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m Paper IF Citations

156 GreengenesYLaLchimeraacheckedLejSLrRNuLgeneLdatabaseLandLworkbenchLcompatibleLwithLuRvbL
AppliedbandbEnvironmentalbMicrobiologyYL2006YLkfYLidjmakf 4.8 7556

155 StructureYLfunctionLandLdiversityLofLtheLhealthyLhumanLmicrobiomebLNatureYL2012YLhljYLfdkaeh 50.4 6938

154 unLimprovedLGreengenesLtaxonomyLwithLexplicitLranksLforLecologicalLandLevolutionaryLanalysesLofL
bacteriaLandLarchaeabLISMEbJournalYL2012YLjYLjedal 11.9 3287

153 PyNuSTnLaLflexibleLtoolLforLaligningLsequencesLtoLaLtemplateLalignmentbLBioinformaticsYL2010YLfjYLfjjak 7.2 2728

152 uLframeworkLforLhumanLmicrobiomeLresearchbLNatureYL2012YLhljYLfeiafe 50.4 1722

151 xecipheringLtheLrhizosphereLmicrobiomeLforLdiseaseasuppressiveLbacteriabLScienceYL2011YLggfYLedmkaedd 33.3 1516

150 xeepaseaLoilLplumeLenrichesLindigenousLoiladegradingLbacteriabLScienceYL2010YLggdYLfdhal 33.3 906

149 NuSTnLaLmultipleLsequenceLalignmentLserverLforLcomparativeLanalysisLofLejSLrRNuLgenesbLNucleicb
AcidsbResearchYL2006YLghYLWgmham 20.1 810

148 whronicLkidneyLdiseaseLaltersLintestinalLmicrobialLflorabLKidneybInternationalYL2013YLlgYLgdlaei 9.9 581

147 UrbanLaerosolsLharborLdiverseLandLdynamicLbacterialLpopulationsbLProceedingsbofbthebNationalb
AcademybofbSciencesbofbthebUnitedbStatesbofbAmericaYL2007YLedhYLfmmagdh 11.5 512

146 uccurateLtaxonomyLassignmentsLfromLejSLrRNuLsequencesLproducedLbyLhighlyLparallelL
pyrosequencersbLNucleicbAcidsbResearchYL2008YLgjYLeefd 20.1 423

145 –ighadensityLuniversalLejSLrRNuLmicroarrayLanalysisLrevealsLbroaderLdiversityLthanLtypicalLcloneL
libraryLwhenLsamplingLtheLenvironmentbLMicrobialbEcologyYL2007YLigYLgkealg 4.4 387

144
upplicationLofLaLhighadensityLoligonucleotideLmicroarrayLapproachLtoLstudyLbacterialLpopulationL
dynamicsLduringLuraniumLreductionLandLreoxidationbLAppliedbandbEnvironmentalbMicrobiologyYL2006YL
kfYLjfllaml

4.8 387

143 ynvironmentalLgenomicsLrevealsLaLsingleaspeciesLecosystemLdeepLwithinLyarthbLScienceYL2008YLgffYLfkial33.3 344

142
yxpansionLofLureaseaLandLuricaseacontainingYLindoleaLandLpacresolaformingLandLcontractionLofL
shortachainLfattyLacidaproducingLintestinalLmicrobiotaLinLySRxbLAmericanbJournalbofbNephrologyYL
2014YLgmYLfgdafgk

4.6 331

141 uirwayLmicrobiotaLandLpathogenLabundanceLinLageastratifiedLcysticLfibrosisLpatientsbLPLoSbONEYL
2010YLiYLeeedhh 3.7 331

140 vacterialLdiversityLandLWhiteLPlagueLxiseaseaassociatedLcommunityLchangesLinLtheLwaribbeanLcoralL
MontastraeaLfaveolatabLISMEbJournalYL2009YLgYLiefafe 11.9 287
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139 ûongatermLsustainabilityLofLaLhighaenergyYLlowadiversityLcrustalLbiomebLScienceYL2006YLgehYLhkmalf 33.3 283

138 uLnovelLecologicalLroleLofLtheLzirmicutesLidentifiedLinLthermophilicLmicrobialLfuelLcellsbLISMEbJournal
YL2008YLfYLeehjaij 11.9 266

137 –ighadensityLmicroarrayLofLsmallasubunitLribosomalLxNuLprobesbLAppliedbandbEnvironmentalb
MicrobiologyYL2002YLjlYLfigiahe 4.8 256

136 SelectiveLprogressiveLresponseLofLsoilLmicrobialLcommunityLtoLwildLoatLrootsbLISMEbJournalYL2009YLgYLejlakl11.9 251

135 SuccessionLofLhydrocarbonadegradingLbacteriaLinLtheLaftermathLofLtheLdeepwaterLhorizonLoilLspillLinL
theLgulfLofLMexicobLEnvironmentalbSciencebhamp;bTechnologyYL2013YLhkYLedljdak 10.3 245

