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308 venomeVbasedIclassificationIofImicromonosporaeIwithIaIfocusIonItheirIbiotechnologicalIandI
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290 qiofilmIplasmidsIwithIaIrhamnoseIoperonIareIwidelyIdistributedIdeterminantsIofItheIPswimVorVstickPI
lifestyleIinIroseobactersWIISMEiJournalUI2016UIZYUIachgVdZb 11.9 37
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ScientificiReportsUI2016UIeUIZhZgZ 4.9 51

288
wighIqualityIdraftIgenomeIsequencesIofIäseudomonasIfulvaIsγ–IZffZfQTRUIäseudomonasI
parafulvaIsγ–IZfYYcQTRIandIäseudomonasIcremoricolorataIsγ–IZfYdhQTRItypeIstrainsWIStandardsiini
GenomiciSciencesUI2016UIZZUIdd

9

287 wighVqualityIdraftIgenomeIsequenceIofIstrainIpzcOwZUIaIgammaproteobacteriumIisolatedIfromI
estuarineIsedimentWIStandardsiiniGenomiciSciencesUI2016UIZZUIee 4

286
rompleteIgenomeIsequenceIofItheIhaloalkaliphilicUIobligatelyIchemolithoautotrophicIthiosulfateI
andIsulfideVoxidizingI˛‡VproteobacteriumIThioalkalimicrobiumIcyclicumItypeIstrainIpL–IZIQsγ–I
ZccffQTRRWIStandardsiiniGenomiciSciencesUI2016UIZZUIbg

5

285
romparingIpolysaccharideIdecompositionIbetweenItheItypeIstrainsIvramellaIechinicolaIz––I
eYdYQTRIQsγ–IZhgbgQTRRIandIvramellaIportivictoriaeIUγTYcYgYZVYYZQTRIQsγ–IabdcfQTRRUIandI
emendedIdescriptionIofIvramellaIechinicolaI edashkovskayaIetIalWIaYYdIemendWIγhahinaIetIalWIaYZcI
andIvramellaIportivictoriaeILauIetIalWIaYYdWIStandardsiiniGenomiciSciencesUI2016UIZZUIbf

14

284
wighVqualityIdraftIgenomeIsequenceIofIulavobacteriumIsuncheonenseIvwahVdQTRIQsγ–IZffYfQTRRI
isolatedIfromIgreenhouseIsoilIinIγouthIzoreaUIandIemendedIdescriptionIofIulavobacteriumI
suncheonenseIvwahVdQTRWIStandardsiiniGenomiciSciencesUI2016UIZZUIca

1

283 venomeIsequenceIofIγhimiaIstrWIγzYZbUIaIrepresentativeIofItheIüoseobacterIgroupIisolatedIfromI
marineIsedimentWIStandardsiiniGenomiciSciencesUI2016UIZZUIad 4

282 wighIqualityIpermanentIdraftIgenomeIsequenceIofIähaseolibacterIflectensIpTrrIZaffdQTRUIaIplantI
pathogenIofIurenchIbeanIpodsWIStandardsiiniGenomiciSciencesUI2016UIZZUIc 1

281 xmprovingIähylogenyIüeconstructionIatItheIγtrainILevelIUsingIäeptidomeIsatasetsWIPLoSi
ComputationaliBiologyUI2016UIZaUIeZYYdafZ 5 3

280 venomicIandIveneticIsiversityIwithinItheIäseudomonasIfluorescensIromplexWIPLoSiONEUI2016UIZZUIeYZdYZgb3.7 109

279 sescriptionIofITrichococcusIilyisIspWInovWIbyIcombinedIphysiologicalIandIinIsilicoIgenomeI
hybridizationIanalysesWIInternationaliJournaliofiSystematiciandiEvolutionaryiMicrobiologyUI2016UIeeUIbhdfVbheb2.2 18

278
äroposalIofIaItypeIstrainIforIurankiaIalniIQWoroninIZgeeRIVonITubeufIZghdUIemendedIdescriptionIofI
urankiaIalniUIandIrecognitionIofIurankiaIcasuarinaeIspWInovWIandIurankiaIelaeagniIspWInovWI
InternationaliJournaliofiSystematiciandiEvolutionaryiMicrobiologyUI2016UIeeUIdaYZVdaZY

2.2 42

277 venomeVqasedITaxonomicIrlassificationIofWIFrontiersiiniMicrobiologyUI2016UIfUIaYYb 5.7 114

276
sraftIvenomeIγequenceIofIurankiaIγtrainIvaUIaI itrogenVuixingIpctinobacteriumIxsolatedIfromI
rasuarinaIequisetifoliaIandIpbleIToI odulateIpctinorhizalIälantsIofItheIOrderIühamnalesWIGenomei
AnnouncementsUI2016UIcUI

10

275  ocardiopsisImwathaeIspWInovWUIisolatedIfromItheIhaloalkalineILakeItlmenteitaIinItheIpfricanIüiftI
ValleyWIAntonieiVaniLeeuwenhoekUI2016UIZYhUIcaZVbY 2.1 4

274 γtreptomycesIalkaliphilusIspWInovWUIisolatedIfromIsedimentsIofILakeItlmenteitaIinItheIzenyanIüiftI
ValleyWIAntonieiVaniLeeuwenhoekUI2015UIZYfUIZachVdh 2.1 10

273 rontrollingIfalseIdiscoveriesIinIhighVdimensionalIsituationsiIboostingIwithIstabilityIselectionWIBMCi
BioinformaticsUI2015UIZeUIZcc 3.6 53
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272
sescriptionIofIgammaIradiationVresistantIveodermatophilusIdictyosporusIspWInovWItoIaccommodateI
theInotIvalidlyInamedIveodermatophilusIobscurusIsubspWIdictyosporusIQLuedemannUIZhegRWI
ExtremophilesUI2015UIZhUIffVgd

3 18

271 TowardsIanIintegratedIphylogeneticIclassificationIofItheITremellomycetesWIStudiesiiniMycologyUI
2015UIgZUIgdVZcf 22.2 280

270 venomicIinsightsIintoItheItaxonomicIstatusIofItheIqacillusIcereusIgroupWIScientificiReportsUI2015UIdUIZcYga4.9 152

269 wighVqualityIdraftIgenomeIsequenceIofIvracilimonasItropicaIrLVrqceaQTRIQsγ–IZhdbdQTRRUIisolatedI
fromIaIγynechococcusIcultureWIStandardsiiniGenomiciSciencesUI2015UIZYUIhg 1

268 ähylogeneticIclassificationIofIyeastsIandIrelatedItaxaIwithinIäucciniomycotinaWIStudiesiiniMycologyUI
2015UIgZUIZchVgh 22.2 158

267
venomeIsequenceIofItheIüoseovariusImucosusItypeIstrainIQsγ–IZfYehQTRRUIaIbacteriochlorophyllI
aVcontainingIrepresentativeIofItheImarineIüoseobacterIgroupIisolatedIfromItheIdinoflagellateI
plexandriumIostenfeldiiWIStandardsiiniGenomiciSciencesUI2015UIZYUIZf

8

266
wighIqualityIdraftIgenomeIsequenceIandIanalysisIofIäontibacterIroseusItypeIstrainIγürVZQTRIQsγ–I
ZfdaZQTRRIisolatedIfromImuddyIwatersIofIaIdrainageIsystemIinIrhandigarhUIxndiaWIStandardsiini
GenomiciSciencesUI2015UIZYUIg

4

265
venomeIsequenceIofItheIpinkVpigmentedImarineIbacteriumILoktanellaIhongkongensisItypeIstrainI
QUγThdYfYZVYYhäQTRRUIaIrepresentativeIofItheIüoseobacterIgroupWIStandardsiiniGenomiciSciencesUI
2015UIZYUIdZ

1

264 OceanPsITwelveiIflagellarIandIbiofilmIchromidsIinItheImultipartiteIgenomeIofI–arinovumIalgicolaI
svghgIexemplifyIfunctionalIcompartmentalizationWIEnvironmentaliMicrobiologyUI2015UIZfUIcYZhVbc 5.2 19

263
pItaxonomicIframeworkIforIemergingIgroupsIofIecologicallyIimportantImarineI
gammaproteobacteriaIbasedIonItheIreconstructionIofIevolutionaryIrelationshipsIusingI
genomeVscaleIdataWIFrontiersiiniMicrobiologyUI2015UIeUIagZ

5.7 88
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wighIqualityIdraftIgenomeIsequenceIofIulavobacteriumIrivuliItypeIstrainIWqIbWbVaQTRIQsγ–I
aZfggQTRRUIaIvaluableIsourceIofIpolysaccharideIdecomposingIenzymesWIStandardsiiniGenomici
SciencesUI2015UIZYUIce

11

261 qelliellaIkenyensisIspWInovWUIisolatedIfromIanIalkalineIlakeWIInternationaliJournaliofiSystematiciandi
EvolutionaryiMicrobiologyUI2015UIedUIcdfVcea 2.2 8

