUIbbhVbce 2.1 9

128 wighIqualityIdraftIgenomeIsequenceIofI’eganemaIperideroedesIstrWIvrZQTRIandIaIproposalIforIitsI
reclassificationItoItheIfamilyI’eganemaceaeIfamWInovWIStandardsninnGenomicnSciencesUI2015UIZYUIab 9

127
wighIqualityIdraftIgenomeIsequencesIofIüseudomonasIfulvaIsS’IZffZfQTRUIüseudomonasI
parafulvaIsS’IZfYYcQTRIandIüseudomonasIcremoricolorataIsS’IZfYdhQTRItypeIstrainsWIStandardsninn
GenomicnSciencesUI2016UIZZUIdd

9

126 pctinoalloteichusIhoggarensisIspWInovWUIanIactinomyceteIisolatedIfromISaharanIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2015UIedUIaYYeVaYZY 2.2 9

125 venomeIsequenceIofItheIphageVgeneIrichImarineIühaeobacterIarcticusItypeIstrainIsS’IabdeeQTWRWI
StandardsninnGenomicnSciencesUI2013UIgUIcdYVec 9

124 NonVcontiguousIfinishedIgenomeIsequenceIofIplantVgrowthIpromotingISerratiaIproteamaculansIScWI
StandardsninnGenomicnSciencesUI2013UIgUIccZVh 9

123 rompleteIgenomeIsequenceIofIsesulfurococcusImucosusItypeIstrainIQôfXZRWIStandardsninnGenomicn
SciencesUI2011UIcUIZfbVga 9

122 venomeIsequenceIofItheIfilamentousUIglidingIThiothrixIniveaIneotypeIstrainIQyüaQTRRWIStandardsninn
GenomicnSciencesUI2011UIdUIbhgVcYe 9

121 rompleteIgenomeIsequenceIofIralditerrivibrioInitroreducensItypeIstrainIQYubfVZRWIStandardsninn
GenomicnSciencesUI2011UIcUIdcVea 9

120 rompleteIgenomeIsequenceIofItheIthermophilicIsulfateVreducingIoceanIbacteriumI
ThermodesulfatatorIindicusItypeIstrainIQrxRahgZaQTRRWIStandardsninnGenomicnSciencesUI2012UIeUIZddVec 9

119 venomeIsequenceIofItheIpntarcticIrhodopsinsVcontainingIflavobacteriumIvillisiaIlimnaeaItypeI
strainIQRVgagaQTRRWIStandardsninnGenomicnSciencesUI2012UIfUIZYfVZh 9

118 rompleteIgenomeIsequenceIofIuerrimonasIbalearicaItypeIstrainIQüpTRWIStandardsninnGenomicn
SciencesUI2010UIbUIZfcVga 9

117 rompleteIgenomeIsequenceIofIPThermobaculumIterrenumPItypeIstrainIQYNüZRWIStandardsninn
GenomicnSciencesUI2010UIbUIZdbVea 9

116 rompleteIgenomeIsequenceIofISegniliparusIrotundusItypeIstrainIQrsrIZYfeRWIStandardsninnGenomicn
SciencesUI2010UIaUIaYbVZZ 9

115 pctinomaduraIadrarensisIspWInovWUIanIactinobacteriumIisolatedIfromISaharanIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIafacVafah 2.2 9

(2016-2020)
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114 ’ycobacteriumIeburneumIspWInovWUIaInonVchromogenicUIfastVgrowingIstrainIisolatedIfromIsputumWI
InternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2017UIefUIbZfcVbZgZ 2.2 9

113 ’icromonosporaIorduensisIspWInovWUIisolatedIfromIdeepImarineIsedimentWIAntonienVann
LeeuwenhoekUI2020UIZZbUIbhfVcYd 2.1 9

112 pctinopolysporaIbiskrensisIspWInovWUIaInovelIhalophilicIactinomyceteIisolatedIfromINorthernISaharaWI
CurrentnMicrobiologyUI2015UIfYUIcabVg 2.4 8