134 SequenceaspecificLidentificationLofLelLpathogenicLmicroorganismsLusingLmicroarrayLtechnologybL
MolecularbandbCellularbProbesYL2002YLejYLeemafk 3.3 230

133 OilL™mpactsLonLwoastalLWetlandsnL™mplicationsLforLtheLMississippiLRiverLxeltaLycosystemLafterLtheL
xeepwaterL–orizonLOilLSpillbLBioScienceYL2012YLjfYLijfaikh 5.7 204

132 WholeagenomeLtranscriptionalLanalysisLofLheavyLmetalLstressesLinLwaulobacterLcrescentusbLJournalb
ofbBacteriologyYL2005YLelkYLlhgkahm 3.5 204

131 xespiteLstrongLseasonalLresponsesYLsoilLmicrobialLconsortiaLareLmoreLresilientLtoLlongatermLchangesL
inLrainfallLthanLoverlyingLgrasslandbLISMEbJournalYL2009YLgYLkglahh 11.9 194

130 vacterialLcommunityLstructureLinLgeographicallyLdistributedLbiologicalLwastewaterLtreatmentL
reactorsbLEnvironmentalbSciencebhamp;bTechnologyYL2010YLhhYLkgmeaj 10.3 162

129 SoilLmicrobialLcommunityLsuccessionalLpatternsLduringLforestLecosystemLrestorationbLAppliedbandb
EnvironmentalbMicrobiologyYL2011YLkkYLjeilajh 4.8 162

128 PyrosequencingLanalysisLofLbacterialLbiofilmLcommunitiesLinLwaterLmetersLofLaLdrinkingLwaterL
distributionLsystembLAppliedbandbEnvironmentalbMicrobiologyYL2010YLkjYLijgeai 4.8 157

127
PhylowhipLhybridizationLuncoveredLanLenormousLbacterialLdiversityLinLtheLrhizosphereLofLdifferentL
potatoLcultivarsnLmanyLcommonLandLfewLcultivaradependentLtaxabLFEMSbMicrobiologybEcologyYL2011YL
kiYLhmkaidj

4.3 154

126 wompleteLgenomeLsequenceLofLYersiniaLpestisLstrainsLuntiquaLandLNepaliejnLevidenceLofLgeneL
reductionLinLanLemergingLpathogenbLJournalbofbBacteriologyYL2006YLellYLhhigajg 3.5 153

125 GenomeLdifferencesLthatLdistinguishLvacillusLanthracisLfromLvacillusLcereusLandLvacillusL
thuringiensisbLAppliedbandbEnvironmentalbMicrobiologyYL2003YLjmYLfkiiajh 4.8 153

124 ûossLofLbacterialLdiversityLduringLantibioticLtreatmentLofLintubatedLpatientsLcolonizedLwithL
PseudomonasLaeruginosabLJournalbofbClinicalbMicrobiologyYL2007YLhiYLemihajf 9.7 143

123 ynvironmentalLmicroarrayLanalysesLofLuntarcticLsoilLmicrobialLcommunitiesbLISMEbJournalYL2009YLgYLghdaie11.9 130

122 ™dentificationLbyLsubtractiveLhybridizationLofLsequencesLspecificLforLSalmonellaLentericaLserovarL
enteritidisbLAppliedbandbEnvironmentalbMicrobiologyYL2001YLjkYLhmlhame 4.8 127

(2001-2006)
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121 ystimationLofLalleleLfrequencyLandLassociationLmappingLusingLnextagenerationLsequencingLdatabL
BMCbBioinformaticsYL2011YLefYLfge 3.6 126

120 MicrobialLcommunityLanalysisLofLaLcoastalLsaltLmarshLaffectedLbyLtheLxeepwaterL–orizonLoilLspillbL
PLoSbONEYL2012YLkYLehegdi 3.7 119

119 GeneticLvariabilityLofLvacillusLanthracisLandLrelatedLspeciesbLJournalbofbClinicalbMicrobiologyYL1995YL
ggYLelhkaid 9.7 119

118 unimalatoaanimalLvariationLinLfecalLmicrobialLdiversityLamongLbeefLcattlebLAppliedbandbEnvironmentalb
MicrobiologyYL2010YLkjYLhlilajf 4.8 118

117 vacterialLcommunityLstructureLcorrespondsLtoLperformanceLduringLcathodicLnitrateLreductionbLISMEb
JournalYL2010YLhYLehhgaii 11.9 114

116 womplexityLandLvariabilityLofLgutLcommensalLmicrobiotaLinLpolyphagousLlepidopteranLlarvaebLPLoSb
ONEYL2012YLkYLegjmkl 3.7 111