260 TaxonomicIuseIofIs pIvTrIcontentIandIs pVs pIhybridizationIinItheIgenomicIageWIInternationali
JournaliofiSystematiciandiEvolutionaryiMicrobiologyUI2014UIecUIbdaVbde 2.2 337

259 sescriptionIofIveodermatophilusIamargosaeIspWInovWUItoIaccommodateItheInotIvalidlyInamedI
veodermatophilusIobscurusIsubspWIamargosaeIQLuedemannUIZhegRWICurrentiMicrobiologyUI2014UIegUIbedVfZ2.4 16

258 venomikiIvrundlageIzumIVerstˆ⁄ndnisIdesItrfolgsIvonIüoseobacterVvruppeWIBioSpektrumUI2014UIaYUIafhVaga0.1

257
rhryseobacteriumIoleaeIspWInovWUIanIefficientIplantIgrowthIpromotingIbacteriumIinItheIrootingI
inductionIofIoliveItreeIQOleaIeuropaeaILWRIcuttingsIandIemendedIdescriptionsIofItheIgenusI
rhryseobacteriumUIrWIdaecheongenseUIrWIgambriniUIrWIgleumUIrWIjoosteiUIrWIjejuenseUIrWIluteumUIrWI
shigenseUIrWItaiwanenseUIrWIureilyticumIandIrWIvrystaatenseWISystematiciandiAppliediMicrobiologyUI
2014UIbfUIbcaVdY

4.2 47

256
rompleteIgenomeIsequenceIofIälanctomycesIbrasiliensisItypeIstrainIQsγ–IdbYdQTRRUIphylogenomicI
analysisIandIreclassificationIofIälanctomycetesIincludingItheIdescriptionsIofIvimesiaIgenWInovWUI
älanctopirusIgenWInovWIandIüubinisphaeraIgenWInovWIandIemendedIdescriptionsIofItheIorderI
älanctomycetalesIandItheIfamilyIälanctomycetaceaeWIStandardsiiniGenomiciSciencesUI2014UIhUIZY

39

255 rompleteIgenomeIsequenceIofIsγ–IbYYgbQTRUItheItypeIstrainIQUdXcZQTRRIofItscherichiaIcoliUIandIaI
proposalIforIdelineatingIsubspeciesIinImicrobialItaxonomyWIStandardsiiniGenomiciSciencesUI2014UIhUIa 267
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254 venomeIsequenceIandIemendedIdescriptionIofILeisingeraInanhaiensisIstrainIsγ–IacadaQTRI
isolatedIfromImarineIsedimentWIStandardsiiniGenomiciSciencesUI2014UIhUIegfVfYb 5

253 rompleteIgenomeIsequenceIofItheIähaeobacterIgallaeciensisItypeIstrainIrxäIZYdaZYQTRIQlIsγ–I
aeecYQTRIlIqγZYfQTRRWIStandardsiiniGenomiciSciencesUI2014UIhUIhZcVba 13

252 venomeIsequenceIofItheIThermotogaIthermarumItypeIstrainIQLpbQTRRIfromIanIpfricanIsolfataricI
springWIStandardsiiniGenomiciSciencesUI2014UIhUIZZYdVZf 4

251
venomeIsequenceIofItheIexopolysaccharideVproducingIγalipigerImucosusItypeIstrainIQsγ–I
ZeYhcQTRRUIaImoderatelyIhalophilicImemberIofItheIüoseobacterIcladeWIStandardsiiniGenomiciSciences
UI2014UIhUIZbbZVcb

10

250
venomeIsequenceIofItheImudVdwellingIarchaeonI–ethanoplanusIlimicolaItypeIstrainIQsγ–I
aafhQTRRUIreclassificationIofI–ethanoplanusIpetroleariusIasI–ethanolaciniaIpetroleariaIandI
emendedIdescriptionsIofItheIgeneraI–ethanoplanusIandI–ethanolaciniaWIStandardsiiniGenomici
SciencesUI2014UIhUIZYfeVgg

10

249
rompleteIgenomeIsequenceIofItheIbacteriochlorophyllIaVcontainingIüoseibacteriumIelongatumI
typeIstrainIQsγ–IZhcehQTRRUIaIrepresentativeIofItheIüoseobacterIgroupIisolatedIfromIpustralianI
coastIsandWIStandardsiiniGenomiciSciencesUI2014UIhUIgcYVdc

3

248 venomeIsequenceIofItheIWenxiniaImarinaItypeIstrainIQsγ–IacgbgQTRRUIaIrepresentativeIofItheI
üoseobacterIgroupIisolatedIfromIoilfieldIsedimentsWIStandardsiiniGenomiciSciencesUI2014UIhUIgddVed 2

247
venomeIsequenceIofItheIpinkItoIlightIreddishVpigmentedIüubellimicrobiumImesophilumItypeI
strainIQsγ–IZhbYhQTRRUIaIrepresentativeIofItheIüoseobacterIgroupIisolatedIfromIsoilUIandIemendedI
descriptionIofItheIspeciesWIStandardsiiniGenomiciSciencesUI2014UIhUIhYaVZb

6

246
venomeVscaleIdataIsuggestIreclassificationsIinItheILeisingeraVähaeobacterIclusterIincludingI
proposalsIforIγedimentitaleaIgenWInovWIandIäseudophaeobacterIgenWInovWIFrontiersiiniMicrobiologyUI
2014UIdUIcZe

5.7 38

245 venomicIencyclopediaIofIbacteriaIandIarchaeaiIsequencingIaImyriadIofItypeIstrainsWIPLoSiBiologyUI
2014UIZaUIeZYYZhaY 9.7 146

244 veodermatophilusIpoikilotrophiIspWInovWiIaImultitolerantIactinomyceteIisolatedIfromIdolomiticI
marbleWIBioMediResearchiInternationalUI2014UIaYZcUIhZcfef 3 23

243 venomeIγequenceIofIvammaproteobacterialIäseudohalieaIrubraITypeIγtrainIsγ–IZhfdZUIxsolatedI
fromIroastalIγeawaterIofItheI–editerraneanIγeaWIGenomeiAnnouncementsUI2014UIaUI 3

242 wighlyIparallelizedIinferenceIofIlargeIgenomeVbasedIphylogeniesWIConcurrencyiComputationi
PracticeiandiExperienceUI2014UIaeUIZfZdVZfah 1.4 39

241 äathwaysIandIsubstrateVspecificIregulationIofIaminoIacidIdegradationIinIähaeobacterIinhibensI
sγ–IZfbhdIQarchetypeIofItheImarineIüoseobacterIcladeRWIEnvironmentaliMicrobiologyUI2014UIZeUIaZgVbg 5.2 24

240  ovelIgeneraIandIspeciesIofIconiothyriumVlikeIfungiIinI–ontagnulaceaeIQpscomycotaRWIPersoonia:i
MoleculariPhylogenyiandiEvolutioniofiFungiUI2014UIbaUIadVdZ 9 73

239 TheIuamiliesItrysipelotrichaceaeIemendWUIroprobacillaceaeIfamWInovWUIandITuricibacteraceaeIfamWI
novWI2014UIfhVZYd 3

238 TheIuamilyIxntrasporangiaceaeI2014UIbhfVcac 0

237 veodermatophilusIsaharensisIspWInovWUIisolatedIfromIsandIofItheIγaharanIdesertIinIrhadWIArchivesiofi
MicrobiologyUI2013UIZhdUIZdbVh 3 27
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236 WhenIshouldIaIsswIexperimentIbeImandatoryIinImicrobialItaxonomynWIArchivesiofiMicrobiologyUI
2013UIZhdUIcZbVg 3 377

235 venomeIsequenceVbasedIspeciesIdelimitationIwithIconfidenceIintervalsIandIimprovedIdistanceI
functionsWIBMCiBioinformaticsUI2013UIZcUIeY 3.6 3251

234 woffmannoscyphaUIaInovelIgenusIofIbrightlyIcolouredUIcupulateIäyronemataceaeIcloselyIrelatedItoI
TricharinaIandIveoporaWIMycologicaliProgressUI2013UIZaUIefdVege 1.9 12

233 veodermatophilusIafricanusIspWInovWUIaIhalotolerantIactinomyceteIisolatedIfromIγaharanIdesertI
sandWIAntonieiVaniLeeuwenhoekUI2013UIZYcUIaYfVZe 2.1 36

232 zribbellaIshirazensisIspWInovWUIisolatedIfromIxranianIsoilWIInternationaliJournaliofiSystematiciandi
EvolutionaryiMicrobiologyUI2013UIebUIbbehVbbfc 2.2 11

231
rhryseobacteriumIhispalenseIspWInovWUIaIplantVgrowthVpromotingIbacteriumIisolatedIfromIaI
rainwaterIpondIinIanIoliveIplantInurseryUIandIemendedIdescriptionsIofIrhryseobacteriumIdefluviiUI
rhryseobacteriumIindologenesUIrhryseobacteriumIwanjuenseIandIrhryseobacteriumIgregariumWI
InternationaliJournaliofiSystematiciandiEvolutionaryiMicrobiologyUI2013UIebUIcbgeVcbhd