111 wuntingIforIcultivableI’icromonosporaIstrainsIinIsoilsIofItheIptacamaIsesertWIAntonienVann
LeeuwenhoekUI2018UIZZZUIZbfdVZbgf 2.1 8

110 wighIqualityIdraftIgenomeIsequenceIofIôlivibacterIsitiensisItypeIstrainIQpWVeQTRRUIaIdiphenolI
degraderIwithIgenesIinvolvedIinItheIcatecholIpathwayWIStandardsninnGenomicnSciencesUI2014UIhUIfgbVhb 8

109
wighIqualityIdraftIgenomeIsequenceIofItheIslightlyIhalophilicIbacteriumIwalomonasIzhanjiangensisI
typeIstrainIyS’IYfgZehQTRIQsS’IaZYfeQTRRIfromIaIseaIurchinIinIsouthernIrhinaWIStandardsninn
GenomicnSciencesUI2014UIhUIZYaYVbY

8

108 qelliellaIkenyensisIspWInovWUIisolatedIfromIanIalkalineIlakeWIInternationalnJournalnofnSystematicnandn
EvolutionarynMicrobiologyUI2015UIedUIcdfVcea 2.2 8

107 venomeIsequenceIofItheIfreeVlivingIaerobicIspirocheteITurneriellaIparvaItypeIstrainIQwQTRRUIandI
emendationIofItheIspeciesITurneriellaIparvaWIStandardsninnGenomicnSciencesUI2013UIgUIaagVbg 8

106 venomeIofItheIRVbodyIproducingImarineIalphaproteobacteriumILabrenziaIalexandriiItypeIstrainI
QsuLVZZQTRRWIStandardsninnGenomicnSciencesUI2013UIfUIcZbVae 8

105 rompleteIgenomeIsequenceIofIwydrogenobacterIthermophilusItypeIstrainIQTzVeRWIStandardsninn
GenomicnSciencesUI2011UIcUIZbZVcb 8

104 rompleteIgenomeIsequenceIofIWeeksellaIvirosaItypeIstrainIQhfdZRWIStandardsninnGenomicnSciencesUI
2011UIcUIgZVhY 8

103 rompleteIgenomeIsequenceIofIwirschiaIbalticaItypeIstrainIQxup’IZcZgQTRRWIStandardsninnGenomicn
SciencesUI2011UIdUIagfVhf 8

102 rompleteIgenomeIsequenceIofIqacteroidesIsalanitronisItypeIstrainIQqLfgRWIStandardsninnGenomicn
SciencesUI2011UIcUIZhZVh 8

101 rompleteIgenomeIsequenceIofITsukamurellaIpaurometabolaItypeIstrainIQnoWIbbRWIStandardsninn
GenomicnSciencesUI2011UIcUIbcaVdZ 8

100 venomeIsequenceIofItheImoderatelyIthermophilicIhalophileIulexistipesIsinusarabiciIstrainIQ’pSZYRWI
StandardsninnGenomicnSciencesUI2011UIdUIgeVhe 8

99 rompleteIgenomeIsequenceIofItheIfacultativelyIanaerobicUIappendagedIbacteriumI’uricaudaI
ruestringensisItypeIstrainIQqZQTRRWIStandardsninnGenomicnSciencesUI2012UIeUIZgdVhb 8

98 üermanentIdraftIgenomeIsequenceIofIsethiosulfovibrioIpeptidovoransItypeIstrainIQStqRIcaYfRWI
StandardsninnGenomicnSciencesUI2010UIbUIgdVha 8

97 NonVcontiguousIfinishedIgenomeIsequenceIofIpminomonasIpaucivoransItypeIstrainIQvLUVbRWI
StandardsninnGenomicnSciencesUI2010UIbUIagdVhb 8

Hans-Peter Klenk
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96 rompleteIgenomeIsequenceIofIVulcanisaetaIdistributaItypeIstrainIQxrVYZfRWIStandardsninnGenomicn
SciencesUI2010UIbUIZZfVad 8

95 rompleteIgenomeIsequenceIofIXylanimonasIcellulosilyticaItypeIstrainIQXxLYfRWIStandardsninnGenomicn
SciencesUI2010UIaUIZVg 8

