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l Paper IF Citations

718
pomparativeGgenomicsGandGproteomicsGofGrubacteriumGmaltosivoransgGfunctionalGidentificationGofG
trimethylamineGmethyltransferasesGandGbacterialGmicrocompartmentsGinGaGhumanGintestinalG
bacteriumGwithGaGversatileGlifestyleUUGEnvironmentalWMicrobiologySG2022SG

5.2 2

717 tutGmicrobiomeGandGhealthgGmechanisticGinsightsUUGGutSG2022SG 19.2 39

716 vnterTspeciesGzetabolicGvnteractionsGinGanGvnTvitroGzinimalGuumanGtutGzicrobiomeGofGporeG
oacteriaUUGNpjWBiofilmsWandWMicrobiomesSG2022SGeSGYX 8.2 2

715 éheGgutGfungalGandGbacterialGmicrobiotaGinGpediatricGpatientsGwithGinflammatoryGbowelGdiseaseG
introducedGtoGtreatmentGwithGantiTtumorGnecrosisGfactorT˛–UUGScientificWReportsSG2022SGXYSGccba 4.9 1

714
nGaTβeekGqietGyowGorGuighGinGndvancedGtlycationGrndproductsGuasGyimitedGvmpactGonGtutGzicrobialG
pompositionGinGnbdominallyG}beseGvndividualsgGéheGdentringGérialUGInternationalWJournalWofW
MolecularWSciencesSG2022SGYZSGbZYe

6.3 1

713 rffectsGofGfecalGmicrobiotaGtransplantGonGq{nGmethylationGinGsubjectsGwithGmetabolicGsyndromeUG
GutWMicrobesSG2021SGXZSGXffZbXZ 8.8 4

712 vmplicationsGofGtutGzicrobiotaGinGpomplexGuumanGqiseasesUGInternationalWJournalWofWMolecularW
SciencesSG2021SGYYSG 6.3 3

711 tutGmicrobiotaGdevelopGtowardsGanGadultGprofileGinGaGsexTspecificGmannerGduringGpubertyUGScientificW
ReportsSG2021SGXXSGYZYfd 4.9 2

710 SerumGmetaboliteGprofilingGyieldsGinsightsGintoGhealthGpromotingGeffectGofGnUGmuciniphilaGinGhumanG
volunteersGwithGaGmetabolicGsyndromeUGGutWMicrobesSG2021SGXZSGXffaYdW 8.8 7

709
quodenalGinfusionGstimulatesGty–TXGproductionSGamelioratesGglycaemicGcontrolGandGbeneficiallyG
shapesGtheGduodenalGtranscriptomeGinGmetabolicGsyndromeGsubjectsgGaGrandomisedGdoubleTblindG
placeboTcontrolledGcrossToverGstudyUGGutSG2021SG

19.2 5

708 tenomicGconvergenceGbetweenGnkkermansiaGmuciniphilaGinGdifferentGmammalianGhostsUGBMCW
MicrobiologySG2021SGYXSGYfe 4.5 3

707 qisruptionsGofGnnaerobicGtutGoacteriaGnreGnssociatedGwithGStrokeGandG–ostTstrokeGvnfectiongGaG
–rospectiveGpaseTpontrolGStudyUGTranslationalWStrokeWResearchSG2021SGXYSGbeXTbfY 7.8 21

706 –rotocolGforGoralGtransplantationGofGmaternalGfecalGmicrobiotaGtoGnewbornGinfantsGbornGbyGcesareanG
sectionUGSTARWProtocolsSG2021SGYSGXWWYdX 1.4 3

705 vntegrativeGéranskingdomGnnalysisGofGtheGtutGzicrobiomeGinGnntibioticG–erturbationGandGpriticalG
vllnessUGMSystemsSG2021SGcSG 7.6 10

704
secalGzicrobiotaGéransplantationGfromG}verweightGorG}beseGqonorsGinGpachecticG–atientsGwithG
ndvancedGtastroesophagealGpancergGnGRandomizedSGqoubleTblindSG–laceboTpontrolledSG–haseGvvG
StudyUGClinicalWCancerWResearchSG2021SGYdSGZdeaTZdfY

12.9 7

703 {extTgenerationGtherapeuticGbacteriaGforGtreatmentGofGobesitySGdiabetesSGandGotherGendocrineG
diseasesUGBestWPracticeWandWResearchWinWClinicalWEndocrinologyWandWMetabolismSG2021SGZbSGXWXbWa 6.5 7

702 q}–dXGsungalGandGbacterialGgutGmicrobiotaGinGpaediatricGonsetGvnflammatoryGoowelGqiseaseG
introducedGtoGinfliximabUGJournalWofWCrohnfsWandWColitisSG2021SGXbSGSXWbTSXWb 1.5
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701 éoxicologicalGsafetyGevaluationGofGliveGnnaerobutyricumGsoehngeniiGstrainGpuXWcUGJournalWofWAppliedW
ToxicologySG2021SG 4.1 1

700 nGnovelGtechniqueGcapableGofGtakingGNprotectedNGbiopsiesGforGreliableGassessmentGofGtheGdistributionG
ofGmicrobiotaGalongGtheGcolonicGmucosaUGJournalWofWMicrobiologicalWMethodsSG2021SGXebSGXWcYWa 2.8 0

699 secalGmicrobiotaGtransplantationGinGhumanGmetabolicGdiseasesgGsromGaGmurkyGpastGtoGaGbrightG
futurelUGCellWMetabolismSG2021SGZZSGXWfeTXXXW 24.6 20

698 nGpontinuousGoattleGforGuostTqerivedGtlycansGoetweenGaGzucusGSpecialistGandGaGtlycanGteneralistG
andUGFrontiersWinWMicrobiologySG2021SGXYSGcZYaba 5.7 8

697 qoesGqayTtoTqayGαariabilityGinGStoolGponsistencyGyinkGtoGtheGsecalGzicrobiotaGpompositionlUG
FrontiersWinWCellularWandWInfectionWMicrobiologySG2021SGXXSGcZfccd 5.9 3

696 rarlyTlifeGgutGmicrobiotaGandGitsGconnectionGtoGmetabolicGhealthGinGchildrengG–erspectiveGonG
ecologicalGdriversGandGneedGforGquantitativeGapproachUGEBioMedicineSG2021SGcfSGXWZadb 8.8 9

695 secalGoacteriaGvmplicatedGinGoiofilmG–roductionGnreGrnrichedGandGnssociateGtoGtastrointestinalG
SymptomsGinG–atientsGβithGn–rprqGTGnG–ilotGStudyUGFrontiersWinWImmunologySG2021SGXYSGcceYXf 8.4 2

694 éoxicologicalGsafetyGevaluationGofGpasteurizedGnkkermansiaGmuciniphilaUGJournalWofWAppliedW
ToxicologySG2021SGaXSGYdcTYfW 4.1 18

693 RoadmapGtoGfunctionalGcharacterizationGofGtheGhumanGintestinalGmicrobiotaGinGitsGinteractionGwithG
theGhostUGJournalWofWPharmaceuticalWandWBiomedicalWAnalysisSG2021SGXfaSGXXZdbX 3.5 3

692 porrelationsGbetweenGmicrobiotaGandGmetabolitesGafterGfaecalGmicrobiotaGtransferGinGirritableG
bowelGsyndromeUGBeneficialWMicrobesSG2021SGXYSGXdTZW 4.9 0

691
oeneficialGrffectsGofGnreG{otGnssociatedGwithGzajorGphangesGinGtheGpirculatingG
rndocannabinoidomeGbutGyinkedGtoGuigherGzonoT–almitoylTtlycerolGyevelsGasG{ewG––nR˛–G
ngonistsUGCellsSG2021SGXWSG

7.9 16

690 tutGbacteriophageGdynamicsGduringGfecalGmicrobialGtransplantationGinGsubjectsGwithGmetabolicG
syndromeUGGutWMicrobesSG2021SGXZSGXTXb 8.8 4