2.2 156

230 txtrachromosomalUIextraordinaryIandIessentialVVtheIplasmidsIofItheIüoseobacterIcladeWIAppliedi
MicrobiologyiandiBiotechnologyUI2013UIhfUIagYdVZd 5.7 69

229 veodermatophilusItellurisIspWInovWUIanIactinomyceteIisolatedIfromIγaharanIdesertIsandWI
InternationaliJournaliofiSystematiciandiEvolutionaryiMicrobiologyUI2013UIebUIaadcVaadh 2.2 26

228 veodermatophilusInormandiiIspWInovWUIisolatedIfromIγaharanIdesertIsandWIInternationaliJournaliofi
SystematiciandiEvolutionaryiMicrobiologyUI2013UIebUIbcbfVbccb 2.2 21

227 veodermatophilusIsiccatusIspWInovWUIisolatedIfromIaridIsandIofItheIγaharanIdesertIinIrhadWIAntoniei
VaniLeeuwenhoekUI2013UIZYbUIcchVde 2.1 35

226 veodermatophilusItzadiensisIspWInovWUIaIUVIradiationVresistantIbacteriumIisolatedIfromIsandIofItheI
γaharanIdesertWISystematiciandiAppliediMicrobiologyUI2013UIbeUIZffVga 4.2 29

225 ZeγVrü pVbasedIanalysisIofIbacterialIdiversityIinItheIgutIofIfungusVcultivatingItermitesI
Q–icrotermesIandIOdontotermesIspeciesRWIAntonieiVaniLeeuwenhoekUI2013UIZYcUIgehVgb 2.1 24

224 opmiIanIüIpackageIforIanalysingIOmniLogQüRIphenotypeImicroarrayIdataWIBioinformaticsUI2013UIahUIZgabVc7.2 153

223 xmpactsIofIprVZYaIoverexpressionIatItheImolecularIandItheIphenotypicIlevelWIInternationaliJournali
ofiMoleculariSciencesUI2013UIZcUIZdZcZVee 6.3 7

222
–olecularIandIphenotypicIanalysesIrevealItheInonVidentityIofItheIähaeobacterIgallaeciensisItypeI
strainIdepositsIrxäIZYdaZYTIandIsγ–IZfbhdWIInternationaliJournaliofiSystematiciandiEvolutionaryi
MicrobiologyUI2013UIebUIcbcYVcbch

2.2 48

221 ähylogenyVdrivenItargetIselectionIforIlargeVscaleIgenomeVsequencingIQandIotherRIprojectsWI
StandardsiiniGenomiciSciencesUI2013UIgUIbeYVfc 42

220 venomeIofItheImarineIalphaproteobacteriumIwoefleaIphototrophicaItypeIstrainIQsuLVcbQTRRWI
StandardsiiniGenomiciSciencesUI2013UIfUIccYVg 7

219 rompleteIgenomeIsequenceIofIroriobacteriumIglomeransItypeIstrainIQäWaQTRRIfromItheImidgutIofI
äyrrhocorisIapterusILWIQredIsoldierIbugRWIStandardsiiniGenomiciSciencesUI2013UIgUIZdVad 5
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218 rompleteIgenomeIsequenceIofItheIbileVresistantIpigmentVproducingIanaerobeIplistipesIfinegoldiiI
typeIstrainIQpw acbfQTRRWIStandardsiiniGenomiciSciencesUI2013UIgUIaeVbe 6

217 wighVqualityVdraftIgenomeIsequenceIofItheIyellowVpigmentedIflavobacteriumIyoostellaImarinaI
typeIstrainIQtndQTRRWIStandardsiiniGenomiciSciencesUI2013UIgUIbfVce 4

216 rompleteIgenomeIsequenceIofItheImoderateIthermophileIpnaerobaculumImobileItypeIstrainI
Q vpQTRRWIStandardsiiniGenomiciSciencesUI2013UIgUIcfVdf 10

215 venomeIsequenceIofItheIfreeVlivingIaerobicIspirocheteITurneriellaIparvaItypeIstrainIQwQTRRUIandI
emendationIofItheIspeciesITurneriellaIparvaWIStandardsiiniGenomiciSciencesUI2013UIgUIaagVbg 8

214 venomeIsequenceIofItheIphageVgeneIrichImarineIähaeobacterIarcticusItypeIstrainIsγ–IabdeeQTWRWI
StandardsiiniGenomiciSciencesUI2013UIgUIcdYVec 9

213
venomeIsequenceIofItheILeisingeraIaquimarinaItypeIstrainIQsγ–IacdedQTRRUIaImemberIofItheI
marineIüoseobacterIcladeIrichIinIextrachromosomalIelementsWIStandardsiiniGenomiciSciencesUI2013UI
gUIbghVcYa

16

212 venomeIsequenceIofIähaeobacterIcaeruleusItypeIstrainIQsγ–IacdecTRUIaIsurfaceVassociatedI
memberIofItheImarineIüoseobacterIcladeWIStandardsiiniGenomiciSciencesUI2013UIgUIcYbVcZh 12

211 venomeIsequenceIofItheIchemoheterotrophicIsoilIbacteriumIγaccharomonosporaIcyaneaItypeI
strainIQ pVZbcQTRRWIStandardsiiniGenomiciSciencesUI2013UIhUIagVcZ 1

210
venomeIsequenceIofItheImoderatelyIthermophilicIsulfurVreducingIbacteriumIThermanaerovibrioI
veloxItypeIstrainIQZVhfYZQTRRIandIemendedIdescriptionIofItheIgenusIThermanaerovibrioWIStandardsi
iniGenomiciSciencesUI2013UIhUIdfVfY

4

209 venomeIsequenceIofItheILitoreibacterIarenaeItypeIstrainIQsγ–IZhdhbQTRRUIaImemberIofItheI
üoseobacterIcladeIisolatedIfromIseaIsandWIStandardsiiniGenomiciSciencesUI2013UIhUIZZfVaf 6

208 venomeIsequenceIofIurateuriaIaurantiaItypeIstrainIQzondˆ·IefQTRRUIaIxanthomonadeIisolatedIfromI
LiliumIauratiumILindlWIStandardsiiniGenomiciSciencesUI2013UIhUIgbVha 1

207 venomeIofItheIüVbodyIproducingImarineIalphaproteobacteriumILabrenziaIalexandriiItypeIstrainI
QsuLVZZQTRRWIStandardsiiniGenomiciSciencesUI2013UIfUIcZbVae 8

206
venomeIsequenceIofItheIthermophilicIfreshVwaterIbacteriumIγpirochaetaIcaldariaItypeIstrainI
QwZQTRRUIreclassificationIofIγpirochaetaIcaldariaUIγpirochaetaIstenostreptaUIandIγpirochaetaI
zuelzeraeIinItheIgenusITreponemaIasITreponemaIcaldariaIcombWInovWUITreponemaIstenostreptaI
combWInovWUIandITreponemaIzuelzeraeIcombWInovWUIandIemendationIofItheIgenusITreponemaWI
StandardsiiniGenomiciSciencesUI2013UIgUIggVZYd

24

205
rompleteIgenomeIsequenceIofItheIhalophilicIbacteriumIγpirochaetaIafricanaItypeIstrainI
QZVfehaQTRRIfromItheIalkalineILakeI–agadiIinItheItastIpfricanIüiftWIStandardsiiniGenomiciSciencesUI
2013UIgUIZedVfe

2

204 venomeIsequenceIofItheIphylogeneticallyIisolatedIspirocheteILeptonemaIilliniItypeIstrainI
QbYddQTRRWIStandardsiiniGenomiciSciencesUI2013UIgUIZffVgf 4

203 venomeIsequenceIofItheIreddishVpigmentedIüubellimicrobiumIthermophilumItypeIstrainIQsγ–I
ZeegcQTRRUIaImemberIofItheIüoseobacterIcladeWIStandardsiiniGenomiciSciencesUI2013UIgUIcgYVhY 3

202
venomeIsequenceIofIähaeobacterIdaeponensisItypeIstrainIQsγ–IabdahQTRRUIaIfacultativelyI
anaerobicIbacteriumIisolatedIfromImarineIsedimentUIandIemendationIofIähaeobacterIdaeponensisWI
StandardsiiniGenomiciSciencesUI2013UIhUIZcaVdh

10

201
rompleteIgenomeIsequenceIofItheImarineImethylVhalideIoxidizingILeisingeraImethylohalidivoransI
typeIstrainIQsγ–IZcbbeQTRRUIaIrepresentativeIofItheIüoseobacterIcladeWIStandardsiiniGenomici
SciencesUI2013UIhUIZagVcZ

13
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200
venomeIsequenceIofIähaeobacterIinhibensItypeIstrainIQTdQTRRUIaIsecondaryImetaboliteIproducingI
representativeIofItheImarineIüoseobacterIcladeUIandIemendationIofItheIspeciesIdescriptionIofI
ähaeobacterIinhibensWIStandardsiiniGenomiciSciencesUI2013UIhUIbbcVdY