94 NucleotideIsequenceIofItheIgenesIencodingItheIthreeIlargestIsubunitsIofItheIsNpVdependentIRNpI
polymeraseIfromItheIarchaeumIThermococcusIcelerWINucleicnAcidsnResearchUI1992UIaYUIcedh 20.1 8

93 spWInovWUIanIactinobacteriumIisolatedIfromIdesertIsoilWIInternationalnJournalnofnSystematicnandn
EvolutionarynMicrobiologyUI2016UIeeUIZYbcVZYbg 2.2 8

92 SaccharothrixIisguenensisIspWInovWUIanIactinobacteriumIisolatedIfromIdesertIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIcfgdVcfhY 2.2 8

91 StreptomycesIsediminisIspWInovWIisolatedIfromIcraterIlakeIsedimentWIAntonienVannLeeuwenhoekUI
2018UIZZZUIchbVdYY 2.1 8

90 pctinomaduraIalkaliterraeIspWInovWUIisolatedIfromIanIalkalineIsoilWIAntonienVannLeeuwenhoekUI2017UI
ZZYUIfgfVfhc 2.1 7

89 ThermoactinomycesIkhenchelensisIspWInovWUIaIfilamentousIbacteriumIisolatedIfromIsoilIsedimentIofI
aIterrestrialIhotIspringWIAntonienVannLeeuwenhoekUI2016UIZYhUIbZZVf 2.1 7

88 NocardiaIdonostiensisIspWInovWUIisolatedIfromIhumanIrespiratoryIspecimensWIAntonienVann
LeeuwenhoekUI2016UIZYhUIedbVeY 2.1 7

87 venomeIofItheImarineIalphaproteobacteriumIwoefleaIphototrophicaItypeIstrainIQsuLVcbQTRRWI
StandardsninnGenomicnSciencesUI2013UIfUIccYVg 7

86 rompleteIgenomeIsequenceIofIqacteroidesIhelcogenesItypeIstrainIQüIbeVZYgRWIStandardsninn
GenomicnSciencesUI2011UIcUIcdVdb 7

85 rompleteIgenomeIsequenceIofItheIorangeVredIpigmentedUIradioresistantIseinococcusI
proteolyticusItypeIstrainIQ’RüQTRRWIStandardsninnGenomicnSciencesUI2012UIeUIacYVdY 7

84 rompleteIgenomeIsequenceIofIwalopigerIxanaduensisItypeIstrainIQSwVeQTRRWIStandardsninnGenomicn
SciencesUI2012UIeUIbZVca 7

83 rompleteIgenomeIsequenceIofIxlyobacterIpolytropusItypeIstrainIQruwbuZRWIStandardsninnGenomicn
SciencesUI2010UIbUIbYcVZc 7

82 rompleteIgenomeIsequenceIofIprcanobacteriumIhaemolyticumItypeIstrainIQZZYZgRWIStandardsninn
GenomicnSciencesUI2010UIbUIZaeVbd 7

81 rompleteIgenomeIsequenceIofIThermaerobacterImarianensisItypeIstrainIQfpfdaRWIStandardsninn
GenomicnSciencesUI2010UIbUIbbfVcd 7

80 ’icromonosporaIprofundiIspWInovWUIisolatedIfromIdeepImarineIsedimentWIInternationalnJournalnofn
SystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIcfbdVcfcb 2.2 7

79 üromicromonosporaIkermanensisIspWInovWUIanIactinobacteriumIisolatedIfromIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2017UIefUIaeaVaef 2.2 7

(2017-2010)
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78 qrevundimonasIcanariensisIspWInovWUIisolatedIfromIrootsIofITriticumIaestivumWIInternationalnJournaln
ofnSystematicnandnEvolutionarynMicrobiologyUI2017UIefUIhehVhfb 2.2 7

77 ’icromonosporaIyasonensisIspWInovWUIisolatedIfromIaIqlackISeaIsedimentWIAntonienVannLeeuwenhoek
UI2016UIZYhUIZYZhVag 2.1 7