689 tenomicGdiversityGandGecologyGofGhumanTassociatedGnkkermansiaGspeciesGinGtheGgutGmicrobiomeG
revealedGbyGextensiveGmetagenomicGassemblyUGGenomeWBiologySG2021SGYYSGYWf 18.3 14

688 ponversionGofGdietaryGinositolGintoGpropionateGandGacetateGbyGcommensalGnnaerostipesGassociatesG
withGhostGhealthUGNatureWCommunicationsSG2021SGXYSGadfe 17.4 10

687 nuthorsNGResponsegGInkkermansiaGmuciniphilaGreducesG–orphyromonasGgingivalisGinducedG
inflammationGandGperiodontalGboneGdestructionIUGJournalWofWClinicalWPeriodontologySG2021SGaeSGXafZTXafa7.7 1

686 éheGpRpbiomeGstudygGaGlargeGprospectiveGcohortGstudyGexaminingGtheGroleGofGlifestyleGandGtheGgutG
microbiomeGinGcolorectalGcancerGscreeningGparticipantsUGBMCWCancerSG2021SGYXSGfZW 4.8 0

685
qietaryGadvancedGglycationGendproductsGOntrsPGincreaseGtheirGconcentrationGinGplasmaGandGtissuesSG
resultGinGinflammationGandGmodulateGgutGmicrobialGcompositionGinGmicehGevidenceGforGreversibilityUG
FoodWResearchWInternationalSG2021SGXadSGXXWbad

7 12

684
yiraglutideGandGsitagliptinGhaveGnoGeffectGonGintestinalGmicrobiotaGcompositiongGnGXYTweekG
randomizedGplaceboTcontrolledGtrialGinGadultsGwithGtypeGYGdiabetesUGDiabetesWandWMetabolismSG2021SG
adSGXWXYYZ

5.4 5

(2021-2021)
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683
RemarkableGzetabolicGαersatilityGofGtheGpommensalGoacteriaGrubacteriumGhalliiGandGvntestinimonasG
butyriciproducensgG–otentialG{extTtenerationGéherapeuticGzicrobesUGMicroorganismsWforW
SustainabilitySG2021SGXZfTXbX

1.1 1

682 SelectionGandGcharacterizationGofGaGSpaponGpilusTsecretingGfoodTgradeGderivativeGofG
yacticaseibacillusGrhamnosusGttUGAppliedWMicrobiologyWandWBiotechnologySG2021SGXWbSGXXYZTXXZX 5.7 0

681 vntestinimonasTlikeGbacteriaGareGimportantGbutyrateGproducersGthatGutilizeG{˛µTfructosyllysineGandG
lysineGinGformulaTfedGinfantsGandGadultsUGJournalWofWFunctionalWFoodsSG2020SGdWSGXWZfda 5.1 19

680 oridgingGoacteriaGandGtheGtutgGsunctionalGnspectsGofGéypeGvαG–iliUGTrendsWinWMicrobiologySG2020SGYeSGZaWTZae12.4 22

679 oackGtoGtheGRootsgGRevisitingGtheGöseGofGtheGsiberTRichGpichoriumGintybusyUGéaprootsUGAdvancesWinW
NutritionSG2020SGXXSGedeTeef 10 7

678 –asteurizedGincreasesGwholeTbodyGenergyGexpenditureGandGfecalGenergyGexcretionGinGdietTinducedG
obeseGmiceUGGutWMicrobesSG2020SGXXSGXYZXTXYab 8.8 56

677
zediterraneanGdietGinterventionGaltersGtheGgutGmicrobiomeGinGolderGpeopleGreducingGfrailtyGandG
improvingGhealthGstatusgGtheG{öTntrGXTyearGdietaryGinterventionGacrossGfiveGruropeanGcountriesUG
GutSG2020SGcfSGXYXeTXYYe

19.2 209

676 –asteurizedGprotectsGfromGfatGmassGgainGbutGnotGfromGboneGlossUGAmericanWJournalWofWPhysiologyWlW
EndocrinologyWandWMetabolismSG2020SGZXeSGraeWTrafX 6 19

675 rffectGofGfructansSGprebioticsGandGfibresGonGtheGhumanGgutGmicrobiomeGassessedGbyGXcSGrR{nTbasedG
approachesgGaGreviewUGBeneficialWMicrobesSG2020SGXXSGXWXTXYf 4.9 28

674
éreatmentGwithGnnaerobutyricumGsoehngeniigGaGpilotGstudyGofGsafetyGandGdoseTresponseGeffectsGonG
glucoseGmetabolismGinGhumanGsubjectsGwithGmetabolicGsyndromeUGNpjWBiofilmsWandWMicrobiomesSG
2020SGcSGXc

8.2 26

673 tutGdysbacteriosisGandGintestinalGdiseasegGmechanismGandGtreatmentUGJournalWofWAppliedW
MicrobiologySG2020SGXYfSGdedTeWb 4.7 17

672 andGzicrobialGqegradationGofGzucusGinGpatsGandGqogsgGvmplicationsGtoGtheGtrowingGβorldwideG
rpidemicGofG–etG}besityUGVeterinaryWSciencesSG2020SGdSG 2.4 5

671 –artialGrestorationGofGnormalGintestinalGmicrobiotaGinGmorbidlyGobeseGwomenGsixGmonthsGafterG
bariatricGsurgeryUGPeerJSG2020SGeSGeXWaaY 3.1 2

670 nkkermansiaGmuciniphilaGreducesG–orphyromonasGgingivalisTinducedGinflammationGandGperiodontalG
boneGdestructionUGJournalWofWClinicalWPeriodontologySG2020SGadSGYWYTYXY 7.7 38

669 önravellingGlactateTacetateGandGsugarGconversionGintoGbutyrateGbyGintestinalGnnaerobutyricumGandG
nnaerostipesGspeciesGbyGcomparativeGproteogenomicsUGEnvironmentalWMicrobiologySG2020SGYYSGaecZTaedb5.2 10

668 pharacterizationGofGuighlyGzucusTndherentG{onTtz}GqerivativesGofGttUGFrontiersWinWBioengineeringW
andWBiotechnologySG2020SGeSGXWYa 5.8 4

667 zaternalGsecalGzicrobiotaGéransplantationGinGpesareanToornGvnfantsGRapidlyGRestoresG{ormalGtutG
zicrobialGqevelopmentgGnG–roofTofTponceptGStudyUGCellSG2020SGXeZSGZYaTZZaUeb 56.2 63

666 qoesGentryGtoGcenterTbasedGchildcareGaffectGgutGmicrobialGcolonizationGinGyoungGinfantslUGScientificW
ReportsSG2020SGXWSGXWYZb 4.9 4
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665 nssociationsGbetweenG–roTGandGnntiTvnflammatoryGtastroTvntestinalGzicrobiotaSGqietSGandGpognitiveG
sunctioningGinGqutchGuealthyG}lderGndultsgGéheG{öTntrGStudyUGNutrientsSG2020SGXYSG 6.7 14

664 nkkermansiaGmuciniphilaGusesGhumanGmilkGoligosaccharidesGtoGthriveGinGtheGearlyGlifeGconditionsGinG
vitroUGScientificWReportsSG2020SGXWSGXaZZW 4.9 35

663 zolecularGecologyGofGtheGyetGunculturedGbacterialGptebTclusterGinGtheGmammalianGgutUGAnaerobeSG
2020SGcYSGXWYXWa 2.8 1

662
nkkermansiaGmuciniphilaGrxertsGyipidTyoweringGandGvmmunomodulatoryGrffectsGwithoutGnffectingG
{eointimaGsormationGinGuyperlipidemicGn–}rQZTyeidenUpré–GziceUGMolecularWNutritionWandWFoodW
ResearchSG2020SGcaSGeXfWWdZY

5.9 19

661 éheGtutGzicrobiotaGinGtheGsirstGqecadeGofGyifeUGTrendsWinWMicrobiologySG2019SGYdSGffdTXWXW 12.4 151

660 vntestinalGepithelialG{TacylphosphatidylethanolamineGphospholipaseGqGlinksGdietaryGfatGtoGmetabolicG
adaptationsGinGobesityGandGsteatosisUGNatureWCommunicationsSG2019SGXWSGabd 17.4 66