19

199 venomicsIandIphysiologyIofIaImarineIflavobacteriumIencodingIaIproteorhodopsinIandIaI
xanthorhodopsinVlikeIproteinWIPLoSiONEUI2013UIgUIedfcgf 3.7 38

198 siversityIofITermitomycesIassociatedIwithIfungusVfarmingItermitesIassessedIbyIculturalIandI
cultureVindependentImethodsWIPLoSiONEUI2013UIgUIedecec 3.7 18

197 venomeIsequenceIofIähaeobacterIcaeruleusItypeIstrainIQsγ–IacdecQTRRUIaIsurfaceVassociatedI
memberIofItheImarineIüoseobacterIcladeWIStandardsiiniGenomiciSciencesUI2013UIgUIcYbVZh 12

196 pIclusteringIoptimizationIstrategyItoIestimateIspeciesIrichnessIofIγebacinalesIinItheItropicalIpndesI
basedIonImolecularIsequencesIfromIdistinctIs pIregionsWIBiodiversityiandiConservationUI2012UIaZUIaaehVaagd3.4 19

195 rharcoalIfilterIpaperIimprovesItheIviabilityIofIcryopreservedIfilamentousIectomycorrhizalIandI
saprotrophicIqasidiomycotaIandIpscomycotaWIMycologiaUI2012UIZYcUIbacVbY 2.4 12

194 veodermatophilusIarenariusIspWInovWUIaIxerophilicIactinomyceteIisolatedIfromIγaharanIdesertIsandI
inIrhadWIExtremophilesUI2012UIZeUIhYbVh 3 44

193 VisualizationIandIcurveVparameterIestimationIstrategiesIforIefficientIexplorationIofIphenotypeI
microarrayIkineticsWIPLoSiONEUI2012UIfUIebcgce 3.7 139

192 veneaImexicanaUIspWInovWUIandIveoporaItolucanaUIspWInovWUInewIhypogeousIäyronemataceaeIfromI
–exicoUIandItheItaxonomyIofIveoporaIreevaluatedWIMycologicaliProgressUI2012UIZZUIfZZVfac 1.9 9

191 venomeIsequenceIofItheImoderatelyIthermophilicUIaminoVacidVdegradingIandIsulfurVreducingI
bacteriumIThermovirgaIlieniiItypeIstrainIQraseYbZcQTRRWIStandardsiiniGenomiciSciencesUI2012UIeUIabYVh 21

190 venomeIsequenceIofItheIorangeVpigmentedIseawaterIbacteriumIOwenweeksiaIhongkongensisI
typeIstrainIQUγTaYYaYgYZQTRRWIStandardsiiniGenomiciSciencesUI2012UIfUIZaYVbY 11

189 rompleteIgenomeIsequenceIofItheImoderatelyIthermophilicImineralVsulfideVoxidizingIfirmicuteI
γulfobacillusIacidophilusItypeIstrainIQ pLQTRRWIStandardsiiniGenomiciSciencesUI2012UIeUIZVZb 20

188
rompleteIgenomeIsequenceIofItheItermiteIhindgutIbacteriumIγpirochaetaIcoccoidesItypeIstrainI
Qγä ZQTRRUIreclassificationIinItheIgenusIγphaerochaetaIasIγphaerochaetaIcoccoidesIcombWInovWIandI
emendationsIofItheIfamilyIγpirochaetaceaeIandItheIgenusIγphaerochaetaWIStandardsiiniGenomici
SciencesUI2012UIeUIZhcVaYh

46

187 äermanentIdraftIgenomeIsequenceIofItheIglidingIpredatorIγaprospiraIgrandisIstrainIγaIgZIQlIwüZRWI
StandardsiiniGenomiciSciencesUI2012UIeUIaZYVh 1

186 venomeIsequenceIofItheIsoilIbacteriumIγaccharomonosporaIazureaItypeIstrainIQ pVZagQTRRWI
StandardsiiniGenomiciSciencesUI2012UIeUIaaYVh 10

185 rompleteIgenomeIsequenceIofItheIfacultativelyIanaerobicUIappendagedIbacteriumI–uricaudaI
ruestringensisItypeIstrainIQqZQTRRWIStandardsiiniGenomiciSciencesUI2012UIeUIZgdVhb 8

184 rompleteIgenomeIsequenceIofIäolynucleobacterInecessariusIsubspWIasymbioticusItypeIstrainI
QôLWVäZs–WpVZQTRRWIStandardsiiniGenomiciSciencesUI2012UIeUIfcVgb 27

183 rompleteIgenomeIsequenceIofItheIaerobicUIheterotrophI–arinithermusIhydrothermalisItypeIstrainI
QTZQTRRIfromIaIdeepVseaIhydrothermalIventIchimneyWIStandardsiiniGenomiciSciencesUI2012UIeUIaZVbY 6

(2012-2013)
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182 rompleteIgenomeIsequenceIofItheIaquaticIbacteriumIüunellaIslithyformisItypeIstrainIQLγUIcQTRRWI
StandardsiiniGenomiciSciencesUI2012UIeUIZcdVdc 16

181 venomeIsequenceIofItheIoceanIsedimentIbacteriumIγaccharomonosporaImarinaItypeIstrainI
QX–UZdQTRRWIStandardsiiniGenomiciSciencesUI2012UIeUIaedVfd 3

180 rompleteIgenomeIsequenceIofItheIthermophilicIsulfateVreducingIoceanIbacteriumI
ThermodesulfatatorIindicusItypeIstrainIQrxüahgZaQTRRWIStandardsiiniGenomiciSciencesUI2012UIeUIZddVec 9

179 venomeIsequenceIofItheIhomoacetogenicIbacteriumIwolophagaIfoetidaItypeIstrainIQT–qγcQTRRWI
StandardsiiniGenomiciSciencesUI2012UIeUIZfcVgc 23

178 rompleteIgenomeIsequenceIofItheIorangeVredIpigmentedUIradioresistantIseinococcusI
proteolyticusItypeIstrainIQ–üäQTRRWIStandardsiiniGenomiciSciencesUI2012UIeUIacYVdY 7

177 venomeIsequenceIofItheIflexirubinVpigmentedIsoilIbacteriumI iabellaIsoliItypeIstrainIQyγZbVgQTRRWI
StandardsiiniGenomiciSciencesUI2012UIfUIaZYVaY 0

176 venomeIsequenceIofItheIpntarcticIrhodopsinsVcontainingIflavobacteriumIvillisiaIlimnaeaItypeI
strainIQüVgagaQTRRWIStandardsiiniGenomiciSciencesUI2012UIfUIZYfVZh 9

175 rompleteIgenomeIsequenceIofItheIsulfateVreducingIfirmicuteIsesulfotomaculumIruminisItypeI
strainIQsLQTRRWIStandardsiiniGenomiciSciencesUI2012UIfUIbYcVZh 18

174 rompleteIgenomeIsequencingIandIanalysisIofIγaprospiraIgrandisIstrWILewinUIaIpredatoryImarineI
bacteriumWIStandardsiiniGenomiciSciencesUI2012UIeUIgcVhb 19

173
rompleteIgenomeIsequenceIofItheIfacultativelyIchemolithoautotrophicIandImethylotrophicIalphaI
äroteobacteriumIγtarkeyaInovellaItypeIstrainIQpTrrIgYhbQTRRWIStandardsiiniGenomiciSciencesUI2012UI
fUIccVdg

12

172 rompleteIgenomeIsequenceIofItheIsulfurIcompoundsIoxidizingIchemolithoautotrophI
γulfuricurvumIkujienseItypeIstrainIQYzVZQTRRWIStandardsiiniGenomiciSciencesUI2012UIeUIhcVZYb 31

171 rompleteIgenomeIsequenceIofItheIfacultativelyIchemolithoautotrophicIandImethylotrophicIalphaI
äroteobacteriumIγtarkeyaInovellaItypeIstrainIQpTrrIgYhbTRWIStandardsiiniGenomiciSciencesUI2012UIfUIccVdg 15

170 –olecularIähylogeneticIüeconstructionI2011UIZdhVZfc 5

169 rompleteIgenomeIsequenceIofItheIfilamentousIglidingIpredatoryIbacteriumIwerpetosiphonI
aurantiacusItypeIstrainIQZZcVhdQTRRWIStandardsiiniGenomiciSciencesUI2011UIdUIbdeVfY 35

168  ovelIinsightsIintoItheIdiversityIofIcatabolicImetabolismIfromItenIhaloarchaealIgenomesWIPLoSiONE
UI2011UIeUIeaYabf 3.7 60

167 rodivergenceIofImycovirusesIwithItheirIhostsWIPLoSiONEUI2011UIeUIeaaada 3.7 37

166 rompleteIgenomeIsequenceIofILeadbetterellaIbyssophilaItypeIstrainIQc–ZdRWIStandardsiiniGenomici
SciencesUI2011UIcUIaVZa 15