76 wighIqualityIdraftIgenomeIofItypeIstrainIaIrockIactinobacteriumUIandIemendedIdescriptionIofWI
StandardsninnGenomicnSciencesUI2017UIZaUIc 6

75
venomeIsequenceIofItheIpinkItoIlightIreddishVpigmentedIRubellimicrobiumImesophilumItypeI
strainIQsS’IZhbYhQTRRUIaIrepresentativeIofItheIRoseobacterIgroupIisolatedIfromIsoilUIandIemendedI
descriptionIofItheIspeciesWIStandardsninnGenomicnSciencesUI2014UIhUIhYaVZb

6

74 pInovelIstrainIofIpctinopolysporaImortivallisIwithIantibacterialIactivityIisolatedIfromIaISaharanIsoilWI
AnnalsnofnMicrobiologyUI2012UIeaUIZYchVZYdf 3.2 6

73 rompleteIgenomeIsequenceIofItheIbileVresistantIpigmentVproducingIanaerobeIplistipesIfinegoldiiI
typeIstrainIQpwNacbfQTRRWIStandardsninnGenomicnSciencesUI2013UIgUIaeVbe 6

72 venomeIsequenceIofItheILitoreibacterIarenaeItypeIstrainIQsS’IZhdhbQTRRUIaImemberIofItheI
RoseobacterIcladeIisolatedIfromIseaIsandWIStandardsninnGenomicnSciencesUI2013UIhUIZZfVaf 6

71 rompleteIgenomeIsequenceIofI’ahellaIaustraliensisItypeIstrainIQdYVZIqôNRWIStandardsninnGenomicn
SciencesUI2011UIcUIbbZVcZ 6

70 rompleteIgenomeIsequenceIofItheIthermophilicIsulfurVreducerIwippeaImaritimaItypeIstrainI
Q’wQaRRWIStandardsninnGenomicnSciencesUI2011UIcUIbYbVZZ 6

69 rompleteIgenomeIsequenceIofItheIaerobicUIheterotrophI’arinithermusIhydrothermalisItypeIstrainI
QTZQTRRIfromIaIdeepVseaIhydrothermalIventIchimneyWIStandardsninnGenomicnSciencesUI2012UIeUIaZVbY 6

68 NakamurellaIsilvestrisIspWInovWUIanIactinobacteriumIisolatedIfromIalpineIforestIsoilWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2016UIeeUIdceYVdcec 2.2 6

67 ReclassificationIofI’zabimycesIalgeriensisISakerIetIalWIaYZdIasIwalopolysporaIalgeriensisIcombWInovWI
InternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2017UIefUIafgfVafhY 2.2 6

66 spWInovWIaInovelIplantIgrowthVpromotingIbacteriumIwithIpotentialIuseIinIphytoremediationWI
InternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2020UIfYUIbagfVbahc 2.2 6

65 rompleteIgenomeIsequenceIofIstrainIYx’IYYaIQsS’IccgbdRUItheItypeIspeciesIofItheIgenusIandI
sourceIofInewIantibioticIcompoundsWIStandardsninnGenomicnSciencesUI2017UIZaUIaZ 5

64 pctinoalloteichusIfjordicusIspWInovWIisolatedIfromImarineIspongesiIphenotypicUIchemotaxonomicI
andIgenomicIcharacterisationWIAntonienVannLeeuwenhoekUI2017UIZZYUIZfYdVZfZf 2.1 5

63 siversityIandIantagonisticIpropertiesIofIculturableIhalophilicIactinobacteriaIinIsoilsIofItwoIaridI
regionsIofIseptentrionalISaharaiI’â��zabIandIZibansWIAnnalsnofnMicrobiologyUI2015UIedUIaacZVaadb 3.2 5

62 NocardiaIarizonensisIspWInovWUIobtainedIfromIhumanIrespiratoryIspecimensWIAntonienVann
LeeuwenhoekUI2015UIZYgUIZZahVbf 2.1 5

