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i Paper IF Citations

170 –allstattKminersKconsumedKblueKcheeseKandKbeerKduringKtheK—ronKtgeKandKretainedKaK
nonZWesternizedKgutKmicrobiomeKuntilKtheKuaroqueKperiodaKCurrentiBiologyYK2021YKfdYKhdglZhdieaei 6.3 3

169 SulfoquinovoseKisKaKselectKnutrientKofKprominentKbacteriaKandKaKsourceKofKhydrogenKsulfideKinKtheK
humanKgutaKISMEiJournalYK2021YKdhYKejjlZejld 11.9 5

168 RegulationKofKtheKMitochondrionZyattyKtcidKtxisKforKtheKMetabolicKReprogrammingKofKvhlamydiaK
trachomatisKduringKTreatmentKwithK˛†ZLactamKtntimicrobialsaKMBioYK2021YKdeYK 7.8 3

167 —TNZV—RO—NymKUnderstandingKT–armfulUKVirusZ–ostK—nteractionsKbyKLinkingKVirologyKandK
uioinformaticsaKVirusesYK2021YKdfYK 6.2 1

166 TamockmKsimulationKofKhabitatZspecificKbenchmarkKdataKinKmetagenomicsaKBMCiBioinformaticsYK2021YK
eeYKeej 3.6

165 NovelKtaxaKofKtcidobacteriotaKimplicatedKinKseafloorKsulfurKcyclingaKISMEiJournalYK2021YKdhYKfdhlZfdkc 11.9 12

164 zenomicKinsightsKintoKdiverseKbacterialKtaxaKthatKdegradeKextracellularKwNtKinKmarineKsedimentsaK
NatureiMicrobiologyYK2021YKiYKkkhZklk 26.6 1

163 PredictiveKtntibioticKSusceptibilityKTestingKbyKNextZzenerationKSequencingKforKPeriprostheticKβointK
—nfectionsmKPotentialKandKLimitationsaKBiomedicinesYK2021YKlYK 4.8 3

162 wahliaKvariabilisKcultivarKSSeattleSKasKaKmodelKplantKforKanthochlorKbiosynthesisaKPlantiPhysiologyiandi
BiochemistryYK2021YKdhlYKdlfZecd 5.4 1

161
LearningKyromKLimitedKwatamKTowardsKuestKPracticeKTechniquesKforKtntimicrobialKResistanceK
PredictionKyromKWholeKzenomeKSequencingKwataaKFrontiersiiniCellulariandiInfectioniMicrobiologyYK
2021YKddYKidcfgk

5.9 5

160 —solateZuasedKSurveillanceKofKuordetellaKpertussisYKtustriaYKecdkZececaKEmergingiInfectiousiDiseasesYK
2021YKejYKkieZkjd 10.2 2

159 tlterationKofKtheKphenylpropanoidKpathwayKbyKwatercoreKdisorderKinKappleKTMalusKxKdomesticaUaK
ScientiaiHorticulturaeYK2021YKeklYKddcgfk 4.1 1

158 RevealingKtheKVenomousKSecretsKofKtheKSpiderSsKWebaKJournaliofiProteomeiResearchYK2020YKdlYKfcggZfchl5.6 2

157 PrebioticKxffectsKofKPartiallyK–ydrolyzedKzuarKzumKonKtheKvompositionKandKyunctionKofKtheK–umanK
MicrobiotaZResultsKfromKtheKPtzOwtKTrialaKNutrientsYK2020YKdeYK 6.7 12

156 scikitZhubnessmK–ubnessKReductionKandKtpproximateKNeighborKSearchaKJournaliofiOpeniSourcei
SoftwareYK2020YKhYKdlhj 5.2 1

155 weepNOzmKyastKandKaccurateKproteinKorthologousKgroupKassignmentaKBioinformaticsYK2020YK 7.2 4

154 ViralKecogenomicsKacrossKtheKPoriferaaKMicrobiomeYK2020YKkYKdgg 16.6 6
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153 yunctionalKSeasonalityKofKyreeZLivingKandKParticleZtssociatedKProkaryoticKvommunitiesKinKtheK
voastalKtdriaticKSeaaKFrontiersiiniMicrobiologyYK2020YKddYKhkgeee 5.7 5

152
MolecularKcausesKofKanKevolutionaryKshiftKalongKtheKparasitismZmutualismKcontinuumKinKaKbacterialK
symbiontaKProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaYK2020YK
ddjYKedihkZediii

11.5 3

151 PcfgKtKdietaryKfibreKinterventionKshapesKtheKmicrobiomeKtowardsKanKantiZinflammatoryKtoneaK
JournaliofiCrohnssiandiColitisYK2019YKdfYKSdcfZSdcf 1.5

150 ProteomeKvhangesKParallelingKtheKOlfactoryKvonditioningKinKtheKyoragerK–oneyKueeKandKProvisionK
ofKaKurainKProteomicsKwatasetaKProteomicsYK2019YKdlYKedlccclg 4.8 1