165 rompleteIgenomeIsequenceIofIwydrogenobacterIthermophilusItypeIstrainIQTzVeRWIStandardsiini
GenomiciSciencesUI2011UIcUIZbZVcb 8
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164 rompleteIgenomeIsequenceIofIäaludibacterIpropionicigenesItypeIstrainIQWqcRWIStandardsiini
GenomiciSciencesUI2011UIcUIbeVcc 24

163 rompleteIgenomeIsequenceIofIqacteroidesIhelcogenesItypeIstrainIQäIbeVZYgRWIStandardsiini
GenomiciSciencesUI2011UIcUIcdVdb 7

162 rompleteIgenomeIsequenceIofIWeeksellaIvirosaItypeIstrainIQhfdZRWIStandardsiiniGenomiciSciencesUI
2011UIcUIgZVhY 8

161 rompleteIgenomeIsequenceIofIsesulfobulbusIpropionicusItypeIstrainIQZprbRWIStandardsiiniGenomici
SciencesUI2011UIcUIZYYVZY 39

160 rompleteIgenomeIsequenceIofI–arivirgaItractuosaItypeIstrainIQwVcbRWIStandardsiiniGenomici
SciencesUI2011UIcUIZdcVea 15

159 rompleteIgenomeIsequenceIofIsesulfurococcusImucosusItypeIstrainIQOfXZRWIStandardsiiniGenomici
SciencesUI2011UIcUIZfbVga 9

158 rompleteIgenomeIsequenceIofIrellulophagaIlyticaItypeIstrainIQLx–VaZRWIStandardsiiniGenomici
SciencesUI2011UIcUIaaZVba 23

157  onVcontiguousIfinishedIgenomeIsequenceIofIqacteroidesIcoprosuisItypeIstrainIQärZbhRWIStandardsi
iniGenomiciSciencesUI2011UIcUIabbVcb 4

156 rompleteIgenomeIsequenceIofIühodospirillumIrubrumItypeIstrainIQγZRWIStandardsiiniGenomici
SciencesUI2011UIcUIahbVbYa 31

155 rompleteIgenomeIsequenceIofItheIextremelyIhalophilicIwalanaerobiumIpraevalensItypeIstrainI
QvγLRWIStandardsiiniGenomiciSciencesUI2011UIcUIbZaVaZ 24

154 rompleteIgenomeIsequenceIofI itratifractorIsalsuginisItypeIstrainIQthxbfVZRWIStandardsiiniGenomici
SciencesUI2011UIcUIbaaVbY 10

153 rompleteIgenomeIsequenceIofI–ahellaIaustraliensisItypeIstrainIQdYVZIqO RWIStandardsiiniGenomici
SciencesUI2011UIcUIbbZVcZ 6

152 rompleteIgenomeIsequenceIofITreponemaIsuccinifaciensItypeIstrainIQeYhZRWIStandardsiiniGenomici
SciencesUI2011UIcUIbeZVfY 20

151 rompleteIgenomeIsequenceIofIγyntrophobotulusIglycolicusItypeIstrainIQulvlyüTRWIStandardsiini
GenomiciSciencesUI2011UIcUIbfZVbgY 9

150 rompleteIgenomeIsequenceIofItheIhyperthermophilicIchemolithoautotrophIäyrolobusIfumariiI
typeIstrainIQZpRWIStandardsiiniGenomiciSciencesUI2011UIcUIbgZVha 10

149 rompleteIgenomeIsequenceIofItheIacetateVdegradingIsulfateIreducerIsesulfobaccaIacetoxidansI
typeIstrainIQpγüqaRWIStandardsiiniGenomiciSciencesUI2011UIcUIbhbVcYZ 19

148
rompleteIgenomeIsequenceIofItheIthermophilicUIhydrogenVoxidizingIqacillusItusciaeItypeIstrainI
QTaRIandIreclassificationIinItheInewIgenusUIzyrpidiaIgenWInovWIasIzyrpidiaItusciaeIcombWInovWIandI
emendationIofItheIfamilyIplicyclobacillaceaeIdaIrostaIandIüaineyUIaYZYWIStandardsiiniGenomici
SciencesUI2011UIdUIZaZVbc

35

147 rompleteIgenomeIsequenceIofItheIglidingUIheparinolyticIäedobacterIsaltansItypeIstrainIQZZbRWI
StandardsiiniGenomiciSciencesUI2011UIdUIbYVcY 11

(2011-2011)
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146  onVcontiguousIfinishedIgenomeIsequenceIofItheIopportunisticIoralIpathogenIärevotellaI
multisaccharivoraxItypeIstrainIQäääpaYRWIStandardsiiniGenomiciSciencesUI2011UIdUIcZVh 2

145 rompleteIgenomeIsequenceIofITolumonasIauensisItypeIstrainIQTpIcRWIStandardsiiniGenomiciSciences
UI2011UIdUIZZaVaY 4

144 rompleteIgenomeIsequenceIofIwirschiaIbalticaItypeIstrainIQxup–IZcZgQTRRWIStandardsiiniGenomici
SciencesUI2011UIdUIagfVhf 8

143 rompleteIgenomeIsequenceIofItheIhalophilicIandIhighlyIhalotolerantIrhromohalobacterIsalexigensI
typeIstrainIQZwZZQTRRWIStandardsiiniGenomiciSciencesUI2011UIdUIbfhVgg 28

142 venomeIsequenceIofItheIfilamentousUIglidingIThiothrixIniveaIneotypeIstrainIQyäaQTRRWIStandardsiini
GenomiciSciencesUI2011UIdUIbhgVcYe 9

141
rompleteIgenomeIsequenceIofItheIthermophilicIsulfurVreducerIsesulfurobacteriumI
thermolithotrophumItypeIstrainIQqγpQTRRIfromIaIdeepVseaIhydrothermalIventWIStandardsiiniGenomici
SciencesUI2011UIdUIcYfVZd

10

140 rompleteIgenomeIsequenceIofIralditerrivibrioInitroreducensItypeIstrainIQYubfVZRWIStandardsiini
GenomiciSciencesUI2011UIcUIdcVea 9

139 rompleteIgenomeIsequenceIofITrueperaIradiovictrixItypeIstrainIQüôVacRWIStandardsiiniGenomici
SciencesUI2011UIcUIhZVh 37

138 rompleteIgenomeIsequenceIofIqacteroidesIsalanitronisItypeIstrainIQqLfgRWIStandardsiiniGenomici
SciencesUI2011UIcUIZhZVh 8

137 rompleteIgenomeIsequenceIofIOdoribacterIsplanchnicusItypeIstrainIQZedZXeRWIStandardsiini
GenomiciSciencesUI2011UIcUIaYYVh 62

136 rompleteIgenomeIsequenceIofIOceanithermusIprofundusItypeIstrainIQdYeRWIStandardsiiniGenomici
SciencesUI2011UIcUIaZYVaY 3

135 rompleteIgenomeIsequenceIofITsukamurellaIpaurometabolaItypeIstrainIQnoWIbbRWIStandardsiini
GenomiciSciencesUI2011UIcUIbcaVdZ 8

134  onVcontiguousIfinishedIgenomeIsequenceIandIcontextualIdataIofItheIfilamentousIsoilIbacteriumI
ztedonobacterIracemiferItypeIstrainIQγOγäZVaZRWIStandardsiiniGenomiciSciencesUI2011UIdUIhfVZZZ 72

133 rompleteIgenomeIsequenceIofIxsosphaeraIpallidaItypeIstrainIQxγZqRWIStandardsiiniGenomiciSciencesUI
2011UIcUIebVfZ 40

132 rompleteIgenomeIsequenceIofIrellulophagaIalgicolaItypeIstrainIQxrZeeRWIStandardsiiniGenomici
SciencesUI2011UIcUIfaVgY 22

131 rompleteIgenomeIsequenceIofIüiemerellaIanatipestiferItypeIstrainIQpTrrIZZgcdTRWIStandardsiini
GenomiciSciencesUI2011UIcUIZccVZdb 26

130 rompleteIgenomeIsequenceIofItheIthermophilicIsulfurVreducerIwippeaImaritimaItypeIstrainI
Q–wQaRRWIStandardsiiniGenomiciSciencesUI2011UIcUIbYbVZZ 6

129 rompleteIgenomeIsequenceIofIwaliscomenobacterIhydrossisItypeIstrainIQORWIStandardsiiniGenomici
SciencesUI2011UIcUIbdaVeY 17

Markus Gˆ¶ker

12



128 rompleteIgenomeIsequenceIofItheIglidingIfreshwaterIbacteriumIuluviicolaItaffensisItypeIstrainI
QüWaeaRWIStandardsiiniGenomiciSciencesUI2011UIdUIaZVh 19

127 venomeIsequenceIofItheImoderatelyIthermophilicIhalophileIulexistipesIsinusarabiciIstrainIQ–pγZYRWI
StandardsiiniGenomiciSciencesUI2011UIdUIgeVhe 8