61 venomeVbasedIclassificationIofI’icromonosporaIcraterilacusIspWInovWUIaInovelIactinobacteriumI
isolatedIfromINemrutILakeWIAntonienVannLeeuwenhoekUI2020UIZZbUIfhZVgYZ 2.1 5

Hans-Peter Klenk

20



60
rompleteIgenomeIsequenceIofItheIhaloalkaliphilicUIobligatelyIchemolithoautotrophicIthiosulfateI
andIsulfideVoxidizingI˛‡VproteobacteriumIThioalkalimicrobiumIcyclicumItypeIstrainIpL’IZIQsS’I
ZccffQTRRWIStandardsninnGenomicnSciencesUI2016UIZZUIbg

5

59 venomeIsequenceIandIemendedIdescriptionIofILeisingeraInanhaiensisIstrainIsS’IacadaQTRI
isolatedIfromImarineIsedimentWIStandardsninnGenomicnSciencesUI2014UIhUIegfVfYb 5

58 ’icrolunatusIcavernaeIspWInovWUIaInovelIactinobacteriumIisolatedIfromIpluIancientIcaveUIYunnanUI
SouthVWestIrhinaWIAntonienVannLeeuwenhoekUI2013UIZYcUIhdVZYZ 2.1 5

57 rompleteIgenomeIsequenceIofIroriobacteriumIglomeransItypeIstrainIQüWaQTRRIfromItheImidgutIofI
üyrrhocorisIapterusILWIQredIsoldierIbugRWIStandardsninnGenomicnSciencesUI2013UIgUIZdVad 5

56 rompleteIgenomeIsequenceIofIStaphylothermusIhellenicusIügWIStandardsninnGenomicnSciencesUI2011
UIdUIZaVaY 5

55 sNpVrRNpIhybridizationIstudiesIonIwalococcusIsaccharolyticusIandIotherIhalobacteriaWIFEMSn
MicrobiologynLettersUI1993UIZZZUIehVfa 2.9 5

54
TwoInovelIspeciesIofIrapidlyIgrowingImycobacteriaiI’ycobacteriumIlehmanniiIspWInovWIandI
’ycobacteriumIneumanniiIspWInovWIInternationalnJournalnofnSystematicnandnEvolutionarynMicrobiology
UI2017UIefUIchcgVchdd

2.2 5

53
zocuriaIsalinaIspWInovWUIanIactinobacteriumIisolatedIfromItheIrhizosphereIofItheIhalophyteI
prthrocnemumImacrostachyumIandIemendedIdescriptionIofIzocuriaIturfanensisWIInternationaln
JournalnofnSystematicnandnEvolutionarynMicrobiologyUI2017UIefUIdYYeVdYZa

2.2 5

52 üseudomonasIkhazaricaIspWInovWUIaIpolycyclicIaromaticIhydrocarbonVdegradingIbacteriumIisolatedI
fromIzhazarISeaIsedimentsWIAntonienVannLeeuwenhoekUI2020UIZZbUIdaZVdba 2.1 5

51 pIstudyIofIthreeIbacteriaIisolatedIfromImarineIsedimentIandIdescriptionIofI’icromonosporaI
globisporaIspWInovWISystematicnandnAppliednMicrobiologyUI2019UIcaUIZhYVZhf 4.2 5

50 ronsentIinsufficientIforIdataIreleaseVResponseWIScienceUI2019UIbecUIcce 33.3 4

49
raldisalinibacterIkiritimatiensisIgenWInovWUIspWInovWUIaI’oderatelyIThermohalophilicI
ThiosulfateVReducingIqacteriumIfromIaIwypersalineI’icrobialI’atWIGeomicrobiologynJournalUI2015UI
baUIbcfVbdc

2.5 4

48 ühytomonosporaIcypriaIspWInovWUIisolatedIfromIsoilWIAntonienVannLeeuwenhoekUI2015UIZYgUIZcadVZcba 2.1 4

47 wighVqualityIdraftIgenomeIsequenceIofIstrainIpzcôwZUIaIgammaproteobacteriumIisolatedIfromI
estuarineIsedimentWIStandardsninnGenomicnSciencesUI2016UIZZUIee 4