149 TheKhorseKYKchromosomeKasKanKinformativeKmarkerKforKtracingKsireKlinesaKScientificiReportsYK2019YKlYKiclh4.9 12

148 vonservedKSecondaryKStructuresKinKViralKmRNtsaKVirusesYK2019YKddYK 6.2 11

147 LongZTermKTranscriptionalKtctivityKatKZeroKzrowthKofKaKvosmopolitanKRareKuiosphereKMemberaK
MBioYK2019YKdcYK 7.8 22

146 –ighlyKvariableKmRNtKhalfZlifeKtimeKwithinKmarineKbacterialKtaxaKandKfunctionalKgenesaK
EnvironmentaliMicrobiologyYK2019YKedYKfkjfZfkkg 5.2 11

145 vharacterizationKofKaKthaumarchaealKsymbiontKthatKdrivesKincompleteKnitrificationKinKtheKtropicalK
spongeK—anthellaKbastaaKEnvironmentaliMicrobiologyYK2019YKedYKfkfdZfkhg 5.2 23

144 ThermalKstressKmodifiesKtheKmarineKspongeKviromeaKEnvironmentaliMicrobiologyiReportsYK2019YKddYKilcZilk3.7 7

143 tKproteotranscriptomicKstudyKofKsilkZproducingKglandsKfromKtheKorbZweavingKspidersaKMoleculari
OmicsYK2019YKdhYKehiZejc 4.4 6

142 tKuioinformaticsKzuideKtoKPlantKMicrobiomeKtnalysisaKFrontiersiiniPlantiScienceYK2019YKdcYKdfdf 6.2 22

141 TheKPrevotellaKcopriKvomplexKvomprisesKyourKwistinctKvladesKUnderrepresentedKinKWesternizedK
PopulationsaKCelliHostiandiMicrobeYK2019YKeiYKiiiZijlaej 23.4 141

140 inKancientKhumanKremainsaKWorldiJournaliofiGastroenterologyYK2019YKehYKieklZielk 5.6 5

139 ManZmadeKmicrobialKresistancesKinKbuiltKenvironmentsaKNatureiCommunicationsYK2019YKdcYKlik 17.4 78

138 PlasmidKwNtKcontaminantKinKmolecularKreagentsaKScientificiReportsYK2019YKlYKdihe 4.9 9

137 –ybridKdeKnovoKtranscriptomeKassemblyKofKpoinsettiaKTxuphorbiaKpulcherrimaKWilldaKxxKKlotschUK
bractsaKBMCiGenomicsYK2019YKecYKlcc 4.5 8

136 xxploringKtctinobacteriaKtssociatedKWithKRhizosphereKandKxndosphereKofKtheKNativeKtlpineK
MedicinalKPlantKSubspeciesaKFrontiersiiniMicrobiologyYK2019YKdcYKehfd 5.7 14

(2019-2020)
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135 MinimumK—nformationKaboutKanKUncultivatedKVirusKzenomeKTM—UVizUaKNatureiBiotechnologyYK2019YK
fjYKelZfj 44.5 180

134 eggNOzKhacmKaKhierarchicalYKfunctionallyKandKphylogeneticallyKannotatedKorthologyKresourceKbasedK
onKhclcKorganismsKandKehceKvirusesaKNucleiciAcidsiResearchYK2019YKgjYKwfclZwfdg 20.1 850

133 PeatlandKtcidobacteriaKwithKaKdissimilatoryKsulfurKmetabolismaKISMEiJournalYK2018YKdeYKdjelZdjge 11.9 58

132 ReefKinvertebrateKviromicsmKdiversityYKhostKspecificityKandKfunctionalKcapacityaKEnvironmentali
MicrobiologyYK2018YKecYKedehZedgd 5.2 24

131 tsianKhorsesKdeepenKtheKMSYKphylogenyaKAnimaliGeneticsYK2018YKglYKlcZlf 2.5 13

130 zenomicKinsightsKintoKtheKtcidobacteriaKrevealKstrategiesKforKtheirKsuccessKinKterrestrialK
environmentsaKEnvironmentaliMicrobiologyYK2018YKecYKdcgdZdcif 5.2 120

129 zreatKvauseZSmallKxffectmKUndeclaredKzeneticallyKxngineeredKOrangeKPetuniasK–arborKanK
—nefficientKwihydroflavonolKgZReductaseaKFrontiersiiniPlantiScienceYK2018YKlYKdgl 6.2 17

128 TheK—cemanSsKLastKMealKvonsistedKofKyatYKWildKMeatYKandKverealsaKCurrentiBiologyYK2018YKekYKefgkZefhhael6.3 25

127 OxytocinZlikeKsignalingKinKantsKinfluencesKmetabolicKgeneKexpressionKandKlocomotorKactivityaKFASEBi
JournalYK2018YKfeYKfjecdkccggf 0.9 9