115 vacterialLdiversityLanalysisLofL–uanglongbingLpathogenainfectedLcitrusYLusingLPhylowhipLarraysLandL
ejSLrRNuLgeneLcloneLlibraryLsequencingbLAppliedbandbEnvironmentalbMicrobiologyYL2009YLkiYLeijjakh 4.8 106

114 ™dentificationLofLaLregionLofLgeneticLvariabilityLamongLvacillusLanthracisLstrainsLandLrelatedLspeciesbL
JournalbofbBacteriologyYL1996YLeklYLgkkalh 3.5 106

113 MicrobialLcommunityLdynamicsLofLanLurbanLdrinkingLwaterLdistributionLsystemLsubjectedLtoLphasesL
ofLchloraminationLandLchlorinationLtreatmentsbLAppliedbandbEnvironmentalbMicrobiologyYL2012YLklYLklijaji4.8 105

112 ™dentificationLofLgenesLassociatedLwithLsurvivalLofLSalmonellaLentericaLserovarLynteritidisLinLchickenL
eggLalbumenbLAppliedbandbEnvironmentalbMicrobiologyYL2006YLkfYLediiajh 4.8 104

111
whangesLinLtheLmicrobialLcommunityLstructureLofLbacteriaYLarchaeaLandLfungiLinLresponseLtoL
elevatedLwOTfULandLwarmingLinLanLuustralianLnativeLgrasslandLsoilbLEnvironmentalbMicrobiologyYL
2012YLehYLgdleamj

5.2 101

110
SustainableLsyntrophicLgrowthLofLxehalococcoidesLethenogenesLstrainLemiLwithLxesulfovibrioL
vulgarisL–ildenboroughLandLMethanobacteriumLcongolensenLglobalLtranscriptomicLandLproteomicL
analysesbLISMEbJournalYL2012YLjYLhedafe

11.9 100

109 GenomeaResolvedLMetagenomicLunalysisLRevealsLRolesLforLwandidateLPhylaLandLOtherLMicrobialL
wommunityLMembersLinLviogeochemicalLTransformationsLinLOilLReservoirsbLMBioYL2016YLkYLedejjmaei 7.8 100

108 RapidLquantificationLandLtaxonomicLclassificationLofLenvironmentalLxNuLfromLbothLprokaryoticLandL
eukaryoticLoriginsLusingLaLmicroarraybLFEMSbMicrobiologybLettersYL2005YLfhiYLfkeal 2.9 96

107 TheLphylogeneticLcompositionLandLstructureLofLsoilLmicrobialLcommunitiesLshiftsLinLresponseLtoL
elevatedLcarbonLdioxidebLISMEbJournalYL2012YLjYLfimakf 11.9 95

106 NewLperspectivesLonLviableLmicrobialLcommunitiesLinLlowabiomassLcleanroomLenvironmentsbLISMEb
JournalYL2013YLkYLgefafh 11.9 94

105
xevelopingLmicrobeaplantLinteractionsLforLapplicationsLinLplantagrowthLpromotionLandLdiseaseL
controlYLproductionLofLusefulLcompoundsYLremediationLandLcarbonLsequestrationbLMicrobialb
BiotechnologyYL2009YLfYLhflahd

6.3 94

104 womprehensiveLalignedLsequenceLconstructionLforLautomatedLdesignLofLeffectiveLprobesL
TwuSwuxyaPULusingLejSLrxNubLBioinformaticsYL2003YLemYLehjeal 7.2 91
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103 MicrobialLdiversityLinLuraniumLminingaimpactedLsoilsLasLrevealedLbyLhighadensityLejSLmicroarrayLandL
cloneLlibrarybLMicrobialbEcologyYL2010YLimYLmhaedl 4.4 89

102 WideLdiversityLofLmethaneLandLshortachainLalkaneLmetabolismsLinLunculturedLarchaeabLNatureb
MicrobiologyYL2019YLhYLjdgajeg 26.6 84

101 TheLresponseLofLmarineLpicoplanktonLtoLoceanLacidificationbLEnvironmentalbMicrobiologyYL2012YLehYLffmgagdk5.2 83

100
SimulationLofLoilLplumeLrevealsLsubstrateLspecializationLwithinLaLcomplexLcommunityLofL
hydrocarbonLdegradersbLProceedingsbofbthebNationalbAcademybofbSciencesbofbthebUnitedbStatesbofb
AmericaYL2017YLeehYLkhgfakhgk

11.5 82

99 xevelopmentLofLaLhighavolumeLaerosolLcollectionLsystemLforLtheLidentificationLofLairaborneL
microaorganismsbLLettersbinbAppliedbMicrobiologyYL2002YLghYLejfak 2.9 81

98 RoleLofLtheLrapuLgeneLinLcontrollingLantibioticLresistanceLofLyscherichiaLcoliLbiofilmsbLAntimicrobialb
AgentsbandbChemotherapyYL2007YLieYLgjidal 5.9 78