46 venomeIsequenceIofIShimiaIstrWISzYZbUIaIrepresentativeIofItheIRoseobacterIgroupIisolatedIfromI
marineIsedimentWIStandardsninnGenomicnSciencesUI2016UIZZUIad 4

45 NocardiaIzapadnayensisIspWInovWUIisolatedIfromIsoilWIAntonienVannLeeuwenhoekUI2016UIZYhUIhdVZYb 2.1 4

44 venomeIsequenceIofItheIThermotogaIthermarumItypeIstrainIQLpbQTRRIfromIanIpfricanIsolfataricI
springWIStandardsninnGenomicnSciencesUI2014UIhUIZZYdVZf 4

43 wighVqualityVdraftIgenomeIsequenceIofItheIyellowVpigmentedIflavobacteriumIyoostellaImarinaI
typeIstrainIQtndQTRRWIStandardsninnGenomicnSciencesUI2013UIgUIbfVce 4

(2013-2016)
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42 üermanentIdraftIgenomeIsequencesIofItheIsymbioticInitrogenIfixingItnsiferImelilotiIstrainsI
qôaZrrIandIpzdgWIStandardsninnGenomicnSciencesUI2013UIhUIbadVbb 4

41
venomeIsequenceIofItheImoderatelyIthermophilicIsulfurVreducingIbacteriumIThermanaerovibrioI
veloxItypeIstrainIQZVhfYZQTRRIandIemendedIdescriptionIofItheIgenusIThermanaerovibrioWIStandardsn
innGenomicnSciencesUI2013UIhUIdfVfY

4

40 venomeIsequenceIofItheIphylogeneticallyIisolatedIspirocheteILeptonemaIilliniItypeIstrainI
QbYddQTRRWIStandardsninnGenomicnSciencesUI2013UIgUIZffVgf 4

39 NonVcontiguousIfinishedIgenomeIsequenceIofIqacteroidesIcoprosuisItypeIstrainIQürZbhRWIStandardsn
innGenomicnSciencesUI2011UIcUIabbVcb 4

38 rompleteIgenomeIsequenceIofITolumonasIauensisItypeIstrainIQTpIcRWIStandardsninnGenomicnSciences
UI2011UIdUIZZaVaY 4

37 WholeIvenomeISequenceIromparisonsIinITaxonomyWIMethodsninnMicrobiologyUI2011UIbgUIcYhVcbe 2.8 4

36 rompleteIgenomeIsequenceIofIxntrasporangiumIcalvumItypeIstrainIQfIzxüRWIStandardsninnGenomicn
SciencesUI2010UIbUIahcVbYb 4

35 NocardiopsisImwathaeIspWInovWUIisolatedIfromItheIhaloalkalineILakeItlmenteitaIinItheIpfricanIRiftI
ValleyWIAntonienVannLeeuwenhoekUI2016UIZYhUIcaZVbY 2.1 4

34 zroppenstedtiaIpulmonisIspWInovWIandIzroppenstedtiaIsanguinisIspWInovWUIisolatedIfromIhumanI
patientsWIAntonienVannLeeuwenhoekUI2016UIZYhUIeYbVZY 2.1 4

33 xonizingVradiationVresistantIzocuriaIrhizophilaIüTZYIisolatedIfromItheITunisianISaharaIxerophyteI
üanicumIturgidumiIüolyphasicIcharacterizationIandIproteogenomicIarsenalWIGenomicsUI2021UIZZbUIbZfVbbY4.3 4

32 NonomuraeaIinsulaeIspWInovWUIisolatedIfromIforestIsoilWIAntonienVannLeeuwenhoekUI2018UIZZZUIaYdZVaYdh 2.1 4

31 romparativeIgenomicIanalysisIofIeightInovelIhaloalkaliphilicIbacteriophagesIfromILakeItlmenteitaUI
zenyaWIPLoSnONEUI2019UIZcUIeYaZaZYa 3.7 3