126 —nsecticidalKToxicityKofK—nvolvesKtheKNovelKxnterotoxinKYacTaKFrontiersiiniCellulariandiInfectioni
MicrobiologyYK2018YKkYKfle 5.9 3

125 tssessmentKofKurbanKmicrobiomeKassembliesKwithKtheKhelpKofKtargetedKinKsilicoKgoldKstandardsaK
BiologyiDirectYK2018YKdfYKee 7.2 8

124 TheKzeneticKTransformationKofKvhlamydiaKpneumoniaeaKMSphereYK2018YKfYK 5 15

123 tKpromiscuousKbetaZglucosidaseKisKinvolvedKinKbenzoxazinoidKdeglycosylationKinKLamiumK
galeobdolonaKPhytochemistryYK2018YKdhiYKeegZeff 4 7

122 —nterplayKbetweenKgutKmicrobiotaKmetabolismKandKinflammationKinK–—VKinfectionaKISMEiJournalYK
2018YKdeYKdligZdlji 11.9 28

121
vharacterizationKofKaKcommunityZacquiredZMRStKUStfccKisolateKfromKaKriverKsampleKinKtustriaKandK
wholeKgenomeKsequenceKbasedKcomparisonKtoKaKdiverseKcollectionKofKUStfccKisolatesaKScientifici
ReportsYK2018YKkYKlgij

4.9 15

120 UnravelingKtheKmicrobialKprocessesKofKblackKbandKdiseaseKinKcoralsKthroughKintegratedKgenomicsaK
ScientificiReportsYK2017YKjYKgcghh 4.9 19

119 wevelopmentKofKaKhumanKvasopressinKVZreceptorKantagonistKfromKanKevolutionaryZrelatedKinsectK
neuropeptideaKScientificiReportsYK2017YKjYKgdcce 4.9 28

118 VirusesKcompriseKanKextensiveKpoolKofKmobileKgeneticKelementsKinKeukaryoteKcellKculturesKandK
humanKclinicalKsamplesaKFASEBiJournalYK2017YKfdYKdlkjZeccc 0.9 29
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117 LifestyleKandK–orizontalKzeneKTransferZMediatedKxvolutionKofKYKaKvoreKMemberKofKtheKMurineKzutK
MicrobiotaaKMSystemsYK2017YKeYK 7.6 88

116 vriticalKtssessmentKofKMetagenomeK—nterpretationZaKbenchmarkKofKmetagenomicsKsoftwareaK
NatureiMethodsYK2017YKdgYKdcifZdcjd 21.6 412

115 SulfonolipidsKasKnovelKmetaboliteKmarkersKofKtlistipesKandKOdoribacterKaffectedKbyKhighZfatKdietsaK
ScientificiReportsYK2017YKjYKddcgj 4.9 52

114 MinimumKinformationKaboutKaKsingleKamplifiedKgenomeKTM—StzUKandKaKmetagenomeZassembledK
genomeKTM—MtzUKofKbacteriaKandKarchaeaaKNatureiBiotechnologyYK2017YKfhYKjehZjfd 44.5 648

113 PeripheralKbloodKvesselsKareKaKnicheKforKbloodZborneKmeningococciaKVirulenceYK2017YKkYKdkckZdkdl 4.7 13

112 zenomeKsequencingKofKvhlamydiaKtrachomatisKserovarsKxKandKyKrevealsKsubstantialKgeneticK
variationaKPathogensiandiDiseaseYK2017YKjhYK 4.2 3

111 zrowthKofK—sKxnhancedKinKvellsKwithK—mpairedKMitochondrialKyunctionaKFrontiersiiniCellulariandi
InfectioniMicrobiologyYK2017YKjYKgll 5.9 12

110 VariantKprofilingKofKevolvingKprokaryoticKpopulationsaKPeerJYK2017YKhYKeellj 3.1 11

109 voralZassociatedKviralKcommunitiesKshowKhighKlevelsKofKdiversityKandKhostKauxiliaryKfunctionsaKPeerJYK
2017YKhYKegchg 3.1 15

108 vomprehensiveK—dentificationKofKMeningococcalKzenesKandKSmallKNoncodingKRNtsKRequiredKforK
–ostKvellKvolonizationaKMBioYK2016YKjYK 7.8 21

107 tKdistinctKmicrobiotaKcompositionKisKassociatedKwithKprotectionKfromKfoodKallergyKinKanKoralKmouseK
immunizationKmodelaKClinicaliImmunologyYK2016YKdjfYKdcZdk 9 42

106 probeuaseZZanKonlineKresourceKforKrRNtZtargetedKoligonucleotideKprobesKandKprimersmKnewK
featuresKecdiaKNucleiciAcidsiResearchYK2016YKggYKwhkiZl 20.1 119

105 TheKhfccZyearZoldK–elicobacterKpyloriKgenomeKofKtheK—cemanaKScienceYK2016YKfhdYKdieZdih 33.3 152

104 eggNOzKgahmKaKhierarchicalKorthologyKframeworkKwithKimprovedKfunctionalKannotationsKforK
eukaryoticYKprokaryoticKandKviralKsequencesaKNucleiciAcidsiResearchYK2016YKggYKwekiZlf 20.1 1211