97 womprehensiveLcensusLofLbacteriaLinLcleanLroomsLbyLusingLxNuLmicroarrayLandLcloningLmethodsbL
AppliedbandbEnvironmentalbMicrobiologyYL2009YLkiYLjiimajk 4.8 74

96 woreasatelliteLpopulationsLandLseasonalityLofLwaterLmeterLbiofilmsLinLaLmetropolitanLdrinkingLwaterL
distributionLsystembLISMEbJournalYL2016YLedYLilfami 11.9 73

95 MicrobialLResponseLtoLtheLMwafifLOilLandLworexitLmiddLinLtheLGulfLofLMexicobLFrontiersbinb
MicrobiologyYL2012YLgYLgik 5.7 72

94 whangesLofLsoilLbacterialLdiversityLasLaLconsequenceLofLagriculturalLlandLuseLinLaLsemiaaridL
ecosystembLPLoSbONEYL2013YLlYLeimhmk 3.7 72

93 TemporalLtranscriptomicLmicroarrayLanalysisLofLNxehalococcoidesLethenogenesNLstrainLemiLduringL
theLtransitionLintoLstationaryLphasebLAppliedbandbEnvironmentalbMicrobiologyYL2008YLkhYLfljhakf 4.8 67

92 woralLtranscriptomeLandLbacterialLcommunityLprofilesLrevealLdistinctLYellowLvandLxiseaseLstatesLinL
OrbicellaLfaveolatabLISMEbJournalYL2014YLlYLfheeaff 11.9 63

91 PwRLamplificationaindependentLmethodsLforLdetectionLofLmicrobialLcommunitiesLbyLtheL
highadensityLmicroarrayLPhylowhipbLAppliedbandbEnvironmentalbMicrobiologyYL2011YLkkYLjgegaff 4.8 62

90 viodegradationLofLdispersedLMacondoLcrudeLoilLbyLindigenousLGulfLofLMexicoLmicrobialL
communitiesbLSciencebofbthebTotalbEnvironmentYL2016YLiikaiilYLhigajl 10.2 61

89 GenomeLplasticityLinLYersiniaLpestisbLMicrobiologyblUnitedbKingdommYL2002YLehlYLejlkaejml 2.9 59

88 MicrobialLandLmineralogicalLcharacterizationsLofLsoilsLcollectedLfromLtheLdeepLbiosphereLofLtheL
formerL–omestakeLgoldLmineYLSouthLxakotabLMicrobialbEcologyYL2010YLjdYLigmaid 4.4 58

87 wharacterizationLofLcoastalLurbanLwatershedLbacterialLcommunitiesLleadsLtoLalternativeL
communityabasedLindicatorsbLPLoSbONEYL2010YLiYLeeefli 3.7 58

86 MicrobialLsecondaryLsuccessionLinLaLchronosequenceLofLchalkLgrasslandsbLISMEbJournalYL2010YLhYLkeeai 11.9 55

(2010-2010)
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85 ™nfluenceLofLgeogenicLfactorsLonLmicrobialLcommunitiesLinLmetallogenicLuustralianLsoilsbLISMEb
JournalYL2012YLjYLfedkael 11.9 54

84
womparativeLgenomicsLofLNxehalococcoidesLethenogenesNLemiLandLanLenrichmentLcultureL
containingLunsequencedLNxehalococcoidesNLstrainsbLAppliedbandbEnvironmentalbMicrobiologyYL2008YL
khYLgiggahd

4.8 52

83 waulobacterLcrescentusLasLaLwholeacellLuraniumLbiosensorbLAppliedbandbEnvironmentalbMicrobiologyYL
2007YLkgYLkjeiafe 4.8 52

82 OccurrenceLandLPropertiesLofLwopperaTolerantLStrainsLofPseudomonasLsyringae™solatedLfromLzruitL
TreesLinLwaliforniabLPhytopathologyYL1991YLleYLjhl 3.8 52

81 TacklingLtheLminoritynLsulfateareducingLbacteriaLinLanLarchaeaadominatedLsubsurfaceLbiofilmbLISMEb
JournalYL2013YLkYLjgiaie 11.9 51

80
MicrobialLwommunityLStructureLandLtheLPersistenceLofLwyanobacterialLPopulationsLinLSaltLwrustsLofL
theL–yperaridLutacamaLxesertLfromLGenomeaResolvedLMetagenomicsbLFrontiersbinbMicrobiologyYL
2017YLlYLehgi

5.7 51

79 ynvironmentalLdeterminantsLofLandLimpactLonLchildhoodLasthmaLbyLtheLbacterialLcommunityLinL
householdLdustbLAppliedbandbEnvironmentalbMicrobiologyYL2010YLkjYLfjjgak 4.8 50