126 rompleteIgenomeIsequenceIofIseinococcusImaricopensisItypeIstrainIQLqVbcRWIStandardsiiniGenomici
SciencesUI2011UIcUIZebVfa 11

125
veneticIpatternsIinItheILathyrusIpannonicusIcomplexIQuabaceaeRIreflectIecologicalIdifferentiationI
ratherIthanIbiogeographyIandItraditionalIsubspecificIdivisionWIBotanicaliJournaliofitheiLinneani
SocietyUI2011UIZedUIcYaVcaZ

2.2 9

124 –orphologyIandIphylogenyIofIwyaloperonosporaIerophilaeIandIwWIpraecoxIspWInovWUItwoIdownyI
mildewIspeciesIcoVoccurringIonIsrabaIvernaIsensuIlatoWIMycologicaliProgressUI2011UIZYUIagbVaha 1.9 14

123  ocardiopsisIarvandicaIspWInovWUIisolatedIfromIsandyIsoilWIInternationaliJournaliofiSystematiciandi
EvolutionaryiMicrobiologyUI2011UIeZUIZZghVZZhc 2.2 24

122 ôuantifyingItheIphylodynamicIforcesIdrivingIpapillomavirusIevolutionWIMoleculariBiologyiandi
EvolutionUI2011UIagUIaZYZVZb 8.3 99

121 rompleteIgenomeIsequenceIofIThermomonosporaIcurvataItypeIstrainIQqhRWIStandardsiiniGenomici
SciencesUI2011UIcUIZbVaa 24

120 γpeciesIdelimitationIinItaxonomicallyIdifficultIfungiiItheIcaseIofIwymenogasterWIPLoSiONEUI2011UIeUIeZdeZc3.7 25

119 rompleteIgenomeIsequenceIofIγyntrophobotulusIglycolicusItypeIstrainIQulvlyüRWIStandardsiini
GenomiciSciencesUI2011UIcUIbfZVgY 3

118 rompleteIgenomeIsequenceIofIüiemerellaIanatipestiferItypeIstrainIQpTrrIZZgcdRWIStandardsiini
GenomiciSciencesUI2011UIcUIZccVdb 16

117
TheIgenomeIsequenceIofI–ethanohalophilusImahiiIγLäQTRIrevealsIdifferencesIinItheIenergyI
metabolismIamongImembersIofItheI–ethanosarcinaceaeIinhabitingIfreshwaterIandIsalineI
environmentsWIArchaeaUI2010UIaYZYUIehYfbf

2 31

116 pIrlusteringIOptimizationIγtrategyIforI–olecularITaxonomyIpppliedItoIälanktonicIuoraminiferaI
γγUIrs pWIEvolutionaryiBioinformaticsUI2010UIeUIhfVZZa 1.9 27

115 –aximumILikelihoodIpnalysesIofIbUchYIrbcLIγequencesiIγcalabilityIofIromprehensiveIxnferenceI
versusIvroupVγpecificITaxonIγamplingWIEvolutionaryiBioinformaticsUI2010UIeUIfbVhY 1.9 5

114 rompleteIgenomeIsequenceIofIrellulomonasIflavigenaItypeIstrainIQZbcRWIStandardsiiniGenomici
SciencesUI2010UIbUIZdVad 31

113 sigitalIs pVs pIhybridizationIforImicrobialIspeciesIdelineationIbyImeansIofIgenomeVtoVgenomeI
sequenceIcomparisonWIStandardsiiniGenomiciSciencesUI2010UIaUIZZfVbc 972

112 rompleteIgenomeIsequenceIofIälanctomycesIlimnophilusItypeIstrainIQ–ˆ…IahYRWIStandardsiini
GenomiciSciencesUI2010UIbUIcfVde 28

111 äermanentIdraftIgenomeIsequenceIofIsethiosulfovibrioIpeptidovoransItypeIstrainIQγtqüIcaYfRWI
StandardsiiniGenomiciSciencesUI2010UIbUIgdVha 8

(2010-2011)
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110 rompleteIgenomeIsequenceIofIuerrimonasIbalearicaItypeIstrainIQäpTRWIStandardsiiniGenomici
SciencesUI2010UIbUIZfcVga 9

109  onVcontiguousIfinishedIgenomeIsequenceIofIpminomonasIpaucivoransItypeIstrainIQvLUVbRWI
StandardsiiniGenomiciSciencesUI2010UIbUIagdVhb 8

108 rompleteIgenomeIsequenceIofIxlyobacterIpolytropusItypeIstrainIQruwbuZRWIStandardsiiniGenomici
SciencesUI2010UIbUIbYcVZc 7

107 rompleteIgenomeIsequenceIofI ocardiopsisIdassonvilleiItypeIstrainIQx–üUIdYhRWIStandardsiini
GenomiciSciencesUI2010UIbUIbadVbe 27

106 rompleteIgenomeIsequenceIofIVeillonellaIparvulaItypeIstrainIQTebRWIStandardsiiniGenomiciSciencesUI
2010UIaUIdfVed 29

105 rompleteIgenomeIsequenceIofIzribbellaIflavidaItypeIstrainIQxuOIZcbhhRWIStandardsiiniGenomici
SciencesUI2010UIaUIZgeVhb 10

104 rompleteIgenomeIsequenceIofIronexibacterIwoeseiItypeIstrainIQxsZbZdffRWIStandardsiiniGenomici
SciencesUI2010UIaUIaZaVh 15

103 rompleteIgenomeIsequenceIofIThermocrinisIalbusItypeIstrainIQwxIZZXZaRWIStandardsiiniGenomici
SciencesUI2010UIaUIZhcVaYa 14

102 rompleteIgenomeIsequenceIofI–eiothermusIsilvanusItypeIstrainIQVxVüaRWIStandardsiiniGenomici
SciencesUI2010UIbUIbfVce 16

101 rompleteIgenomeIsequenceIofIOlsenellaIuliItypeIstrainIQVäxIsfesVafrRWIStandardsiiniGenomici
SciencesUI2010UIbUIfeVgc 27

100 rompleteIgenomeIsequenceIofIpcidaminococcusIfermentansItypeIstrainIQVücRWIStandardsiini
GenomiciSciencesUI2010UIbUIZVZc 19

99 rompleteIgenomeIsequenceIofI–eiothermusIruberItypeIstrainIQaZRWIStandardsiiniGenomiciSciencesUI
2010UIbUIaeVbe 28

98 rompleteIgenomeIsequenceIofIpcetohalobiumIarabaticumItypeIstrainIQZVfaggRWIStandardsiini
GenomiciSciencesUI2010UIbUIdfVed 16

97 rompleteIgenomeIsequenceIofIxgnisphaeraIaggregansItypeIstrainIQpôZWγZRWIStandardsiiniGenomici
SciencesUI2010UIbUIeeVfd 13

96 rompleteIgenomeIsequenceIofIVulcanisaetaIdistributaItypeIstrainIQxrVYZfRWIStandardsiiniGenomici
SciencesUI2010UIbUIZZfVad 8

95 rompleteIgenomeIsequenceIofIprcanobacteriumIhaemolyticumItypeIstrainIQZZYZgRWIStandardsiini
GenomiciSciencesUI2010UIbUIZaeVbd 7

94 rompleteIgenomeIsequenceIofIThermosediminibacterIoceaniItypeIstrainIQyWXxWVZaagäRWIStandardsi
iniGenomiciSciencesUI2010UIbUIZYgVZe 10

93 rompleteIgenomeIsequenceIofIγpirochaetaIsmaragdinaeItypeIstrainIQγtqüIcaagRWIStandardsiini
GenomiciSciencesUI2010UIbUIZbeVcc 15
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92 rompleteIgenomeIsequenceIofIPThermobaculumIterrenumPItypeIstrainIQY äZRWIStandardsiini
GenomiciSciencesUI2010UIbUIZdbVea 9

91 rompleteIgenomeIsequenceIofIγyntrophothermusIlipocalidusItypeIstrainIQTvqVrZRWIStandardsiini
GenomiciSciencesUI2010UIbUIaegVfd 10

90 rompleteIgenomeIsequenceIofIsesulfarculusIbaarsiiItypeIstrainIQastZcRWIStandardsiiniGenomici
SciencesUI2010UIbUIafeVgc 27

89 rompleteIgenomeIsequenceIofIxntrasporangiumIcalvumItypeIstrainIQfIzxäRWIStandardsiiniGenomici
SciencesUI2010UIbUIahcVbYb 4

88 rompleteIgenomeIsequenceIofI–ethanothermusIfervidusItypeIstrainIQVacγRWIStandardsiiniGenomici
SciencesUI2010UIbUIbZdVac 14

87 rompleteIgenomeIsequenceIofIThermaerobacterImarianensisItypeIstrainIQfpfdaRWIStandardsiini
GenomiciSciencesUI2010UIbUIbbfVcd 7

86 γtandardIoperatingIprocedureIforIcalculatingIgenomeVtoVgenomeIdistancesIbasedIonIhighVscoringI
segmentIpairsWIStandardsiiniGenomiciSciencesUI2010UIaUIZcaVg 384