659 éheGrffectGofG–sylliumGuuskGonGvntestinalGzicrobiotaGinGponstipatedG–atientsGandGuealthyGpontrolsUG
InternationalWJournalWofWMolecularWSciencesSG2019SGYWSG 6.3 45

658 oicistronicGqesignToasedGpontinuousGandGuighTyevelGzembraneG–roteinG–roductionGinUGACSW
SyntheticWBiologySG2019SGeSGXcebTXcfW 5.7 11

657 rnhancedGnutrientGsupplyGandGintestinalGmicrobiotaGdevelopmentGinGveryGlowGbirthGweightGinfantsUG
PediatricWResearchSG2019SGecSGZYZTZZY 3.2 4

656 nnaerobicGqegradationGofG{T˛µTparboxymethyllysineSGaGzajorGtlycationGrndT–roductSGbyGuumanG
vntestinalGoacteriaUGJournalWofWAgriculturalWandWFoodWChemistrySG2019SGcdSGcbfaTccWY 5.7 21

655 tenderTSpecificGnssociationsGoetweenGSalivaGzicrobiotaGandGoodyGSizeUGFrontiersWinWMicrobiologySG
2019SGXWSGdcd 5.7 31

654 amelioratesGtheGageTrelatedGdeclineGinGcolonicGmucusGthicknessGandGattenuatesGimmuneGactivationG
inGacceleratedGagingGmiceUGImmunityWandWAgeingSG2019SGXcSGc 9.7 61

653 éheGöseGofGqefinedGzicrobialGpommunitiesGéoGzodelGuostTzicrobeGvnteractionsGinGtheGuumanGtutUG
MicrobiologyWandWMolecularWBiologyWReviewsSG2019SGeZSG 13.2 37

652 oiotechnologyGofGhealthTpromotingGbacteriaUGBiotechnologyWAdvancesSG2019SGZdSGXWdZcf 17.8 37

651 ReconstructingGfunctionalGnetworksGinGtheGhumanGintestinalGtractGusingGsyntheticGmicrobiomesUG
CurrentWOpinionWinWBiotechnologySG2019SGbeSGXacTXba 11.4 18

650
qynamicsGofGtheGtutGzicrobiotaGinGphildrenGReceivingGSelectiveGorGéotalGtutGqecontaminationG
éreatmentGduringGuematopoieticGStemGpellGéransplantationUGBiologyWofWBloodWandWMarrowW
TransplantationSG2019SGYbSGXXcaTXXdX

4.7 6

649 zetabolicGimprovementGinGobeseGpatientsGafterGduodenalTjejunalGexclusionGisGassociatedGwithG
intestinalGmicrobiotaGcompositionGchangesUGInternationalWJournalWofWObesitySG2019SGaZSGYbWfTYbXd 5.5 8

648 qevelopmentGofGomicsTbasedGprotocolsGforGtheGmicrobiologicalGcharacterizationGofGmultiTstrainG
formulationsGmarketedGasGprobioticsgGtheGcaseGofGαSyJZUGMicrobialWBiotechnologySG2019SGXYSGXZdXTXZec 6.3 21

(2019-2020)
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647
öniversalGmembraneTlabelingGcombinedGwithGexpressionGofGxatushkaGfarTredGfluorescentGproteinG
enablesGnonTinvasiveGdynamicGandGlongitudinalGquantitativeGZqGdualTcolorGfluorescentGimagingGofG
multipleGbacterialGstrainsGinGmouseGintestineUGBMCWMicrobiologySG2019SGXfSGXcd

4.5 2

646 SupplementationGwithGnkkermansiaGmuciniphilaGinGoverweightGandGobeseGhumanGvolunteersgGaG
proofTofTconceptGexploratoryGstudyUGNatureWMedicineSG2019SGYbSGXWfcTXXWZ 50.5 650

645 pohortGprofilegGsinnishGuealthGandGrarlyGyifeGzicrobiotaGOuryziPGlongitudinalGbirthGcohortUGBMJW
OpenSG2019SGfSGeWYebWW 3 10

644 nllogenicGsaecalGzicrobiotaGéransferGvnducesGvmmuneTRelatedGteneGSetsGinGtheGpolonGzucosaGofG
–atientsGwithGvrritableGoowelGSyndromeUGBiomoleculesSG2019SGfSG 5.9 2

643 zutualGzetabolicGvnteractionsGinGpoTculturesGofGtheGvntestinalGβithGanGncetogenSGzethanogenSGorG
–ectinTqegraderGnffectingGoutyrateG–roductionUGFrontiersWinWMicrobiologySG2019SGXWSGYaaf 5.7 25

642
éheGrffectGofGnllogenicGαersusGnutologousGsecalGzicrobiotaGéransferGonGSymptomsSGαisceralG
–erceptionGandGsecalGandGzucosalGzicrobiotaGinGvrritableGoowelGSyndromegGnGRandomizedG
pontrolledGStudyUGClinicalWandWTranslationalWGastroenterologySG2019SGXWSGeWWWZa

4.2 39

641 oowelGoiofilmsgGéippingG–ointsGbetweenGaGuealthyGandGpompromisedGtutlUGTrendsWinWMicrobiologySG
2019SGYdSGXdTYb 12.4 53

640 yongTtermGimpactGofGoralGvancomycinSGciprofloxacinGandGmetronidazoleGonGtheGgutGmicrobiotaGinG
healthyGhumansUGJournalWofWAntimicrobialWChemotherapySG2019SGdaSGdeYTdec 5.1 48

639 nGoifidobacterialGpilusTassociatedGproteinGpromotesGcolonicGepithelialGproliferationUGMolecularW
MicrobiologySG2019SGXXXSGYedTZWX 4.1 36

638
qecipheringGtheGtrophicGinteractionGbetweenGnkkermansiaGmuciniphilaGandGtheGbutyrogenicGgutG
commensalGnnaerostipesGcaccaeGusingGaGmetatranscriptomicGapproachUGAntonieWVanWLeeuwenhoekSG
2018SGXXXSGebfTedZ

2.1 54

637 zodelTdrivenGdesignGofGaGminimalGmediumGforGnkkermansiaGmuciniphilaGconfirmsGmucusGadaptationUG
MicrobialWBiotechnologySG2018SGXXSGadcTaeb 6.3 30

636 rnterotypesGinGtheGlandscapeGofGgutGmicrobialGcommunityGcompositionUGNatureWMicrobiologySG2018SG
ZSGeTXc 26.6 387

635 inducesGgutGmicrobiotaGremodellingGandGcontrolsGisletGautoimmunityGinG{}qGmiceUGGutSG2018SGcdSGXaabTXabZ19.2 180

634
rffectGofGαeganGsecalGzicrobiotaGéransplantationGonGparnitineTGandGpholineTqerivedG
érimethylamineT{T}xideG–roductionGandGαascularGvnflammationGinG–atientsGβithGzetabolicG
SyndromeUGJournalWofWtheWAmericanWHeartWAssociationSG2018SGdSG

6 100

633 ReproducibilityGandGrepeatabilityGofGsixGhighTthroughputGXcSGrq{nGsequencingGprotocolsGforG
microbiotaGprofilingUGJournalWofWMicrobiologicalWMethodsSG2018SGXadSGdcTec 2.8 21

632 SelectedGaspectsGofGtheGhumanGgutGmicrobiotaUGCellularWandWMolecularWLifeWSciencesSG2018SGdbSGeXTeY 10.3 13

631 RotavirusGvaccineGresponseGcorrelatesGwithGtheGinfantGgutGmicrobiotaGcompositionGinG–akistanUGGutW
MicrobesSG2018SGfSGfZTXWX 8.8 87

630 nGlowGs}qzn–GdietGisGassociatedGwithGchangesGinGtheGmicrobiotaGandGreductionGinGbreathGhydrogenG
butGnotGcolonicGvolumeGinGhealthyGsubjectsUGPLoSWONESG2018SGXZSGeWYWXaXW 3.7 47
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629 sluxSGvmpactSGandGsateGofGualogenatedGεenobioticGpompoundsGinGtheGtutUGFrontiersWinWPhysiologySG
2018SGfSGeee 4.6 27