78 wompartmentalizedLmicrobialLcompositionYLoxygenLgradientsLandLnitrogenLfixationLinLtheLgutLofL
OdontotaeniusLdisjunctusbLISMEbJournalYL2014YLlYLjael 11.9 49

77 womparativeLgenomicsLofLtwoLnewlyLisolatedLxehalococcoidesLstrainsLandLanLenrichmentLusingLaL
genusLmicroarraybLISMEbJournalYL2011YLiYLedehafh 11.9 49

76 zunctionalLbiogeographyLasLevidenceLofLgeneLtransferLinLhypersalineLmicrobialLcommunitiesbLPLoSb
ONEYL2010YLiYLeefmem 3.7 49

75 yvaluationLofLmolecularLcommunityLanalysisLmethodsLforLdiscerningLfecalLsourcesLandLhumanL
wastebLWaterbResearchYL2013YLhkYLjljfakf 12.5 48

74 vacterialLdiversityLofLweatheredLterrestrialL™celandicLvolcanicLglassesbLMicrobialbEcologyYL2010YLjdYLkhdaif4.4 48

73 ™ntestinalLmicrobiotaLasLnovelLbiomarkersLofLpriorLradiationLexposurebLRadiationbResearchYL2012YL
ekkYLikgalg 3.1 47

72 unalysisLofLGutLMicrobiomeLandLxietLModificationLinLPatientsLwithLwrohnSsLxiseasebLSOJb
MicrobiologybhbInfectiousbDiseasesYL2014YLfYLeaeg 0.5 47

71 vacterialLcommunitiesLassociatedLwithLaLmineralLweatheringLprofileLatLaLsulphidicLmineLtailingsL
dumpLinLaridLWesternLuustraliabLFEMSbMicrobiologybEcologyYL2012YLkmYLfmlagee 4.3 46

70 UseLofLsubtractiveLhybridizationLforLcomprehensiveLsurveysLofLprokaryoticLgenomeLdifferencesbL
FEMSbMicrobiologybLettersYL2002YLfeeYLekialf 2.9 46

69 xiversityLofLanaerobicLmicrobesLinLspacecraftLassemblyLcleanLroomsbLAppliedbandbEnvironmentalb
MicrobiologyYL2010YLkjYLflgkahi 4.8 45

68 TranscriptomicLmicroarrayLanalysisLofLcorrinoidLresponsiveLgenesLinLxehalococcoidesLethenogenesL
strainLemibLFEMSbMicrobiologybLettersYL2009YLfmhYLemlafdj 2.9 45
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67 upplicationLofLphylogeneticLmicroarrayLanalysisLtoLdiscriminateLsourcesLofLfecalLpollutionbL
EnvironmentalbSciencebhamp;bTechnologyYL2012YLhjYLhghdak 10.3 44

66 ™dentificationLofLnucleotideLsequencesLforLtheLspecificLandLrapidLdetectionLofLYersiniaLpestisbL
AppliedbandbEnvironmentalbMicrobiologyYL2001YLjkYLgkimajf 4.8 44

65 wharacteristicsLofL™nsertionalLMutantsLofLPseudomonasLsyringaeLwithLReducedLypiphyticLzitnessbL
AppliedbandbEnvironmentalbMicrobiologyYL1993YLimYLeimgajde 4.8 44

64 –ighadensityLPhylowhipLprofilingLofLstimulatedLaquiferLmicrobialLcommunitiesLrevealsLaLcomplexL
responseLtoLacetateLamendmentbLFEMSbMicrobiologybEcologyYL2012YLleYLellafdh 4.3 42

63 ProkaryoticLcommunityLprofilesLatLdifferentLoperationalLstagesLofLaLGreekLsolarLsalternbLResearchbinb
MicrobiologyYL2008YLeimYLjdmafk 4 42

62 yffectLofLrainfallainducedLsoilLgeochemistryLdynamicsLonLgrasslandLsoilLmicrobialLcommunitiesbL
AppliedbandbEnvironmentalbMicrobiologyYL2012YLklYLkilkami 4.8 41

61 MicrobialLbiogeographyLacrossLaLfullascaleLwastewaterLtreatmentLplantLtransectnLevidenceLforL
immigrationLbetweenLcoupledLprocessesbLAppliedbMicrobiologybandbBiotechnologyYL2014YLmlYLhkfgagj 5.7 39

60 TruffleLbrˆ»lˆ'sLhaveLanLimpactLonLtheLdiversityLofLsoilLbacterialLcommunitiesbLPLoSbONEYL2013YLlYLejemhi 3.7 39

59 yvaluationLofLmethodsLforLtheLextractionLofLxNuLfromLdrinkingLwaterLdistributionLsystemLbiofilmsbL
MicrobesbandbEnvironmentsYL2012YLfkYLmael 2.6 38

58 vacterialLdiversityLofLterrestrialLcrystallineLvolcanicLrocksYL™celandbLMicrobialbEcologyYL2011YLjfYLjmakm 4.4 38