30
rompleteIgenomeIsequenceIofItheIbacteriochlorophyllIaVcontainingIRoseibacteriumIelongatumI
typeIstrainIQsS’IZhcehQTRRUIaIrepresentativeIofItheIRoseobacterIgroupIisolatedIfromIpustralianI
coastIsandWIStandardsninnGenomicnSciencesUI2014UIhUIgcYVdc

3

29 venomeIsequenceIofItheIreddishVpigmentedIRubellimicrobiumIthermophilumItypeIstrainIQsS’I
ZeegcQTRRUIaImemberIofItheIRoseobacterIcladeWIStandardsninnGenomicnSciencesUI2013UIgUIcgYVhY 3

28 rompleteIgenomeIsequenceIofIôceanithermusIprofundusItypeIstrainIQdYeRWIStandardsninnGenomicn
SciencesUI2011UIcUIaZYVaY 3

27 venomeIsequenceIofItheIoceanIsedimentIbacteriumISaccharomonosporaImarinaItypeIstrainI
QX’UZdQTRRWIStandardsninnGenomicnSciencesUI2012UIeUIaedVfd 3

26 rompleteIgenomeIsequenceIofISyntrophobotulusIglycolicusItypeIstrainIQulvlyRRWIStandardsninn
GenomicnSciencesUI2011UIcUIbfZVgY 3

25 spWInovWUIisolatedIfromIgrowingIinItheIôdielImarshesQSpainRIandIemendedIdescriptionsIofIandWI
InternationalnJournalnofnSystematicnandnEvolutionarynMicrobiologyUI2020UIfYUIaaYVaaf 2.2 3

Hans-Peter Klenk

22



24 venomeIanalysisIofItheImarineIbacteriumIziloniellaIlaminariaeIandIfirstIinsightsIintoIcomparativeI
genomicsIwithIrelatedIziloniellaIspeciesWIArchivesnofnMicrobiologyUI2020UIaYaUIgZdVgac 3 3

23 sraftIgenomeIsequenceIofIüromicromonosporaIpaniciIspWInovWUIaInovelIionizingVradiationVresistantI
actinobacteriumIisolatedIfromIrootsIofItheIdesertIplantIüanicumIturgidumWIExtremophilesUI2021UIadUIadVbg3 3

22 wighIqualityIpermanentIdraftIgenomeIsequenceIofIsS’IZhcgaUIisolatedIfromIrawIcowImilkWI
StandardsninnGenomicnSciencesUI2017UIZaUIbZ 2

21 uormalIdescriptionIofI’ycobacteriumIneglectumIspWInovWIandI’ycobacteriumIpalauenseIspWInovWUI
rapidlyIgrowingIactinobacteriaWIAntonienVannLeeuwenhoekUI2018UIZZZUIZaYhVZaab 2.1 2

20 venomeIsequenceIofItheIWenxiniaImarinaItypeIstrainIQsS’IacgbgQTRRUIaIrepresentativeIofItheI
RoseobacterIgroupIisolatedIfromIoilfieldIsedimentsWIStandardsninnGenomicnSciencesUI2014UIhUIgddVed 2

19
rompleteIgenomeIsequenceIofItheIhalophilicIbacteriumISpirochaetaIafricanaItypeIstrainI
QZVfehaQTRRIfromItheIalkalineILakeI’agadiIinItheItastIpfricanIRiftWIStandardsninnGenomicnSciencesUI
2013UIgUIZedVfe

2

18 NonVcontiguousIfinishedIgenomeIsequenceIofItheIopportunisticIoralIpathogenIürevotellaI
multisaccharivoraxItypeIstrainIQüüüpaYRWIStandardsninnGenomicnSciencesUI2011UIdUIcZVh 2

17 venomicItncyclopediaIofIqacteriaIandIprchaeaIQvtqpRIVxiIlearningIfromItypeIstrainsWIMicrobiologyn
AustraliaUI2019UIcYUIZad 0.8 2

16 wighVqualityIdraftIgenomeIsequencesIofIsS’IZcZecUIsS’IZfchfUIsS’IZdYggUIsS’IaZacdIandIsS’I
ZeYYeiItaxonomicIconsiderationsWIAccessnMicrobiologyUI2019UIZUIeYYYYef 1 2