628 inGtheGuumanGtastrointestinalGéractgGβhenSGβhereSGandGuowlUGMicroorganismsSG2018SGcSG 4.9 165

627 }rganicGacidGproductionGfromGpotatoGstarchGwasteGfermentationGbyGrumenGmicrobialGcommunitiesG
fromGqutchGandGéhaiGdairyGcowsUGBiotechnologyWforWBiofuelsSG2018SGXXSGXZ 7.8 17

626
secalGmicrobiotaGtransplantationGagainstGintestinalGcolonizationGbyGextendedGspectrumG
betaTlactamaseGproducingGrnterobacteriaceaegGaGproofGofGprincipleGstudyUGBMCWResearchWNotesSG
2018SGXXSGXfW

2.3 56

625 éranscriptomeGanalysisGinGwholeGbloodGrevealsGincreasedGmicrobialGdiversityGinGschizophreniaUG
TranslationalWPsychiatrySG2018SGeSGfc 8.6 55

624 rarlyGlifeGcolonizationGofGtheGhumanGgutgGmicrobesGmatterGeverywhereUGCurrentWOpinionWinW
MicrobiologySG2018SGaaSGdWTde 7.9 76

623 pomparativeGgenomicGanalysisGofGtheGmultispeciesGprobioticTmarketedGproductGαSyJZUGPLoSWONESG
2018SGXZSGeWXfYabY 3.7 21

622
RomboutsiaGhominisGspUGnovUSGtheGfirstGhumanGgutTderivedGrepresentativeGofGtheGgenusGRomboutsiaSG
isolatedGfromGileostomaGeffluentUGInternationalWJournalWofWSystematicWandWEvolutionaryWMicrobiologySG
2018SGceSGZadfTZaec

2.2 17

621
rubacteriumGmaltosivoransGspUGnovUSGaGnovelGhumanGintestinalGacetogenicGandGbutyrogenicG
bacteriumGwithGaGversatileGmetabolismUGInternationalWJournalWofWSystematicWandWEvolutionaryW
MicrobiologySG2018SG

2.2 3

620
ReclassificationGofGrubacteriumGhalliiGasGnnaerobutyricumGhalliiGgenUGnovUSGcombUGnovUSGandG
descriptionGofGnnaerobutyricumGsoehngeniiGspUGnovUSGaGbutyrateGandGpropionateTproducingG
bacteriumGfromGinfantGfaecesUGInternationalWJournalWofWSystematicWandWEvolutionaryWMicrobiologySG
2018SGceSGZdaXTZdac

2.2 35

619 zouseGmodelsGforGhumanGintestinalGmicrobiotaGresearchgGaGcriticalGevaluationUGCellularWandWMolecularW
LifeWSciencesSG2018SGdbSGXafTXcW 10.3 212

618 –robioticGsupplementationGrestoresGnormalGmicrobiotaGcompositionGandGfunctionGinG
antibioticTtreatedGandGinGcaesareanTbornGinfantsUGMicrobiomeSG2018SGcSGXeY 16.6 101

617 sucosylatedGoligosaccharidesGinGmotherNsGmilkGalleviateGtheGeffectsGofGcaesareanGbirthGonGinfantGgutG
microbiotaUGScientificWReportsSG2018SGeSGXZdbd 4.9 54

616 vntestinalGzicrobiotaGSignaturesGnssociatedGβithGuistologicalGyiverGSteatosisGinG–ediatricT}nsetG
vntestinalGsailureUGJournalWofWParenteralWandWEnteralWNutritionSG2017SGaXSGYZeTYae 4.2 54

615 nkkermansiaGmuciniphilaGandGitsGroleGinGregulatingGhostGfunctionsUGMicrobialWPathogenesisSG2017SG
XWcSGXdXTXeX 3.8 447

614
rffectsGofGplantGstanolGesterGconsumptionGonGfastingGplasmaGoxyOphytoPsterolGconcentrationsGasG
relatedGtoGfecalGmicrobiotaGcharacteristicsUGJournalWofWSteroidWBiochemistryWandWMolecularWBiologySG
2017SGXcfSGacTbZ

5.1 24

613 pompleteGtenomeGSequenceGofGnkkermansiaGglycaniphilaGStrainG–ytéSGaGzucinTqegradingGSpecialistG
ofGtheGReticulatedG–ythonGtutUGGenomeWAnnouncementsSG2017SGbSG 10

612 uomeostasisGofGtheGgutGbarrierGandGpotentialGbiomarkersUGAmericanWJournalWofWPhysiologyWlWRenalW
PhysiologySG2017SGZXYSGtXdXTtXfZ 5.1 240

(2017-2018)
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611 ruropeanGconsensusGconferenceGonGfaecalGmicrobiotaGtransplantationGinGclinicalGpracticeUGGutSG2017SG
ccSGbcfTbeW 19.2 520

610 phildhoodGozvGinGrelationGtoGmicrobiotaGinGinfancyGandGlifetimeGantibioticGuseUGMicrobiomeSG2017SGbSGYc 16.6 66

609 zicrobialGshiftsGandGsignaturesGofGlongTtermGremissionGinGulcerativeGcolitisGafterGfaecalGmicrobiotaG
transplantationUGISMEWJournalSG2017SGXXSGXeddTXeef 11.9 111

608 rnrichmentGofGsulfidogenicGbacteriaGfromGtheGhumanGintestinalGtractUGFEMSWMicrobiologyWLettersSG
2017SGZcaSG 2.9 17

607 éandemGzassGSpectrometryGinGResolvingGpomplexGtutGzicrobiotaGsunctionsG2017SGbWbTbYe 1

606 tutGhealthGandGtheGpersonalGmicrobiomeG2017SGYWXTYXf 1

605 nntibioticTinducedGgutGmicrobiotaGdisruptionGduringGhumanGendotoxemiagGaGrandomisedGcontrolledG
studyUGGutSG2017SGccSGXcYZTXcZW 19.2 45

604 pompleteGtenomeGSequenceGofGStrainGyYTdUGGenomeWAnnouncementsSG2017SGbSG 13

603 éowardsGstandardsGforGhumanGfecalGsampleGprocessingGinGmetagenomicGstudiesUGNatureW
BiotechnologySG2017SGZbSGXWcfTXWdc 44.5 355

602 vmprovementGofGvnsulinGSensitivityGafterGyeanGqonorGsecesGinGzetabolicGSyndromeGvsGqrivenGbyG
oaselineGvntestinalGzicrobiotaGpompositionUGCellWMetabolismSG2017SGYcSGcXXTcXfUec 24.6 440

601 –reparationGandGpreservationGofGviableGnkkermansiaGmuciniphilaGcellsGforGtherapeuticGinterventionsUG
BeneficialWMicrobesSG2017SGeSGXcZTXcf 4.9 23

600 nctionGandGfunctionGofGnkkermansiaGmuciniphilaGinGmicrobiomeGecologySGhealthGandGdiseaseUG
BaillierefsWBestWPracticeWandWResearchWinWClinicalWGastroenterologySG2017SGZXSGcZdTcaY 2.5 119

599 nntiTvnfectiveGrffectGofGndhesiveG–robioticGyactobacillusGinGsishGisGporrelatedGβithGéheirGSpatialG
qistributionGinGtheGvntestinalGéissueUGScientificWReportsSG2017SGdSGXZXfb 4.9 21

598 qistinctGfecalGandGoralGmicrobiotaGcompositionGinGhumanGtypeGXGdiabetesSGanGobservationalGstudyUG
PLoSWONESG2017SGXYSGeWXeeadb 3.7 96

597 –iliTlikeGproteinsGofGnkkermansiaGmuciniphilaGmodulateGhostGimmuneGresponsesGandGgutGbarrierG
functionUGPLoSWONESG2017SGXYSGeWXdZWWa 3.7 195

596 qraftGtenomeGSequencesGofGtheGnerobicGStrainsGnyZGandGnybUGGenomeWAnnouncementsSG2017SGbSG 2