57 –umicLacidaoxidizingYLnitrateareducingLbacteriaLinLagriculturalLsoilsbLMBioYL2011YLfYLedddhhaee 7.8 38

56 ycogenomicsLrevealsLmetalsLandLlandauseLpressuresLonLmicrobialLcommunitiesLinLtheLwaterwaysLofL
aLmegacitybLEnvironmentalbSciencebhamp;bTechnologyYL2015YLhmYLehjfake 10.3 36

55 –ighadensityLejSLmicroarrayLandLcloneLlibraryabasedLmicrobialLcommunityLcompositionLofLtheL
PhoenixLspacecraftLassemblyLcleanLroombLAstrobiologyYL2010YLedYLhmmaidl 3.7 36

54 vacterialLcommunitiesLinLcommercialLaircraftLhighaefficiencyLparticulateLairLT–yPuULfiltersLassessedL
byLPhylowhipLanalysisbLIndoorbAirYL2013YLfgYLidaje 5.4 33

53 xiversityLofLbacterioplanktonLinLcontrastingLTibetanLlakesLrevealedLbyLhighadensityLmicroarrayLandL
cloneLlibraryLanalysisbLFEMSbMicrobiologybEcologyYL2013YLljYLfkkalk 4.3 33

52 unalysisLofLleafLandLrootLtranscriptomesLofLsoilagrownLuvenaLbarbataLplantsbLPlantbandbCellb
PhysiologyYL2011YLifYLgekagf 4.9 33

51 MicrobialLsourceLtrackingLinLimpairedLwatershedsLusingLPhylowhipLandLmachinealearningL
classificationbLWaterbResearchYL2016YLediYLijajh 12.5 32

50 QuoLvadissLMicrobialLprofilingLrevealedLstrongLeffectsLofLcleanroomLmaintenanceLandLroutesLofL
contaminationLinLindoorLenvironmentsbLScientificbReportsYL2015YLiYLmeij 4.9 31

(2015-2012)
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49 MolecularLcharacterizationLandLsequenceLofLaLmethionineLbiosyntheticLlocusLfromLPseudomonasL
syringaebLJournalbofbBacteriologyYL1998YLeldYLhhmkaidk 3.5 31

48 OliveamillLwastewaterLbacterialLcommunitiesLdisplayLaLcultivarLspecificLprofilebLCurrentbMicrobiologyYL
2012YLjhYLemkafdg 2.4 30

47 vacterialLandLurchaealLwommunityLStructureLofLTwoLudjacentLwalciteLSpeleothemsLinLéartchnerL
wavernsYLurizonaYLUSubLGeomicrobiologybJournalYL2011YLflYLmmaeek 2.5 29

46 womparisonLofLfecalLbiotaLfromLspecificLpathogenLfreeLandLferalLmicebLAnaerobeYL2006YLefYLfhmaig 2.8 29

45 ™dentificationLandLlocalizationLofLdifferencesLbetweenLyscherichiaLcoliLandLSalmonellaLtyphimuriumL
genomesLbyLsuppressiveLsubtractiveLhybridizationbLMolecularbGeneticsbandbGenomicsYL1999YLfjfYLkfeam 29

44 MethaneaOxidizingLvacteriaLShuntLwarbonLtoLMicrobialLMatsLatLaLMarineL–ydrocarbonLSeepbL
FrontiersbinbMicrobiologyYL2017YLlYLelj 5.7 28

43 PhylogeneticLmicroarrayLanalysisLofLaLmicrobialLcommunityLperformingLreductiveLdechlorinationLatL
aLTwyacontaminatedLsitebLEnvironmentalbSciencebhamp;bTechnologyYL2012YLhjYLedhhaih 10.3 28

42 MortalityYLrecruitmentLandLchangeLofLdesertLtreeLpopulationsLinLaLhyperaaridLenvironmentbLPLoSb
ONEYL2007YLfYLefdl 3.7 27

41 ussessmentLofLbacterialLandLfungalLcommunitiesLinLaLfullascaleLthermophilicLsewageLsludgeL
compostingLpileLunderLaLsemipermeableLcoverbLBioresourcebTechnologyYL2020YLfmlYLeffiid 11 27

40 PhylowhipLmicroarrayLanalysisLrevealsLalteredLgastrointestinalLmicrobialLcommunitiesLinLaLratLmodelL
ofLcolonicLhypersensitivitybLNeurogastroenterologybandbMotilityYL2011YLfgYLejmakkYLeheaf 4 26

39 womparingLbacterialLcommunityLcompositionLbetweenLhealthyLandLwhiteLplaguealikeLdiseaseLstatesL
inLOrbicellaLannularisLusingLPhylowhipâ�¢LGgLmicroarraysbLPLoSbONEYL2013YLlYLekmlde 3.7 26