103 xffectivewuZZupdatesKandKnovelKfeaturesKforKaKbetterKannotationKofKbacterialKsecretedKproteinsKandK
TypeK———YK—VYKV—KsecretionKsystemsaKNucleiciAcidsiResearchYK2016YKggYKwiilZjg 20.1 74

102 –oloVirmKtKWorkflowKforK—nvestigatingKtheKwiversityKandKyunctionKofKVirusesKinK—nvertebrateK
–olobiontsaKFrontiersiiniMicrobiologyYK2016YKjYKkee 5.7 31

101 TranscriptomicKandKProteomicKtnalysisKofKtrionKvulgarisZZProteinsKforKProbablyKSuccessfulKSurvivalK
StrategiesraKPLoSiONEYK2016YKddYKecdhcidg 3.7 11

100 vonsPredmKaKruleZbasedKTreZUannotationKframeworkKforKprokaryoticKgenomesaKBioinformaticsYK2016YK
feYKffejZffel 7.2 7

(2016-2017)
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99 –ighKdefinitionKforKsystemsKbiologyKofKmicrobialKcommunitiesmKmetagenomicsKgetsKgenomeZcentricK
andKstrainZresolvedaKCurrentiOpinioniiniBiotechnologyYK2016YKflYKdjgZdkd 11.4 25

98
weepKmetagenomeKandKmetatranscriptomeKanalysesKofKmicrobialKcommunitiesKaffiliatedKwithKanK
industrialKbiogasKfermenterYKaKcowKrumenYKandKelephantKfecesKrevealKmajorKdifferencesKinK
carbohydrateKhydrolysisKstrategiesaKBiotechnologyiforiBiofuelsYK2016YKlYKded

7.8 82

97 NVTmKaKfastKandKsimpleKtoolKforKtheKassessmentKofKRNtZseqKnormalizationKstrategiesaKBioinformaticsYK
2016YKfeYKfikeZfikg 7.2 4

96 TranscriptomeKProfilingKofKtheKxndophyteKuurkholderiaKphytofirmansKPsβNK—ndicatesKSensingKofKtheK
PlantKxnvironmentKandKwroughtKStressaKMBioYK2015YKiYKecciedZdh 7.8 80

95 zenomicKfactorsKrelatedKtoKtissueKtropismKinKvhlamydiaKpneumoniaeKinfectionaKBMCiGenomicsYK2015YK
diYKeik 4.5 6

94 vompleteKnitrificationKbyKNitrospiraKbacteriaaKNatureYK2015YKhekYKhcgZl 50.4 1148

93 yunctionallyKrelevantKdiversityKofKcloselyKrelatedKNitrospiraKinKactivatedKsludgeaKISMEiJournalYK2015YK
lYKigfZhh 11.9 112

92 p–KasKaKwriverKforKtmmoniaZOxidizingKtrchaeaKinKyorestKSoilsaKMicrobialiEcologyYK2015YKilYKkjlZkf 4.4 46

91 PredictionKofKmicrobialKphenotypesKbasedKonKcomparativeKgenomicsaKBMCiBioinformaticsYK2015YKdiK
SupplKdgYKSd 3.6 22

90 tKviabilityZlinkedKmetagenomicKanalysisKofKcleanroomKenvironmentsmKeukaryaYKprokaryotesYKandK
virusesaKMicrobiomeYK2015YKfYKie 16.6 38

89 TheK—ntraperitonealKTranscriptomeKofKtheKOpportunisticKPathogenKxnterococcusKfaecalisKinKMiceaK
PLoSiONEYK2015YKdcYKecdeidgf 3.7 20

88
TheKgenomesKofKcloselyKrelatedKPantoeaKananatisKmaizeKseedKendophytesKhavingKdifferentKeffectsK
onKtheKhostKplantKdifferKinKsecretionKsystemKgenesKandKmobileKgeneticKelementsaKFrontiersiini
MicrobiologyYK2015YKiYKggc

5.7 44

87 —nternalizationKofKPseudomonasKaeruginosaKStrainKPtOdKintoKxpithelialKvellsK—sKPromotedKbyK
—nteractionKofKaKTiSSKxffectorKwithKtheKMicrotubuleKNetworkaKMBioYK2015YKiYKeccjde 7.8 82

86 PhylogeneticKandKenvironmentalKdiversityKofKwsrtuZtypeKdissimilatoryKTbiUsulfiteKreductasesaKISMEi
JournalYK2015YKlYKddheZih 11.9 176

85 vhallengesKinKRNtKvirusKbioinformaticsaKBioinformaticsYK2014YKfcYKdjlfZl 7.2 34