595 saecalGandGSerumGzetabolomicsGinG–aediatricGvnflammatoryGoowelGqiseaseUGJournalWofWCrohnfsWandW
ColitisSG2017SGXXSGZYXTZZa 1.5 65

594 paoGgeneGinfluencesGintestinalGmicrobiotaGthroughGcomplementGactivationGinGpatientsGwithG
paediatricTonsetGinflammatoryGbowelGdiseaseUGClinicalWandWExperimentalWImmunologySG2017SGXfWSGZfaTaWb 6.2 16
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593 rncapsulationGofGtheGtherapeuticGmicrobeGnkkermansiaGmuciniphilaGinGaGdoubleGemulsionGenhancesG
survivalGinGsimulatedGgastricGconditionsUGFoodWResearchWInternationalSG2017SGXWYSGZdYTZdf 7 36

592
αariationGofGmucinGadhesionSGcellGsurfaceGcharacteristicsSGandGmolecularGmechanismsGamongG
yactobacillusGplantarumGisolatedGfromGdifferentGhabitatsUGAppliedWMicrobiologyWandWBiotechnologySG
2017SGXWXSGdccZTdcda

5.7 23

591 zicrobialGzetabolicG{etworksGatGtheGzucusGyayerGyeadGtoGqietTvndependentGoutyrateGandGαitaminG
oG–roductionGbyGvntestinalGSymbiontsUGMBioSG2017SGeSG 7.8 163

590 vnGvitroGcolonisationGofGtheGdistalGcolonGbyGnkkermansiaGmuciniphilaGisGlargelyGmucinGandGpuG
dependentUGBeneficialWMicrobesSG2017SGeSGeXTfc 4.9 41

589 zoreGthanGjustGaGgutGfeelinggGconstraintTbasedGgenomeTscaleGmetabolicGmodelsGforGpredictingG
functionsGofGhumanGintestinalGmicrobesUGMicrobiomeSG2017SGbSGde 16.6 41

588 tenomeTScaleGzodelGandG}micsGnnalysisGofGzetabolicGpapacitiesGofGRevealGaG–referentialG
zucinTqegradingGyifestyleUGAppliedWandWEnvironmentalWMicrobiologySG2017SGeZSG 4.8 99

587 oiochemicalGcharacterizationGofGtheGxylanGhydrolysisGprofileGofGtheGextracellularGendoTxylanaseGfromG
teobacillusGthermodenitrificansGéXYUGBMCWBiotechnologySG2017SGXdSGaa 3.5 9

586
nnGvnducibleG}peronGvsGvnvolvedGinGvnulinGötilizationGinGyactobacillusGplantarumGStrainsSGasGRevealedG
byGpomparativeG–roteogenomicsGandGzetabolicG–rofilingUGAppliedWandWEnvironmentalWMicrobiologySG
2017SGeZSG

4.8 28

585 priticallyGillGpatientsGdemonstrateGlargeGinterpersonalGvariationGinGintestinalGmicrobiotaG
dysregulationgGaGpilotGstudyUGIntensiveWCareWMedicineSG2017SGaZSGbfTce 14.5 111

584 SignificantGporrelationGoetweenGtheGvnfantGtutGzicrobiomeGandGRotavirusGαaccineGResponseGinG
RuralGthanaUGJournalWofWInfectiousWDiseasesSG2017SGYXbSGZaTaX 7 157

583 nGpurifiedGmembraneGproteinGfromGnkkermansiaGmuciniphilaGorGtheGpasteurizedGbacteriumGimprovesG
metabolismGinGobeseGandGdiabeticGmiceUGNatureWMedicineSG2017SGYZSGXWdTXXZ 50.5 896

582 vntestinalGmicrobiomeGlandscapinggGinsightGinGcommunityGassemblageGandGimplicationsGforGmicrobialG
modulationGstrategiesUGFEMSWMicrobiologyWReviewsSG2017SGaXSGXeYTXff 15.1 104

581 oacteriologicalGandGvmmunologicalG–rofilingGofGzeconiumGandGsecalGSamplesGfromG–retermGvnfantsgG
nGéwoTYearGsollowTöpGStudyUGNutrientsSG2017SGfSG 6.7 14

580
rffectsGofGSolubleGpornGsiberGnloneGorGinGSynbioticGpombinationGwithGttGandGtheG–ilusTqeficientG
qerivativeGttT–oXYGonGsecalGzicrobiotaSGzetabolismSGandGzarkersGofGvmmuneGsunctiongGnG
RandomizedSGqoubleTolindSG–laceboTpontrolledSGprossoverGStudyGinGuealthyGrlderlyGOSaimesGStudyPUG
FrontiersWinWImmunologySG2017SGeSGXaaZ

8.4 39

579 SafetyGofG{ovelGzicrobesGforGuumanGponsumptiongG–racticalGrxamplesGofGnssessmentGinGtheG
ruropeanGönionUGFrontiersWinWMicrobiologySG2017SGeSGXdYb 5.7 84

578 {extTtenerationGoeneficialGzicrobesgGéheGpaseGofUGFrontiersWinWMicrobiologySG2017SGeSGXdcb 5.7 459

577
seasibilityGofGzetatranscriptomeGnnalysisGfromGvnfantGtutGzicrobiotagGndaptationGtoGSolidGsoodsG
ResultsGinGvncreasedGnctivityGofGsirmicutesGatGSixGzonthsUGInternationalWJournalWofWMicrobiologySG2017
SGYWXdSGfbadWcZ

3.6 6

576 tenotypicGandGphenotypicGdiversityGofGyactobacillusGrhamnosusGclinicalGisolatesSGtheirGcomparisonG
withGstrainGttGandGtheirGrecognitionGbyGcomplementGsystemUGPLoSWONESG2017SGXYSGeWXdcdZf 3.7 14

(2017-2017)
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575 vntestinalGRalstoniaGpickettiiGaugmentsGglucoseGintoleranceGinGobesityUGPLoSWONESG2017SGXYSGeWXeXcfZ 3.7 28

574 tenomicGandGfunctionalGanalysisGofGpRvoGrevealsGadaptationGtoGtheGsmallGintestineUGPeerJSG2017SGbSGeZcfe 3.1 49

573 StreptococcusGcaviaeGspUGnovUSGisolatedGfromGguineaGpigGfaecalGsamplesUGInternationalWJournalWofW
SystematicWandWEvolutionaryWMicrobiologySG2017SGcdSGXbbXTXbbc 2.2 5

572 zicrobeG–rofilegGnkkermansiaGmuciniphilagGaGconservedGintestinalGsymbiontGthatGactsGasGtheG
gatekeeperGofGourGmucosaUGMicrobiologyWgUnitedWKingdomhSG2017SGXcZSGcacTcae 2.9 68

571 uealthyGhumanGgutGphageomeUGProceedingsWofWtheWNationalWAcademyWofWSciencesWofWtheWUnitedWStatesW
ofWAmericaSG2016SGXXZSGXWaWWTb 11.5 316

570 nntibioticTvnducedGtutGzicrobiotaGqisruptionGqecreasesGé{sT˛–GReleaseGbyGzononuclearGpellsGinG
uealthyGndultsUGClinicalWandWTranslationalWGastroenterologySG2016SGdSGeXec 4.2 16

569 pomparativeGgenomicsGandGphysiologyGofGtheGbutyrateTproducingGbacteriumGvntestinimonasG
butyriciproducensUGEnvironmentalWMicrobiologyWReportsSG2016SGeSGXWYaTXWZd 3.7 52

568 vsolationGofGaGgeneticallyGaccessibleGthermophilicGxylanGdegradingGbacteriumGfromGcompostUG
BiotechnologyWforWBiofuelsSG2016SGfSGYXW 7.8 17

567 vnteractionGofGmouseGsplenocytesGandGmacrophagesGwithGbacterialGstrainsGinGvitrogGtheGeffectGofGageG
inGtheGimmuneGresponseUGBeneficialWMicrobesSG2016SGdSGYdbTed 4.9 6