38 womparisonLofLinnovativeLmolecularLapproachesLandLstandardLsporeLassaysLforLassessmentLofL
surfaceLcleanlinessbLAppliedbandbEnvironmentalbMicrobiologyYL2011YLkkYLihglahh 4.8 25

37 vacterialLcommunityLstructureLtransformedLafterLthermophilicallyLcompostingLhumanLwasteLinL
–aitibLPLoSbONEYL2017YLefYLedekkjfj 3.7 24

36 MicrobialLcommunityLresponsesLtoLorganophosphateLsubstrateLadditionsLinLcontaminatedL
subsurfaceLsedimentsbLPLoSbONEYL2014YLmYLeeddglg 3.7 24

35
wouplingLgeneticLandLchemicalLmicrobiomeLprofilingLrevealsLheterogeneityLofLarchaeomeLandL
bacteriomeLinLsubsurfaceLbiofilmsLthatLareLdominatedLbyLtheLsameLarchaealLspeciesbLPLoSbONEYL
2014YLmYLemmlde

3.7 22

34 TemperatureLandLinjectionLwaterLsourceLinfluenceLmicrobialLcommunityLstructureLinLfourLulaskanL
NorthLSlopeLhydrocarbonLreservoirsbLFrontiersbinbMicrobiologyYL2014YLiYLhdm 5.7 21

33 SimranknLRapidLandLsensitiveLgeneralapurposeLkamerLsearchLtoolbLBMCbEcologyYL2011YLeeYLee 2.7 21

32 ™ntegratedLmicrobialLsurveyLanalysisLofLprokaryoticLcommunitiesLforLtheLPhylowhipLmicroarraybL
AppliedbandbEnvironmentalbMicrobiologyYL2010YLkjYLijgjal 4.8 21
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31 GlobalLtranscriptomicLandLproteomicLresponsesLofLxehalococcoidesLethenogenesLstrainLemiLtoL
fixedLnitrogenLlimitationbLAppliedbandbEnvironmentalbMicrobiologyYL2012YLklYLehfhagj 4.8 21

30
™nfluenceLofLtraceLerythromycinLandLeryhthromycina–fOLonLcarbonLandLnutrientsLremovalLandLonL
resistanceLselectionLinLsequencingLbatchLreactorsLTSvRsUbLAppliedbMicrobiologybandbBiotechnologyYL
2009YLliYLeliami

5.7 20

29 ShiftsLinLtheLphylogeneticLstructureLandLfunctionalLcapacityLofLsoilLmicrobialLcommunitiesLfollowL
alterationLofLnativeLtussockLgrasslandLecosystemsbLSoilbBiologybandbBiochemistryYL2013YLikYLjkiajlf 7.5 19

28 UnusualLMetabolismLandL–ypervariationLinLtheLGenomeLofLaLGracilibacteriumLTvxeaiULfromLanL
OilaxegradingLwommunitybLMBioYL2019YLedYL 7.8 19

27 TheLinfluenceLofLinLsituLchemicalLoxidationLonLmicrobialLcommunityLcompositionLinLgroundwaterL
contaminatedLwithLchlorinatedLsolventsbLMicrobialbEcologyYL2013YLjiYLgmahm 4.4 18

26 womparingLbacterialLcommunityLcompositionLofLhealthyLandLdarkLspotaaffectedLSiderastreaLsidereaL
inLzloridaLandLtheLwaribbeanbLPLoSbONEYL2014YLmYLeedlkjk 3.7 18

25 yffectsLofLTiOfLandLugLnanoparticlesLonLpolyhydroxybutyrateLbiosynthesisLbyLactivatedLsludgeL
bacteriabLEnvironmentalbSciencebhamp;bTechnologyYL2014YLhlYLehkefafd 10.3 18

24 Phylowhipâ�¢LmicroarrayLcomparisonLofLsamplingLmethodsLusedLforLcoralLmicrobialLecologybLJournalb
ofbMicrobiologicalbMethodsYL2012YLllYLedgam 2.8 17

23
SingleaNucleotideLPolymorphismsLRevealLSpatialLxiversityLumongLwlonesLofLYersiniaLpestisLxuringL
PlagueLOutbreaksLinLwoloradoLandLtheLWesternLUnitedLStatesbLVectorqBornebandbZoonoticbDiseasesYL
2015YLeiYLfmeagdf

2.4 16

22 ussaysLforLtheLrapidLandLspecificLidentificationLofLNorthLumericanLYersiniaLpestisLandLtheLcommonL
laboratoryLstrainLwOmfbLBioTechniquesYL2008YLhhYLfdeYLfdgahYLfdk 2.5 16

21 NovelLplasmidsLandLresistanceLphenotypesLinLYersiniaLpestisnLuniqueLplasmidLinventoryLofLstrainL
JavaLmLmediatesLhighLlevelsLofLarsenicLresistancebLPLoSbONEYL2012YLkYLegfmee 3.7 15