84 SignatureKproteinKofKtheKPVvKsuperphylumaKAppliediandiEnvironmentaliMicrobiologyYK2014YKkcYKggcZh 4.8 18

83 vharacterizationKofKdlKnewKmicrosatelliteKlociKforKtheKOmaniKbarbKzarraKbarreimiaeKfromKghgK
sequencesaKBMCiResearchiNotesYK2014YKjYKhee 2.3 3

82 wistinctKsignaturesKofKhostZmicrobialKmetaZmetabolomeKandKgutKmicrobiomeKinKtwoKvhjuLbiKstrainsK
underKhighZfatKdietaKISMEiJournalYK2014YKkYKefkcZli 11.9 87
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81 UltraKdeepKsequencingKofKListeriaKmonocytogenesKsRNtKtranscriptomeKrevealedKnewKantisenseK
RNtsaKPLoSiONEYK2014YKlYKekfljl 3.7 27

80 RecombinationKdrivesKevolutionKofKtheKvlostridiumKdifficileKdiSZefSKrRNtKintergenicKspacerKregionaK
PLoSiONEYK2014YKlYKedcihgh 3.7 10

79 —ntegratingKmetagenomicKandKampliconKdatabasesKtoKresolveKtheKphylogeneticKandKecologicalK
diversityKofKtheKvhlamydiaeaKISMEiJournalYK2014YKkYKddhZeh 11.9 68

78 wraftKzenomeKSequenceKofKtheKzrowthZPromotingKxndophyteKPaenibacillusKspaKPeeYK—solatedKfromK
PopulusaKGenomeiAnnouncementsYK2014YKeYK 3

77 vompleteKzenomeKSequenceKofKListeriaKmonocytogenesKLmicYKaKStrainKwithKanKxnhancedKvoldK
tdaptationKvapacityaKGenomeiAnnouncementsYK2014YKeYK 2

76 uiologyKofKaKwidespreadKuncultivatedKarchaeonKthatKcontributesKtoKcarbonKfixationKinKtheK
subsurfaceaKNatureiCommunicationsYK2014YKhYKhglj 17.4 86

75 NxruKencodingKtheKbetaKsubunitKofKnitriteKoxidoreductaseKasKfunctionalKandKphylogeneticKmarkerK
forKnitriteZoxidizingKNitrospiraaKEnvironmentaliMicrobiologyYK2014YKdiYKfchhZjd 5.2 193

74 MassiveKexpansionKofKUbiquitinationZrelatedKgeneKfamiliesKwithinKtheKvhlamydiaeaKMoleculariBiologyi
andiEvolutionYK2014YKfdYKeklcZlcg 8.3 26

73 S—MtPZZtheKdatabaseKofKallZagainstZallKproteinKsequenceKsimilaritiesKandKannotationsKwithKnewK
interfacesKandKincreasedKcoverageaKNucleiciAcidsiResearchYK2014YKgeYKwejlZkg 20.1 15

72 eggNOzKvgacmKnestedKorthologyKinferenceKacrossKfikiKorganismsaKNucleiciAcidsiResearchYK2014YKgeYKwefdZl20.1 387

71 MetagenomicKanalysisKrevealsKpresenceKofKTreponemaKdenticolaKinKaKtissueKbiopsyKofKtheK—cemanaK
PLoSiONEYK2014YKlYKellllg 3.7 26

70
tKcomparativeKmetagenomeKsurveyKofKtheKfecalKmicrobiotaKofKaKbreastZKandKaKplantZfedKtsianK
elephantKrevealsKanKunexpectedlyKhighKdiversityKofKglycosideKhydrolaseKfamilyKenzymesaKPLoSiONEYK
2014YKlYKedcijcj

3.7 50

69 MetagenomicsKofKKamchatkanKhotKspringKfilamentsKrevealKtwoKnewKmajorKThyperUthermophilicK
lineagesKrelatedKtoKThaumarchaeotaaKResearchiiniMicrobiologyYK2013YKdigYKgehZfk 4 28

68 MScwumKaKmassKspectrometryZcentricKproteinKsequenceKdatabaseKforKproteomicsaKJournaliofi
ProteomeiResearchYK2013YKdeYKefkiZlk 5.6 9

67 zenomeKofKtcanthamoebaKcastellaniiKhighlightsKextensiveKlateralKgeneKtransferKandKearlyKevolutionK
ofKtyrosineKkinaseKsignalingaKGenomeiBiologyYK2013YKdgYKRdd 18.3 205

66 vompleteKzenomeKSequenceKofKListeriaKmonocytogenesKLLdlhYKaKSerotypeKgbKStrainKfromKtheK
dlkfZdlkjKListeriosisKxpidemicKinKSwitzerlandaKGenomeiAnnouncementsYK2013YKdYK 18

65 TheKevolutionaryKdynamicsKofKproteinZproteinKinteractionKnetworksKinferredKfromKtheK
reconstructionKofKancientKnetworksaKPLoSiONEYK2013YKkYKehkdfg 3.7 38