566 pompleteGgenomeGsequenceGofGthermophilicGoacillusGsmithiiGtypeGstrainGqSzGaYXcOéPUGStandardsWinW
GenomicWSciencesSG2016SGXXSGbY 9

565 nkkermansiaGmuciniphilagGaGnovelGfunctionalGmicrobeGwithGprobioticGpropertiesUGBeneficialWMicrobesSG
2016SGdSGbdXTea 4.9 78

564 nssociationGofGrarlyTyifeGnntibioticGöseGandG–rotectiveGrffectsGofGoreastfeedinggGRoleGofGtheG
vntestinalGzicrobiotaUGJAMAWPediatricsSG2016SGXdWSGdbWTd 8.3 54

563 önravellingGtheGoneTcarbonGmetabolismGofGtheGacetogenGSporomusaGstrainGnnaGbyGgenomeGandG
proteomeGanalysisUGEnvironmentalWMicrobiologySG2016SGXeSGYeaZTbb 5.2 19

562 vntestinalGmicrobiomeGisGrelatedGtoGlifetimeGantibioticGuseGinGsinnishGpreTschoolGchildrenUGNatureW
CommunicationsSG2016SGdSGXWaXW 17.4 380

561 {extGtenerationG–rokaryoticGrngineeringgGéheGpRvS–RTpasGéoolkitUGTrendsWinWBiotechnologySG2016SG
ZaSGbdbTbed 15.1 95

560 vsolationGandGwholeGgenomeGsequencingGofGaGRuminococcusTlikeGbacteriumSGassociatedGwithGirritableG
bowelGsyndromeUGAnaerobeSG2016SGZfSGcWTd 2.8 13

559 qiscordantGtemporalGdevelopmentGofGbacterialGphylaGandGtheGemergenceGofGcoreGinGtheGfecalG
microbiotaGofGyoungGchildrenUGISMEWJournalSG2016SGXWSGXWWYTXa 11.9 85

558 éheGgutGmicrobiotaGplaysGaGprotectiveGroleGinGtheGhostGdefenceGagainstGpneumococcalGpneumoniaUG
GutSG2016SGcbSGbdbTeZ 19.2 384
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557 –robioticGtutGzicrobiotaGvsolateGvnteractsGwithGqendriticGpellsGviaGtlycosylatedGueterotrimericG–iliUG
PLoSWONESG2016SGXXSGeWXbXeYa 3.7 40

556 éheG{TéerminalGtY–SYGzotifGvsGRequiredGforG–ilinTSpecificGSortaseGSrtpXGsunctionalityGinG
yactobacillusGrhamnosusGStrainGttUGPLoSWONESG2016SGXXSGeWXbZZdZ 3.7 4

555
nkkermansiaGglycaniphilaGspUGnovUSGanGanaerobicGmucinTdegradingGbacteriumGisolatedGfromG
reticulatedGpythonGfaecesUGInternationalWJournalWofWSystematicWandWEvolutionaryWMicrobiologySG2016SG
ccSGacXaTacYW

2.2 28

554 nntibioticGuseGinGchildhoodGaltersGtheGgutGmicrobiotaGandGpredisposesGtoGoverweightUGMicrobialWCellSG
2016SGZSGYfcTYfe 3.9 42

553 pharacterizationGofG}uterGzembraneG–roteomeGofGnkkermansiaGmuciniphilaGRevealsGSetsGofG{ovelG
–roteinsGrxposedGtoGtheGuumanGvntestineUGFrontiersWinWMicrobiologySG2016SGdSGXXbd 5.7 66

552 yactobacillusGrhamnosusGttGvntakeGzodifiesG–reschoolGphildrenNsGvntestinalGzicrobiotaSGnlleviatesG
–enicillinTnssociatedGphangesSGandGReducesGnntibioticGöseUGPLoSWONESG2016SGXXSGeWXbaWXY 3.7 47

551 saecalGzetaproteomicGnnalysisGRevealsGaG–ersonalizedGandGStableGsunctionalGzicrobiomeGandG
yimitedGrffectsGofGaG–robioticGvnterventionGinGndultsUGPLoSWONESG2016SGXXSGeWXbZYfa 3.7 59

550 vntegratedGvnGSilicoGnnalysisGofG–athwayGqesignsGforGSyntheticG–hotoTrlectroTnutotrophyUGPLoSWONESG
2016SGXXSGeWXbdebX 3.7 7

549 yactobacillusGplantarumGβpsSXGandGitsGhostGinteractiongGaGdozenGyearsGafterGtheGgenomeUGMicrobialW
BiotechnologySG2016SGfSGabYTcb 6.3 71

548 éheGαariableGRegionsGofGyactobacillusGrhamnosusGtenomesGRevealGtheGqynamicGrvolutionGofG
zetabolicGandGuostTndaptationGRepertoiresUGGenomeWBiologyWandWEvolutionSG2016SGeSGXeefTfWb 3.9 39

547 tenomeGandGproteomeGanalysisGofG–seudomonasGchloritidismutansGnβTXGthatGgrowsGonGnTdecaneG
withGchlorateGorGoxygenGasGelectronGacceptorUGEnvironmentalWMicrobiologySG2016SGXeSGZYadTZYbd 5.2 18

546 SugarGpoatingGtheGrnvelopegGtlycoconjugatesGforGzicrobeTuostGprosstalkUGTrendsWinWMicrobiologySG
2016SGYaSGebZTecX 12.4 37

545 }ralGtreatmentGwithGimprovesGinsulinGsensitivityGinGmiceUGNpjWBiofilmsWandWMicrobiomesSG2016SGYSGXcWWf 8.2 101

544
–olymorphismsSGphromosomalGRearrangementsSGandGzutatorG–henotypeGqevelopmentGduringG
rxperimentalGrvolutionGofGyactobacillusGrhamnosusGttUGAppliedWandWEnvironmentalWMicrobiologySG
2016SGeYSGZdeZTfY

4.8 21

543 qurableGcoexistenceGofGdonorGandGrecipientGstrainsGafterGfecalGmicrobiotaGtransplantationUGScienceSG
2016SGZbYSGbecTf 33.3 326

542 uowGtoGzanipulateGtheGzicrobiotagGsecalGzicrobiotaGéransplantationUGAdvancesWinWExperimentalW
MedicineWandWBiologySG2016SGfWYSGXaZTbZ 3.6 15

541 ndaptationGofGnkkermansiaGmuciniphilaGtoGtheG}xicTnnoxicGvnterfaceGofGtheGzucusGyayerUGAppliedW
andWEnvironmentalWMicrobiologySG2016SGeYSGcfeZTcffZ 4.8 61

540
yactobacillusGrhamnosusGttG}utcompetesGrnterococcusGfaeciumGviaGzucusToindingG–iligGrvidenceG
forGaG{ovelGandGueterospecificG–robioticGzechanismUGAppliedWandWEnvironmentalWMicrobiologySG2016SG
eYSGbdbcTcY

4.8 57

(2016-2016)
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539 yongTtermGeffectsGonGluminalGandGmucosalGmicrobiotaGandGcommonlyGacquiredGtaxaGinGfaecalG
microbiotaGtransplantationGforGrecurrentGplostridiumGdifficileGinfectionUGBMCWMedicineSG2016SGXaSGXbb 11.4 60

538 uarnessingGtheGpowerGofGmicrobialGautotrophyUGNatureWReviewsWMicrobiologySG2016SGXaSGcfYTdWc 22.2 122

537 pausalityGofGsmallGandGlargeGintestinalGmicrobiotaGinGweightGregulationGandGinsulinGresistanceUG
MolecularWMetabolismSG2016SGbSGdbfTdW 8.8 102

536 tenomicSGproteomicSGandGbiochemicalGanalysisGofGtheGorganohalideGrespiratoryGpathwayGinG
qesulfitobacteriumGdehalogenansUGJournalWofWBacteriologySG2015SGXfdSGefZTfWa 3.5 26

535 yactobacillusGrhamnosusGttGandGitsGSpapGpilusGadhesinGmodulateGinflammatoryGresponsivenessGandG
éyRTrelatedGgeneGexpressionGinGtheGfetalGhumanGgutUGPediatricWResearchSG2015SGddSGbYeTZb 3.2 45