85 rompleteIgenomeIsequenceIofIXylanimonasIcellulosilyticaItypeIstrainIQXxLYfRWIStandardsiiniGenomici
SciencesUI2010UIaUIZVg 8

84 rompleteIgenomeIsequenceIofIplicyclobacillusIacidocaldariusItypeIstrainIQZYcVxpRWIStandardsiini
GenomiciSciencesUI2010UIaUIhVZg 20

83 rompleteIgenomeIsequenceIofIγphaerobacterIthermophilusItypeIstrainIQγIeYaaRWIStandardsiini
GenomiciSciencesUI2010UIaUIchVde 20

82 rompleteIgenomeIsequenceIofIγtreptosporangiumIroseumItypeIstrainIQ xIhZYYRWIStandardsiini
GenomiciSciencesUI2010UIaUIahVbf 25

81 rompleteIgenomeIsequenceIofIrhitinophagaIpinensisItypeIstrainIQUô–IaYbcRWIStandardsiini
GenomiciSciencesUI2010UIaUIgfVhd 57

80 rompleteIgenomeIsequenceIofIγulfurospirillumIdeleyianumItypeIstrainIQdZfdRWIStandardsiini
GenomiciSciencesUI2010UIaUIZchVdf 24

79 rompleteIgenomeIsequenceIofIwaloterrigenaIturkmenicaItypeIstrainIQckRWIStandardsiiniGenomici
SciencesUI2010UIaUIZYfVZe 28

78 rompleteIgenomeIsequenceIofIwaliangiumIochraceumItypeIstrainIQγ–äVaRWIStandardsiiniGenomici
SciencesUI2010UIaUIheVZYe 53

77 rompleteIgenomeIsequenceIofIveodermatophilusIobscurusItypeIstrainIQvVaYRWIStandardsiini
GenomiciSciencesUI2010UIaUIZdgVef 49

76 rompleteIgenomeIsequenceIofI akamurellaImultipartitaItypeIstrainIQYVZYcRWIStandardsiiniGenomici
SciencesUI2010UIaUIZegVfd 28

75 rompleteIgenomeIsequenceIofIγpirosomaIlingualeItypeIstrainIQZRWIStandardsiiniGenomiciSciencesUI
2010UIaUIZfeVgd 35
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74 rompleteIgenomeIsequenceIofIγegniliparusIrotundusItypeIstrainIQrsrIZYfeRWIStandardsiiniGenomici
SciencesUI2010UIaUIaYbVZZ 9

73 rompleteIgenomeIsequenceIofIγebaldellaItermitidisItypeIstrainIQ rTrIZZbYYRWIStandardsiini
GenomiciSciencesUI2010UIaUIaaYVf 16

72 rompleteIgenomeIsequenceIofIThermosphaeraIaggregansItypeIstrainIQ–ZZTLRWIStandardsiini
GenomiciSciencesUI2010UIaUIacdVdh 12

71 rompleteIgenomeIsequenceIofIqrachyspiraImurdochiiItypeIstrainIQdeVZdYRWIStandardsiiniGenomici
SciencesUI2010UIaUIaeYVh 18

70 rompleteIgenomeIsequenceIofIpminobacteriumIcolombienseItypeIstrainIQpLpVZRWIStandardsiini
GenomiciSciencesUI2010UIaUIagYVh 27

69 rompleteIgenomeIsequenceIofIprcobacterInitrofigilisItypeIstrainIQrxRWIStandardsiiniGenomici
SciencesUI2010UIaUIbYYVg 32

68 rompleteIgenomeIsequenceIofIroraliomargaritaIakajimensisItypeIstrainIQYcOzpYZYVacRWIStandardsi
iniGenomiciSciencesUI2010UIaUIahYVh 18

67 rompleteIgenomeIsequenceIofIThermobisporaIbisporaItypeIstrainIQüdZRWIStandardsiiniGenomici
SciencesUI2010UIaUIbZgVae 18

66 rompleteIgenomeIsequenceIofIsesulfohalobiumIretbaenseItypeIstrainIQwüQZYYRRWIStandardsiini
GenomiciSciencesUI2010UIaUIbgVcg 17

65 rompleteIgenomeIsequenceIofIprchaeoglobusIprofundusItypeIstrainIQpVZgRWIStandardsiiniGenomici
SciencesUI2010UIaUIbafVce 20

64 rompleteIgenomeIsequenceIofIsenitrovibrioIacetiphilusItypeIstrainIQ aceYRWIStandardsiiniGenomici
SciencesUI2010UIaUIafYVh 11

63 rompleteIgenomeIsequenceIofIvordoniaIbronchialisItypeIstrainIQbcZYRWIStandardsiiniGenomici
SciencesUI2010UIaUIZhVag 19

62 TheIneglectedIhypogeousIfungusIwydnotryaIbailiiIγoehnerIQZhdhRIisIaIwidespreadIsisterItaxonIofI
wydnotryaItulasneiIQqerkWRIqerkWIOIqroomeIQZgceRWIMycologicaliProgressUI2010UIhUIZhdVaYb 1.9 16

61 tnIrouteItoIaIgenomeVbasedIclassificationIofIprchaeaIandIqacterianWISystematiciandiAppliedi
MicrobiologyUI2010UIbbUIZfdVga 4.2 251

60 rompleteIgenomeIsequenceIofIγulfurimonasIautotrophicaItypeIstrainIQOzZYRWIStandardsiiniGenomici
SciencesUI2010UIbUIZhcVaYa 32

59 rompleteIgenomeIsequenceIofI–ethanoplanusIpetroleariusItypeIstrainIQγtqüIcgcfRWIStandardsiini
GenomiciSciencesUI2010UIbUIaYbVZZ 12

58 üelictsIWithinItheIvenusIromplexIpstragalusXOxytropisIQuabaceaeRUIandItheIromparisonIofI
siversityIbyIObjectiveI–eansI2010UIZYdVZZf 3

57 LargeVγcaleIroVähylogeneticIpnalysisIonItheIvridWIInternationaliJournaliofiGridiandiHighi
PerformanceiComputingUI2009UIZUIbhVdc 0.7 2
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56 rompleteIgenomeIsequenceIofIrapnocytophagaIochraceaItypeIstrainIQVäxIagcdRWIStandardsiini
GenomiciSciencesUI2009UIZUIZYZVh 12

55 γpeciesIdelimitationIinIdownyImildewsiItheIcaseIofIwyaloperonosporaIinItheIlightIofInuclearI
ribosomalIxTγIandILγUIsequencesWIMycologicaliResearchUI2009UIZZbUIbYgVad 68

54 uineVstructuredImultiVscalingIlongVrangeIcorrelationsIinIcompletelyIsequencedIgenomesVVfeaturesUI
originUIandIclassificationWIEuropeaniBiophysicsiJournalUI2009UIbgUIfdfVfh 1.9 16

53 rutaneotropicIhumanIbetaVXgammaVpapillomavirusesIareIrarelyIsharedIbetweenIfamilyImembersWI
JournaliofiInvestigativeiDermatologyUI2009UIZahUIacafVbc 4.3 17

52 widdenIdiversityIinItheInonVcaryophyllaceousIplantVparasiticImembersIofI–icrobotryumI
QäucciniomycotinaiI–icrobotryalesRWISystematicsiandiBiodiversityUI2009UIfUIahfVbYe 1.7 31

51
UsingItheI–ultipleIpnalysisIppproachItoIüeconstructIähylogeneticIüelationshipsIamongIälanktonicI
uoraminiferaIfromIwighlyIsivergentIandILengthVpolymorphicIγγUIrs pIγequencesWIBioinformaticsi
andiBiologyiInsightsUI2009UIbUIZddVff

5.3 25

50 rompleteIgenomeIsequenceIofIwalorhabdusIutahensisItypeIstrainIQpXVaRWIStandardsiiniGenomici
SciencesUI2009UIZUIaZgVad 21

49 rompleteIgenomeIsequenceIofIqeutenbergiaIcavernaeItypeIstrainIQwzxIYZaaRWIStandardsiiniGenomici
SciencesUI2009UIZUIaZVg 11

48 rompleteIgenomeIsequenceIofIrryptobacteriumIcurtumItypeIstrainIQZaVbRWIStandardsiiniGenomici
SciencesUI2009UIZUIhbVZYY 13

47 rompleteIgenomeIsequenceIofIsesulfomicrobiumIbaculatumItypeIstrainIQXRWIStandardsiiniGenomici
SciencesUI2009UIZUIahVbf 30

46 rompleteIgenomeIsequenceIofIpcidimicrobiumIferrooxidansItypeIstrainIQxräRWIStandardsiiniGenomici
SciencesUI2009UIZUIbgVcd 27

45 rompleteIgenomeIsequenceIofIγanguibacterIkeddieiiItypeIstrainIQγTVfcRWIStandardsiiniGenomici
SciencesUI2009UIZUIZZYVg 10