20 womparisonLofLtheLfecalLmicrobiotaLinLferalLandLdomesticLgoatsbLGenesYL2011YLgYLeael 4.2 15

19 ûinkingLleafLtranscriptLlevelsLtoLwholeLplantLanalysesLprovidesLmechanisticLinsightsLtoLtheLimpactLofL
warmingLandLalteredLwaterLavailabilityLinLanLannualLgrassbLGlobalbChangebBiologyYL2011YLekYLeikkaeimh 11.4 14

18 uLcomparisonLofLmethodsLusedLtoLunveilLtheLgeneticLandLmetabolicLpoolLinLtheLbuiltLenvironmentbL
MicrobiomeYL2018YLjYLke 16.6 11

17 MicrobialLcommunityLstructuresLofLnovelL™celandicLhotLspringLsystemsLrevealedLbyLPhylowhipLGgL
analysisbLAstrobiologyYL2014YLehYLffmahd 3.7 11

16 vacterialLdiversityLinLtheLcecumLofLtheLworldSsLlargestLlivingLrodentLT–ydrochoerusLhydrochaerisUbL
MicrobialbEcologyYL2012YLjgYLkemafi 4.4 11

15 uttenuatingLSulfidogenesisLinLaLSouredLwontinuousLzlowLwolumnLSystemLWithLPerchlorateL
TreatmentbLFrontiersbinbMicrobiologyYL2018YLmYLeiki 5.7 10

14 viogeographyLofLbacterioplanktonLinLtheLtropicalLseawatersLofLSingaporebLFEMSbMicrobiologyb
EcologyYL2013YLlhYLfimajm 4.3 9

(2013-2012)
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13 uutomatedLgroupLassignmentLinLlargeLphylogeneticLtreesLusingLGRUNTnLGRoupingYLUngroupingYL
NamingLToolbLBMCbBioinformaticsYL2007YLlYLhdf 3.6 9

12 ystablishmentLofLuncharacterizedLplasmidsLinLyscherichiaLcoliLbyLinLvitroLtranspositionbLFEMSb
MicrobiologybLettersYL2002YLfekYLfhmaih 2.9 8

11 wommunityLunalysisavasedLMethodsL2011YLfieaflf 6

10 uLdataLanalysisLandLcoordinationLcenterLforLtheLhumanLmicrobiomeLprojectL2010YLeeYLOeg 6

9
PenicilliumLoxalicumLXxagbeLremovesLpharmaceuticalLcompoundsLfromLhospitalLwastewaterLandL
outcompetesLnativeLbacterialLandLfungalLcommunitiesLinLfluidisedLbatchLbioreactorsbLInternationalb
BiodeteriorationbandbBiodegradationYL2021YLeilYLediekm

4.8 5

8 unnualLgrasslandLresourceLpoolsLandLfluxesnLsensitivityLtoLprecipitationLandLdryLperiodsLonLtwoL
contrastingLsoilsbLEcosphereYL2012YLgYLartkdaartkd 3.1 4

7 UnusualLmetabolismLandLhypervariationLinLtheLgenomeLofLaLGracilibacteriaLTvxeaiULfromLanLoilL
degradingLcommunityL2019YL 4

6 vacterialLcommunityLandLenvironmentalLfactorsLassociatedLtoLriversLrunoffLandLtheirLpossibleL
impactsLonLcoralLreefLconservationbLMarinebPollutionbBulletinYL2020YLeijYLeeefgg 6.7 3

5 voneLhaemangioasarcomaLinLaLyoungLvelgianLmalinoisbLJournalbofbSmallbAnimalbPracticeYL1990YLgeYLghmagif1.6 2

4 MicrocomputerLMeasurementsLofLPathogenL™njuryLtoLWeedsbLWeedbScienceYL1986YLghYLglahf 2 2

3 wulturea™ndependentLvacterialLPopulationLunalysisLâ��LwlinicalL™mplicationsLforLRespiratoryLandLOtherL
™nfectionsbLCurrentbRespiratorybMedicinebReviewsYL2008YLhYLgiagm 0.3 1

2
™nvestigationLofLYersiniaLpestisLandLYersiniaLpseudotuberculosisLstrainsLfromLGeorgiaLandL
neighboringLcountriesLinLtheLwaucasusLbyLhighadensityLSNPLmicroarraybLArchivesbofbMicrobiologyYL
2018YLfddYLeghiaegii

3 1

1 ReplyLtoLxelmontLandLyrennLStrainLvariantsLandLpopulationLstructureLduringLtheLoilLspillbLProceedingsb
ofbthebNationalbAcademybofbSciencesbofbthebUnitedbStatesbofbAmericaYL2017YLeehYLylmidaylmif 11.5
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