534 éheGmucosaTassociatedGmicrobiotaGofG–SpGpatientsGisGcharacterizedGbyGlowGdiversityGandGlowG
abundanceGofGunculturedGplostridialesGvvUGJournalWofWCrohnfsWandWColitisSG2015SGfSGZaYTe 1.5 84

533 ziningGmicrobialGmetatranscriptomesGforGexpressionGofGantibioticGresistanceGgenesGunderGnaturalG
conditionsUGScientificWReportsSG2015SGbSGXXfeX 4.9 41

532 satSGfibreGandGcancerGriskGinGnfricanGnmericansGandGruralGnfricansUGNatureWCommunicationsSG2015SGcSGcZaY 17.4 534

531 αersatileGObioPfunctionalizationGofGbromoTterminatedGphosphonateTmodifiedGporousGaluminumG
oxideUGLangmuirSG2015SGZXSGbcZZTaa 4 6

530 uelsinkiGalertGofGbiodiversityGandGhealthUGAnnalsWofWMedicineSG2015SGadSGYXeTYb 1.5 79

529 sindingsGsromGaGRandomizedGpontrolledGérialGofGsecalGéransplantationGforG–atientsGβithGölcerativeG
politisUGGastroenterologySG2015SGXafSGXXWTXXeUea 13.3 571

528 nkkermansiaGmuciniphilaGndheresGtoGrnterocytesGandGStrengthensGtheGvntegrityGofGtheGrpithelialG
pellGyayerUGAppliedWandWEnvironmentalWMicrobiologySG2015SGeXSGZcbbTcY 4.8 275

527 {avigatingGthroughGmetaproteomicsGdatagGaGlogbookGofGdatabaseGsearchingUGProteomicsSG2015SGXbSGZaZfTbZ4.8 81

526
–roteinGcostsGdoGnotGexplainGevolutionGofGmetabolicGstrategiesGandGregulationGofGribosomalGcontentgG
doesGproteinGinvestmentGexplainGanGanaerobicGbacterialGprabtreeGeffectlUGMolecularWMicrobiologySG
2015SGfdSGddTfY

4.1 43

525 zicrobialGsignaturesGinGpostTinfectiousGirritableGbowelGsyndromeTTtowardGpatientGstratificationGforG
improvedGdiagnosticsGandGtreatmentUGGutWMicrobesSG2015SGcSGZcaTf 8.8 41

524 nkkermansiaGmuciniphilaGandGuelicobacterGtyphloniusGmodulateGintestinalGtumorGdevelopmentGinG
miceUGCarcinogenesisSG2015SGZcSGXZeeTfc 4.6 61

523 rxpandingGtheGbiotechnologyGpotentialGofGlactobacilliGthroughGcomparativeGgenomicsGofGYXZGstrainsG
andGassociatedGgeneraUGNatureWCommunicationsSG2015SGcSGeZYY 17.4 300

522 qiscoveryGofGintramolecularGtransTsialidasesGinGhumanGgutGmicrobiotaGsuggestsGnovelGmechanismsGofG
mucosalGadaptationUGNatureWCommunicationsSG2015SGcSGdcYa 17.4 95
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521 rffectsGofGbowelGcleansingGonGtheGintestinalGmicrobiotaUGGutSG2015SGcaSGXbcYTe 19.2 134

520 SimulatingGdistalGgutGmucosalGandGluminalGcommunitiesGusingGpackedTcolumnGbiofilmGreactorsGandG
anGinGvitroGchemostatGmodelUGJournalWofWMicrobiologicalWMethodsSG2015SGXWeSGZcTaa 2.8 39

519 vnulinTtypeGfructansGmodulateGintestinalGoifidobacteriumGspeciesGpopulationsGandGdecreaseGfecalG
shortTchainGfattyGacidsGinGobeseGwomenUGClinicalWNutritionSG2015SGZaSGbWXTd 5.9 162

518 vnGtributeGtoGoernardGβitholtUGMicrobialWBiotechnologySG2015SGeSGcYX 6.3

517 yacticGncidGoacteriaGandGtheGuumanGvntestinalGzicrobiomeG2015SGXYWTXZZ

516 –roductionGofGbutyrateGfromGlysineGandGtheGnmadoriGproductGfructoselysineGbyGaGhumanGgutG
commensalUGNatureWCommunicationsSG2015SGcSGXWWcY 17.4 114

515 nkkermansiaG2015SGXTa 1

514 αictivallisG2015SGXTa

513 npplicationGofGtheGuumanGvntestinalGéractGphipGtoGtheGnonThumanGprimateGgutGmicrobiotaUGBeneficialW
MicrobesSG2015SGcSGYdXTc 4.9 3

512 vmprovedGtaxonomicGassignmentGofGhumanGintestinalGXcSGrR{nGsequencesGbyGaGdedicatedGreferenceG
databaseUGBMCWGenomicsSG2015SGXcSGXWbc 4.5 87

511 rstablishmentGofGmarkerlessGgeneGdeletionGtoolsGinGthermophilicGoacillusGsmithiiGandGconstructionG
ofGmultipleGmutantGstrainsUGMicrobialWCellWFactoriesSG2015SGXaSGff 6.4 15

510 éheGrelationshipGbetweenGfaecalTassociatedGandGmucosalTassociatedGmicrobiotaGinGirritableGbowelG
syndromeGpatientsGandGhealthyGsubjectsUGAlimentaryWPharmacologyWandWTherapeuticsSG2015SGaYSGXYXXTYX 6.1 73

509 polonicGmetaproteomicGsignaturesGofGactiveGbacteriaGandGtheGhostGinGobesityUGProteomicsSG2015SGXbSGZbaaTbY4.8 56

508 secalGmicrobiotaGtransplantationGasGnovelGtherapyGinGgastroenterologygGnGsystematicGreviewUGWorldW
JournalWofWGastroenterologySG2015SGYXSGbZbfTdX 5.6 152

507 –hylogeneticGandGzetabolicGérackingGofGtutGzicrobiotaGduringG–erinatalGqevelopmentUGPLoSWONESG
2015SGXWSGeWXZdZad 3.7 63

506 zetagenomicsGmeetsGtimeGseriesGanalysisgGunravelingGmicrobialGcommunityGdynamicsUGCurrentW
OpinionWinWMicrobiologySG2015SGYbSGbcTcc 7.9 236

505 secalGzicrobiotaGinG–ediatricGvnflammatoryGoowelGqiseaseGandGvtsGRelationGtoGvnflammationUG
AmericanWJournalWofWGastroenterologySG2015SGXXWSGfYXTZW 0.7 146

504 nGnovelGconsortiumGofGyactobacillusGrhamnosusGandGStreptococcusGthermophilusGforGincreasedG
accessGtoGfunctionalGfermentedGfoodsUGMicrobialWCellWFactoriesSG2015SGXaSGXfb 6.4 48

(2015-2015)
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503
vsolationGandGscreeningGofGthermophilicGbacilliGfromGcompostGforGelectrotransformationGandG
fermentationgGcharacterizationGofGoacillusGsmithiiGréGXZeGasGaGnewGbiocatalystUGAppliedWandW
EnvironmentalWMicrobiologySG2015SGeXSGXedaTeZ

4.8 31

502
nlteredGfaecalGandGmucosalGmicrobialGcompositionGinGpostTinfectiousGirritableGbowelGsyndromeG
patientsGcorrelatesGwithGmucosalGlymphocyteGphenotypesGandGpsychologicalGdistressUGAlimentaryW
PharmacologyWandWTherapeuticsSG2015SGaXSGZaYTbX

6.1 102

501 vntestinalGmicrobiotaGandGdietGinGvoSgGcausesSGconsequencesSGorGepiphenomenalUGAmericanWJournalWofW
GastroenterologySG2015SGXXWSGYdeTed 0.7 225