44 rompleteIgenomeIsequenceIofIratenulisporaIacidiphilaItypeIstrainIQxsIZbhhYgRWIStandardsiini
GenomiciSciencesUI2009UIZUIZZhVad 19

43 rompleteIgenomeIsequenceIofILeptotrichiaIbuccalisItypeIstrainIQrVZYZbVbRWIStandardsiiniGenomici
SciencesUI2009UIZUIZaeVba 17

42 rompleteIgenomeIsequenceIofIγaccharomonosporaIviridisItypeIstrainIQäZYZRWIStandardsiiniGenomici
SciencesUI2009UIZUIZcZVh 21

41 rompleteIgenomeIsequenceIofIpctinosynnemaImirumItypeIstrainIQZYZRWIStandardsiiniGenomici
SciencesUI2009UIZUIceVdb 32

40 rompleteIgenomeIsequenceIofIäedobacterIheparinusItypeIstrainIQwx–IfeaVbRWIStandardsiiniGenomici
SciencesUI2009UIZUIdcVea 19

39 rompleteIgenomeIsequenceIofIwalogeometricumIborinquenseItypeIstrainIQäübRWIStandardsiini
GenomiciSciencesUI2009UIZUIZdYVh 22
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38 rompleteIgenomeIsequenceIofIpnaerococcusIprevotiiItypeIstrainIQärZRWIStandardsiiniGenomici
SciencesUI2009UIZUIZdhVed 18

37 rompleteIgenomeIsequenceIofIptopobiumIparvulumItypeIstrainIQxääIZaceRWIStandardsiiniGenomici
SciencesUI2009UIZUIZeeVfb 21

36 rompleteIgenomeIsequenceIofItggerthellaIlentaItypeIstrainIQxääIVäxIYaddRWIStandardsiiniGenomici
SciencesUI2009UIZUIZfcVga 31

35 rompleteIgenomeIsequenceIofIzangiellaIkoreensisItypeIstrainIQγWVZadRWIStandardsiiniGenomici
SciencesUI2009UIZUIaaeVbb 10

34 rompleteIgenomeIsequenceIofIyonesiaIdenitrificansItypeIstrainIQärevotIddZbcRWIStandardsiini
GenomiciSciencesUI2009UIZUIaeaVh 10

33 rompleteIgenomeIsequenceIofIwalomicrobiumImukohataeiItypeIstrainIQargVaRWIStandardsiini
GenomiciSciencesUI2009UIZUIafYVf 30

32 rompleteIgenomeIsequenceIofIühodothermusImarinusItypeIstrainIQüVZYRWIStandardsiiniGenomici
SciencesUI2009UIZUIagbVhY 20

31 rompleteIgenomeIsequenceIofIγtreptobacillusImoniliformisItypeIstrainIQhhYZRWIStandardsiini
GenomiciSciencesUI2009UIZUIbYYVf 16

30 rompleteIgenomeIsequenceIofIqrachybacteriumIfaeciumItypeIstrainIQγchefferleIeVZYRWIStandardsiini
GenomiciSciencesUI2009UIZUIbVZZ 19

29 rompleteIgenomeIsequenceIofIäirellulaIstaleyiItypeIstrainIQpTrrIafbffRWIStandardsiiniGenomici
SciencesUI2009UIZUIbYgVZe 26

28 rompleteIgenomeIsequenceIofIzytococcusIsedentariusItypeIstrainIQdcZRWIStandardsiiniGenomici
SciencesUI2009UIZUIZaVaY 94

27 rompleteIgenomeIsequenceIofIsyadobacterIfermentansItypeIstrainIQ γZZcRWIStandardsiiniGenomici
SciencesUI2009UIZUIZbbVcY 19

26 rompleteIgenomeIsequenceIofIThermanaerovibrioIacidaminovoransItypeIstrainIQγuggbRWIStandardsi
iniGenomiciSciencesUI2009UIZUIadcVeZ 19

25 rompleteIgenomeIsequenceIofIγlackiaIheliotrinireducensItypeIstrainIQüwγIZRWIStandardsiiniGenomici
SciencesUI2009UIZUIabcVcZ 16

24 rompleteIgenomeIsequenceIofIsesulfotomaculumIacetoxidansItypeIstrainIQddfdRWIStandardsiini
GenomiciSciencesUI2009UIZUIacaVdb 33

23 rompleteIgenomeIsequenceIofIγtackebrandtiaInassauensisItypeIstrainIQLLüVcYzVaZRWIStandardsiini
GenomiciSciencesUI2009UIZUIabcVcZ 16

22 –olecularItaxonomyIofIphytopathogenicIfungiiIaIcaseIstudyIinIäeronosporaWIPLoSiONEUI2009UIcUIeebZh 3.7 127

21 veneralIfunctionsItoItransformIassociateIdataItoIhostIdataUIandItheirIuseIinIphylogeneticIinferenceI
fromIsequencesIwithIintraVindividualIvariabilityWIBMCiEvolutionaryiBiologyUI2008UIgUIge 3 39
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20 ähylogenyIofIäeronosporaUIparasiticIonIuabaceaeUIbasedIonIxTγIsequencesWIMycologicaliResearchUI
2008UIZZaUIdYaVZa 52

19 ähylogeneticIrelationshipsIofIgraminicolousIdownyImildewsIbasedIonIcoxaIsequenceIdataWI
MycologicaliResearchUI2008UIZZaUIbcdVdZ 43

18 pxäcoordsIOIparallelIpxäarafitiIstatisticalIcoVphylogeneticIanalysesIonIthousandsIofItaxaWIBMCi
BioinformaticsUI2007UIgUIcYd 3.6 37

17 pIrevisionIofIälasmoparaIpennisetiUIwithIimplicationsIforItheIhostIrangeIofItheIdownyImildewsIwithI
pyriformIhaustoriaWIMycologicaliResearchUI2007UIZZZUIZbffVgd 27

16 rOäYrpTiIcophylogeneticIanalysisItoolWIBioinformaticsUI2007UIabUIghgVhYY 7.2 84

15 wowIdoIobligateIparasitesIevolvenIpImultiVgeneIphylogeneticIanalysisIofIdownyImildewsWIFungali
GeneticsiandiBiologyUI2007UIccUIZYdVaa 3.9 114

14 pIrevisionIofIqremiaIgraminicolaWIMycologicaliResearchUI2006UIZZYUIeceVde 31

13 venomeIqLpγTIdistanceIphylogeniesIinferredIfromIwholeIplastidIandIwholeImitochondrionI
genomeIsequencesWIBMCiBioinformaticsUI2006UIfUIbdY 3.6 54

12 xmplicationsIofImolecularIcharactersIforItheIphylogenyIofItheI–icrobotryaceaeIQqasidiomycotaiI
UrediniomycetesRWIBMCiEvolutionaryiBiologyUI2006UIeUIbd 3 63

11 xntraspecificIüelationshipIofIälasmoparaIhalstediiIxsolatesIsifferingIinIäathogenicityIandI
veographicIOriginIqasedIonIxTγIγequenceIsataWIEuropeaniJournaliofiPlantiPathologyUI2006UIZZcUIbYhVbZd2.1 41

10 pntherIsmutsIofIraryophyllaceaeiI–olecularIcharactersIindicateIhostVdependentIspeciesI
delimitationWIMycologicaliProgressUI2005UIcUIaadVabg 1.9 64

9
ähylogeneticIrelationshipsIofIälasmoparaUIqremiaIandIotherIgeneraIofIdownyImildewIpathogensI
withIpyriformIhaustoriaIbasedIonIqayesianIanalysisIofIpartialILγUIrs pIsequenceIdataWIMycologicali
ResearchUI2004UIZYgUIZYZZVac

88

8 ähylogenyIofIwyaloperonosporaIbasedIonInuclearIribosomalIinternalItranscribedIspacerIsequencesWI
MycologicaliProgressUI2004UIbUIgbVhc 1.9 77

7 TaxonomicIaspectsIofIäeronosporaceaeIinferredIfromIqayesianImolecularIphylogeneticsWICanadiani
JournaliofiBotanyUI2003UIgZUIefaVegb 70

6 ähylogeneticIüelationshipsIofItheIsownyI–ildewsIQäeronosporalesRIandIüelatedIvroupsIqasedIonI
 uclearILargeIγubunitIüibosomalIs pIγequencesWIMycologiaUI2002UIhcUIgbc 2.4 114

5 TaxonomyIandIähylogenyIofItheIsownyI–ildewsIQäeronosporaceaeRcfVfd 25

4 LargeVγcaleIroVähylogeneticIpnalysisIonItheIvridaaaVabf

3 rriticalIpssessmentIofI–etagenomeIxnterpretationIâ��IaIbenchmarkIofIcomputationalImetagenomicsIsoftware 17

(-2008)
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2 vlobalIgenomicIpopulationIstructureIofIrlostridioidesIdifficile 3

1 VxrTOüiIvenomeVbasedIähylogenyIandIrlassificationIofIärokaryoticIViruses 3
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