64 TheKzenomeKofKNitrospinaKgracilisK—lluminatesKtheKMetabolismKandKxvolutionKofKtheKMajorKMarineK
NitriteKOxidizeraKFrontiersiiniMicrobiologyYK2013YKgYKej 5.7 158

(2013-2014)
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63 xffectsKofKseasonKandKexperimentalKwarmingKonKtheKbacterialKcommunityKinKaKtemperateKmountainK
forestKsoilKassessedKbyKdiSKrRNtKgeneKpyrosequencingaKFEMSiMicrobiologyiEcologyYK2012YKkeYKhhdZie 4.3 101

62 amotZbasedKconsensusKphylogenyKofKammoniaZoxidizingKarchaeaKandKdeepKsequencingKofKamotK
genesKfromKsoilsKofKfourKdifferentKgeographicKregionsaKEnvironmentaliMicrobiologyYK2012YKdgYKhehZfl 5.2 402

61 MetatranscriptomicsKofKtheKmarineKspongeKzeodiaKbarrettimKtacklingKphylogenyKandKfunctionKofKitsK
microbialKcommunityaKEnvironmentaliMicrobiologyYK2012YKdgYKdfckZeg 5.2 102

60 PhenotypicKandKtranscriptomicKanalysesKofKSigmaKLZdependentKcharacteristicsKinKListeriaK
monocytogenesKxzwZeaKFoodiMicrobiologyYK2012YKfeYKdheZig 6 20

59 TheKgenomeKofKtheKammoniaZoxidizingKvandidatusKNitrososphaeraKgargensismKinsightsKintoK
metabolicKversatilityKandKenvironmentalKadaptationsaKEnvironmentaliMicrobiologyYK2012YKdgYKfdeeZgh 5.2 239

58 PhageKmorphologyKrecapitulatesKphylogenymKtheKcomparativeKgenomicsKofKaKnewKgroupKofK
myovirusesaKPLoSiONEYK2012YKjYKegcdce 3.7 43

57 TheKgenomeKofKtheKobligateKintracellularKparasiteKTrachipleistophoraKhominismKnewKinsightsKintoK
microsporidianKgenomeKdynamicsKandKreductiveKevolutionaKPLoSiPathogensYK2012YKkYKedcceljl 7.6 105

56 uacteriocyteZassociatedKgammaproteobacterialKsymbiontsKofKtheKtdelgesKnordmannianaebpiceaeK
complexKT–emipteramKtdelgidaeUaKISMEiJournalYK2012YKiYKfkgZli 11.9 18

55
vompleteKgenomeKsequencesKofKwesulfosporosinusKorientisKwSMjihTYKwesulfosporosinusKyoungiaeK
wSMdjjfgTYKwesulfosporosinusKmeridieiKwSMdfehjTYKandKwesulfosporosinusKacidiphilusK
wSMeejcgTaKJournaliofiBacteriologyYK2012YKdlgYKifccZd

3.5 46

54 vomparativeKanalysisKofKbenzoxazinoidKbiosynthesisKinKmonocotsKandKdicotsmKindependentK
recruitmentKofKstabilizationKandKactivationKfunctionsaKPlantiCellYK2012YKegYKldhZek 11.6 47

53 eggNOzKvfacmKorthologousKgroupsKcoveringKddffKorganismsKatKgdKdifferentKtaxonomicKrangesaK
NucleiciAcidsiResearchYK2012YKgcYKwekgZl 20.1 387

52 wraftKgenomeKsequenceKofKLactobacillusKcaseiKWhiaKJournaliofiBacteriologyYK2012YKdlgYKiifk 3.5 16

51 zenomicKinsightsKintoKtheKmetabolicKpotentialKofKtheKpolycyclicKaromaticKhydrocarbonKdegradingK
sulfateZreducingKweltaproteobacteriumKNgjaKEnvironmentaliMicrobiologyYK2011YKdfYKddehZfj 5.2 59

50 yunctionalKanalysisKofKtheKfinOKdistalKregionKofKplasmidKRdaKPlasmidYK2011YKihYKdhlZik 3.3 5

49 ShotgunKsequencingKofKYersiniaKenterocoliticaKstrainKWeejcfKTbiotypeKeYKserotypeKOmlUmKgenomicK
evidenceKforKoscillationKbetweenKinvertebratesKandKmammalsaKBMCiGenomicsYK2011YKdeYKdik 4.5 16

48 M—PSmKcuratedKdatabasesKandKcomprehensiveKsecondaryKdataKresourcesKinKecdcaKNucleiciAcidsi
ResearchYK2011YKflYKweecZg 20.1 65

47 uezZytRYKaKspeciesZcenteredKzOKannotationKrepositoryaKBioinformaticsYK2011YKejYKldlZeg 7.2 112

46 vompleteKgenomeKsequenceKofKvronobacterKturicensisKLMzKefkejYKaKfoodZborneKpathogenKcausingK
deathsKinKneonatesaKJournaliofiBacteriologyYK2011YKdlfYKfclZdc 3.5 59
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45 UnityKinKvarietyZZtheKpanZgenomeKofKtheKvhlamydiaeaKMoleculariBiologyiandiEvolutionYK2011YKekYKfehfZjc 8.3 157