15 ’ixotrophicIxronVôxidizingIxsolatesIfromIanIpcidI’ineIsrainageVpffectedIrreekWIAppliednandn
EnvironmentalnMicrobiologyUI2020UIgeUI 4.8 2

14 yiangellaIanatolicaIspWInovWIisolatedIfromIcoastalIlakeIsoilWIAntonienVannLeeuwenhoekUI2019UIZZaUIggfVghd2.1 2

13 yonesiaIluteolaIspWInovWUIaIbacteriumIisolatedIfromIXinjiangIürovinceUIrhinaWIAntonienVann
LeeuwenhoekUI2015UIZYgUIeZZVg 2.1 1

12 xsolationUIrlassificationIandIpntagonisticIüropertiesIofIplkalitolerantIpctinobacteriaIfromIplgerianI
SaharanISoilsWIGeomicrobiologynJournalUI2020UIbfUIgaeVgbe 2.5 1

11 sraftIgenomeIsequenceIofIrLVYyhIQsS’IZggaaRUIisolatedIfromItheIrhizosphereIofItheIcoastalI
tidalVflatIplantWIStandardsninnGenomicnSciencesUI2017UIZaUIed 1

10 venomeIsequenceIandIcomparativeIanalysisIofIyiangellaIalbaIYx’IeZdYbIisolatedIfromIaImedicinalI
plantI’aytenusIaustroyunnanensisWIAntonienVannLeeuwenhoekUI2018UIZZZUIeefVefg 2.1 1

9
wighVqualityIdraftIgenomeIsequenceIofIulavobacteriumIsuncheonenseIvwahVdQTRIQsS’IZffYfQTRRI
isolatedIfromIgreenhouseIsoilIinISouthIzoreaUIandIemendedIdescriptionIofIulavobacteriumI
suncheonenseIvwahVdQTRWIStandardsninnGenomicnSciencesUI2016UIZZUIca

1

8 wighIqualityIpermanentIdraftIgenomeIsequenceIofIühaseolibacterIflectensIpTrrIZaffdQTRUIaIplantI
pathogenIofIurenchIbeanIpodsWIStandardsninnGenomicnSciencesUI2016UIZZUIc 1

7 venomicIxnsightIintoIThreeI’arineIspWIStrainsIfromItheIvulfIofIraliforniaWIMicrobiologynResourcen
AnnouncementsUI2019UIgUI 1.3 1

(2019-2020)
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6 wighVqualityIdraftIgenomeIsequenceIofIvracilimonasItropicaIrLVrqceaQTRIQsS’IZhdbdQTRRUIisolatedI
fromIaISynechococcusIcultureWIStandardsninnGenomicnSciencesUI2015UIZYUIhg 1

5 venomeIsequenceIofItheIchemoheterotrophicIsoilIbacteriumISaccharomonosporaIcyaneaItypeI
strainIQNpVZbcQTRRWIStandardsninnGenomicnSciencesUI2013UIhUIagVcZ 1

4 venomeIsequenceIofIurateuriaIaurantiaItypeIstrainIQzondˆ·IefQTRRUIaIxanthomonadeIisolatedIfromI
LiliumIauratiumILindlWIStandardsninnGenomicnSciencesUI2013UIhUIgbVha 1

3 üermanentIdraftIgenomeIsequenceIofItheIglidingIpredatorISaprospiraIgrandisIstrainISaIgZIQlIwRZRWI
StandardsninnGenomicnSciencesUI2012UIeUIaZYVh 1

2 spWInovWUIaIhomeIforIaIgiftedIstrainIisolatedIfromIxndonesianIsandIduneIsoilWIInternationalnJournalnofn
SystematicnandnEvolutionarynMicrobiologyUI2020UIfYUIcgfcVcgga 2.2 1

1 venomeIsequenceIofItheIflexirubinVpigmentedIsoilIbacteriumINiabellaIsoliItypeIstrainIQySZbVgQTRRWI
StandardsninnGenomicnSciencesUI2012UIfUIaZYVaY 0
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