44 xffectiveZZaKdatabaseKofKpredictedKsecretedKbacterialKproteinsaKNucleiciAcidsiResearchYK2011YKflYKwhldZh 20.1 78

43 MolecularKrecognitionKdeterminantsKforKtypeK—VKsecretionKofKdiverseKfamiliesKofKconjugativeK
relaxasesaKMoleculariMicrobiologyYK2010YKjkYKdhflZhh 4.1 48

42 zenomeKsequencingKandKanalysisKofKtheKmodelKgrassKurachypodiumKdistachyonaKNatureYK2010YKgifYKjifZk50.4 1399

41 TheKdynamicKgenomeKofK–ydraaKNatureYK2010YKgigYKhleZi 50.4 613

40 —dentificationKofKenzymesKinvolvedKinKanaerobicKbenzeneKdegradationKbyKaKstrictlyKanaerobicK
ironZreducingKenrichmentKcultureaKEnvironmentaliMicrobiologyYK2010YKdeYKejkfZli 5.2 128

39 S—MtPZZaKcomprehensiveKdatabaseKofKpreZcalculatedKproteinKsequenceKsimilaritiesYKdomainsYK
annotationsKandKclustersaKNucleiciAcidsiResearchYK2010YKfkYKweefZi 20.1 36

38
vombinedKgenomicKandKproteomicKapproachesKidentifyKgeneKclustersKinvolvedKinKanaerobicK
eZmethylnaphthaleneKdegradationKinKtheKsulfateZreducingKenrichmentKcultureKNgjaKJournaliofi
BacteriologyYK2010YKdleYKelhZfci

3.5 83

37 —ndependentKevolutionKofKtheKcoreKdomainKandKitsKflankingKsequencesKinKsmallKheatKshockKproteinsaK
FASEBiJournalYK2010YKegYKfiffZge 0.9 180

36 TheKNegatomeKdatabasemKaKreferenceKsetKofKnonZinteractingKproteinKpairsaKNucleiciAcidsiResearchYK
2010YKfkYKwhgcZg 20.1 90

35
TheKgenomeKofKtheKamoebaKsymbiontKMvandidatusKtmoebophilusKasiaticusMKrevealsKcommonK
mechanismsKforKhostKcellKinteractionKamongKamoebaZassociatedKbacteriaaKJournaliofiBacteriologyYK
2010YKdleYKdcghZhj

3.5 113

34 wistinctKgeneKsetKinKtwoKdifferentKlineagesKofKammoniaZoxidizingKarchaeaKsupportsKtheKphylumK
ThaumarchaeotaaKTrendsiiniMicrobiologyYK2010YKdkYKffdZgc 12.4 390

33 —mpactKofKnaturalKgeneticKvariationKonKtheKtranscriptomeKofKautotetraploidKtrabidopsisKthalianaaK
ProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaYK2010YKdcjYKdjkclZdg 11.5 113

32
tKNitrospiraKmetagenomeKilluminatesKtheKphysiologyKandKevolutionKofKgloballyKimportantK
nitriteZoxidizingKbacteriaaKProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofi
AmericaYK2010YKdcjYKdfgjlZkg

11.5 488

31 weepKsequencingKrevealsKexceptionalKdiversityKandKmodesKofKtransmissionKforKbacterialKspongeK
symbiontsaKEnvironmentaliMicrobiologyYK2010YKdeYKecjcZke 5.2 298

30 TargetingKeffectorsmKtheKmolecularKrecognitionKofKTypeK———KsecretedKproteinsaKMicrobesiandiInfectionYK
2010YKdeYKfgiZhk 9.3 20

29 PxwtNTKcoversKallKcompleteKRefSeqKgenomesaKNucleiciAcidsiResearchYK2009YKfjYKwgckZdd 20.1 85

28 SequenceZbasedKpredictionKofKtypeK———KsecretedKproteinsaKPLoSiPathogensYK2009YKhYKedcccfji 7.6 194

(2009-2011)
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27 TheKmorphologyYKsystematicKpositionKandKinferredKbiologyKofKSpirematospermumKâ��KtnKextinctK
genusKofKZingiberalesaKReviewiofiPalaeobotanyiandiPalynologyYK2009YKdhjYKfldZgei 1.7 16

26 vomprehensiveKinKsilicoKpredictionKandKanalysisKofKchlamydialKouterKmembraneKproteinsKreflectsK
evolutionKandKlifeKstyleKofKtheKvhlamydiaeaKBMCiGenomicsYK2009YKdcYKifg 4.5 26

25 —nKvitroKinhibitionKactivityKofKdifferentKbacteriocinZproducingKxscherichiaKcoliKagainstKSalmonellaK
strainsKisolatedKfromKclinicalKcasesaKLettersiiniAppliediMicrobiologyYK2009YKglYKfdZk 2.9 21

24 probevheckZZaKcentralKresourceKforKevaluatingKoligonucleotideKprobeKcoverageKandKspecificityaK
EnvironmentaliMicrobiologyYK2008YKdcYKeklgZk 5.2 154

23 ueyondKtheKSbestSKmatchmKmachineKlearningKannotationKofKproteinKsequencesKbyKintegrationKofK
differentKsourcesKofKinformationaKBioinformaticsYK2008YKegYKiedZk 7.2 9

22 ModificationKofKtheKinKvitroKreleaseKprofileKofKvetrorelixKbyKcomplexationKwithKbiophilicKpartnersaK
CurrentiDrugiDeliveryYK2008YKhYKfdlZef 3.2 1

21 velluloseKasKanKextracellularKmatrixKcomponentKpresentKinKxnterobacterKsakazakiiKbiofilmsaKJournali
ofiFoodiProtectionYK2008YKjdYKdfZk 2.5 31

20 M—PSmKanalysisKandKannotationKofKgenomeKinformationKinKeccjaKNucleiciAcidsiResearchYK2008YKfiYKwdliZecd20.1 123

19 S—MtPZZstructuringKtheKnetworkKofKproteinKsimilaritiesaKNucleiciAcidsiResearchYK2008YKfiYKweklZle 20.1 22

18
zeneticKdiversityKofKtheKobligateKintracellularKbacteriumKvhlamydophilaKpneumoniaeKbyK
genomeZwideKanalysisKofKsingleKnucleotideKpolymorphismsmKevidenceKforKhighlyKclonalKpopulationK
structureaKBMCiGenomicsYK2007YKkYKfhh

4.5 21

17 zepardmKaKrapidKandKsensitiveKtoolKforKcreatingKdotplotsKonKgenomeKscaleaKBioinformaticsYK2007YKefYKdceiZk7.2 444

16 UsingKPublicKResourceKvomputingKandKSystematicKPreZcalculationKforKLargeKScaleKSequenceK
tnalysisaKLectureiNotesiiniComputeriScienceYK2007YKddZdk 0.9 2

15
MolecularKcharacterizationKofKtheKalphaZglucosidaseKactivityKinKxnterobacterKsakazakiiKrevealsKtheK
presenceKofKaKputativeKgeneKclusterKforKpalatinoseKmetabolismaKSystematiciandiAppliediMicrobiologyYK
2006YKelYKiclZeh

4.2 30

14 TheKMouseKyunctionalKzenomeKwatabaseKTMfunzwUmKfunctionalKannotationKofKproteinsKinKtheKlightK
ofKtheirKcellularKcontextaKNucleiciAcidsiResearchYK2006YKfgYKwhikZjd 20.1 14

13 S—MtPmKtheKsimilarityKmatrixKofKproteinsaKNucleiciAcidsiResearchYK2006YKfgYKweheZi 20.1 39

12 M—PSmKanalysisKandKannotationKofKproteinsKfromKwholeKgenomesKinKecchaKNucleiciAcidsiResearchYK
2006YKfgYKwdilZje 20.1 278

11 vloningKandKcharacterizationKofKxnterobacterKsakazakiiKpigmentKgenesKandKinKsituKspectroscopicK
analysisKofKtheKpigmentaKFEMSiMicrobiologyiLettersYK2006YKeihYKeggZk 2.9 23

10 wecipheringKtheKevolutionKandKmetabolismKofKanKanammoxKbacteriumKfromKaKcommunityKgenomeaK
NatureYK2006YKggcYKjlcZg 50.4 861
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9 S—MtPZZtheKsimilarityKmatrixKofKproteinsaKBioinformaticsYK2005YKedKSupplKeYKiigeZi 7.2 28

8 TheKgenomeKofKwesulfotaleaKpsychrophilaYKaKsulfateZreducingKbacteriumKfromKpermanentlyKcoldK
trcticKsedimentsaKEnvironmentaliMicrobiologyYK2004YKiYKkkjZlce 5.2 171

7 —lluminatingKtheKevolutionaryKhistoryKofKchlamydiaeaKScienceYK2004YKfcgYKjekZfc 33.3 333

6 vriticalKtssessmentKofKMetagenomeK—nterpretationKâ��KaKbenchmarkKofKcomputationalKmetagenomicsKsoftware 17

5 NovelKtaxaKofKtcidobacteriotaKinvolvedKinKseafloorKsulfurKcycling 5

4 zrowthKarrestKinKtheKactiveKrareKbiosphere 2

3 vharacterizationKofKaKthaumarchaealKsymbiontKthatKdrivesKincompleteKnitrificationKinKtheKtropicalK
sponge—anthellaKbasta 1

2 wNtZforagingKbacteriaKinKtheKseafloor 4

1 TheKPrevotellaKcopriKcomplexKcomprisesKfourKdistinctKcladesKthatKareKunderrepresentedKinK
WesternisedKpopulations 6
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