500 SeverityGofGatopicGdiseaseGinverselyGcorrelatesGwithGintestinalGmicrobiotaGdiversityGandG
butyrateTproducingGbacteriaUGAllergyzWEuropeanWJournalWofWAllergyWandWClinicalWImmunologySG2015SGdWSGYaXTa9.3 121

499 zaternalGprenatalGstressGisGassociatedGwithGtheGinfantGintestinalGmicrobiotaUG
PsychoneuroendocrinologySG2015SGbZSGYZZTab 5 266

498 éheGgutGmicrobiotaGinGinternalGmedicinegGimplicationsGforGhealthGandGdiseaseUGNetherlandsWJournalWofW
MedicineSG2015SGdZSGcXTe 0.5 42

497 zetaproteomicsGofGourGmicrobiomeGTGdevelopingGinsightGinGfunctionGandGactivityGinGmanGandGmodelG
systemsUGJournalWofWProteomicsSG2014SGfdSGZTXc 3.9 87

496 éheGfirstGXWWWGculturedGspeciesGofGtheGhumanGgastrointestinalGmicrobiotaUGFEMSWMicrobiologyW
ReviewsSG2014SGZeSGffcTXWad 15.1 616

495 vmpactGofGoralGvancomycinGonGgutGmicrobiotaSGbileGacidGmetabolismSGandGinsulinGsensitivityUGJournalW
ofWHepatologySG2014SGcWSGeYaTZX 13.4 353

494 zaintenanceGofGaGhealthyGtrajectoryGofGtheGintestinalGmicrobiomeGduringGaginggGaGdietaryGapproachUG
MechanismsWofWAgeingWandWDevelopmentSG2014SGXZcTXZdSGdWTb 5.6 48

493 vmpactGofGdietGonGhumanGintestinalGmicrobiotaGandGhealthUGAnnualWReviewWofWFoodWScienceWandW
TechnologySG2014SGbSGYZfTcY 14.7 147

492 saecalGmicrobiotaGcompositionGandGhostTmicrobeGcrossTtalkGfollowingGgastroenteritisGandGinG
postinfectiousGirritableGbowelGsyndromeUGGutSG2014SGcZSGXdZdTab 19.2 207

491 StabilityGofGObioPfunctionalizedGporousGaluminumGoxideUGLangmuirSG2014SGZWSGXZXXTYW 4 37

490 vmmunostimulatoryGpptGmotifsGinGtheGgenomesGofGgutGbacteriaGandGtheirGroleGinGhumanGhealthGandG
diseaseUGJournalWofWMedicalWMicrobiologySG2014SGcZSGYfZTZWe 3.2 43

489 tenomicGcharacterizationGofGnonTmucusTadherentGderivativesGofGyactobacillusGrhamnosusGttG
revealsGgenesGaffectingGpilusGbiogenesisUGAppliedWandWEnvironmentalWMicrobiologySG2014SGeWSGdWWXTf 4.8 15

488 éheGmicrobialGeukaryoteGolastocystisGisGaGprevalentGandGdiverseGmemberGofGtheGhealthyGhumanGgutG
microbiotaUGFEMSWMicrobiologyWEcologySG2014SGfWSGZYcTZW 4.3 144

487 ResetGofGaGcriticallyGdisturbedGmicrobialGecosystemgGfaecalGtransplantGinGrecurrentGplostridiumG
difficileGinfectionUGISMEWJournalSG2014SGeSGXcYXTZZ 11.9 128

486 nberrantGgutGmicrobiotaGcompositionGatGtheGonsetGofGtypeGXGdiabetesGinGyoungGchildrenUG
DiabetologiaSG2014SGbdSGXbcfTdd 10.3 202
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485 vmpactGofGdietGandGindividualGvariationGonGintestinalGmicrobiotaGcompositionGandGfermentationG
productsGinGobeseGmenUGISMEWJournalSG2014SGeSGYYXeTZW 11.9 356

484 sunctionalGgenomicsGofGlacticGacidGbacteriagGfromGfoodGtoGhealthUGMicrobialWCellWFactoriesSG2014SGXZG
SupplGXSGSe 6.4 103

483 tutGmicrobiotaGsignaturesGpredictGhostGandGmicrobiotaGresponsesGtoGdietaryGinterventionsGinGobeseG
individualsUGPLoSWONESG2014SGfSGefWdWY 3.7 127

482 éippingGelementsGinGtheGhumanGintestinalGecosystemUGNatureWCommunicationsSG2014SGbSGaZaa 17.4 154

481 nnaerostipesGrhamnosivoransGspUGnovUSGaGhumanGintestinalSGbutyrateTformingGbacteriumUG
InternationalWJournalWofWSystematicWandWEvolutionaryWMicrobiologySG2014SGcaSGdedTdfZ 2.2 40

480 éheGsalivaryGscavengerGandGagglutininGinGearlyGlifegGdiverseGrolesGinGamnioticGfluidGandGinGtheGinfantG
intestineUGJournalWofWImmunologySG2014SGXfZSGbYaWTe 5.3 18

479 sunctionalGidentificationGofGconservedGresiduesGinvolvedGinGyactobacillusGrhamnosusGstrainGttG
sortaseGspecificityGandGpilusGbiogenesisUGJournalWofWBiologicalWChemistrySG2014SGYefSGXbdcaTdb 5.4 20

478 secalGtransplantationGtreatmentGofGantibioticTinducedSGnoninfectiousGcolitisGandGlongTtermG
microbiotaGfollowTupUGCaseWReportsWinWMedicineSG2014SGYWXaSGfXZecd 0.7 26

477 StimulationGofGcolonicGmotilityGbyGoralG–rtGelectrolyteGbowelGpreparationGassessedGbyGzRvgG
comparisonGofGsplitGvsGsingleGdoseUGNeurogastroenterologyWandWMotilitySG2014SGYcSGXaYcTZc 4 36

476 öseGofGnonTgrowingGyactococcusGlactisGcellGsuspensionsGforGproductionGofGvolatileGmetabolitesGwithG
directGrelevanceGforGflavourGformationGduringGdairyGfermentationsUGMicrobialWCellWFactoriesSG2014SGXZSGXdc6.4 19

475 rffectGofGdietGonGtheGintestinalGmicrobiotaGandGitsGactivityUGCurrentWOpinionWinWGastroenterologySG2014
SGZWSGXefTfb 3 58

474 vntestinalGmicrobiotaGduringGearlyGlifeGTGimpactGonGhealthGandGdiseaseUGProceedingsWofWtheWNutritionW
SocietySG2014SGdZSGabdTcf 2.9 36

473 qifferentialGmodulationGbyGnkkermansiaGmuciniphilaGandGsaecalibacteriumGprausnitziiGofGhostG
peripheralGlipidGmetabolismGandGhistoneGacetylationGinGmouseGgutGorganoidsUGMBioSG2014SGbSG 7.8 257

472 saecalGmicrobiotaGcompositionGinGadultsGisGassociatedGwithGtheGsöéYGgeneGdeterminingGtheGsecretorG
statusUGPLoSWONESG2014SGfSGefaecZ 3.7 101

471 uumanGintestinalGmetagenomicsgGstateGofGtheGartGandGfutureUGCurrentWOpinionWinWMicrobiologySG2013SG
XcSGYZYTf 7.9 46

470 zicroarrayGanalysisGrevealsGmarkedGintestinalGmicrobiotaGaberrancyGinGinfantsGhavingGeczemaG
comparedGtoGhealthyGchildrenGinGatTriskGforGatopicGdiseaseUGBMCWMicrobiologySG2013SGXZSGXY 4.5 100

469 quodenalGmicrobiotaGcompositionGandGmucosalGhomeostasisGinGpediatricGceliacGdiseaseUGBMCW
GastroenterologySG2013SGXZSGXXZ 3 92

468 tlycobiomegGbacteriaGandGmucusGatGtheGepithelialGinterfaceUGBaillierefsWBestWPracticeWandWResearchWinW
ClinicalWGastroenterologySG2013SGYdSGYbTZe 2.5 128
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467 rvaluationGofGmicrobialGcommunityGreproducibilitySGstabilityGandGcompositionGinGaGhumanGdistalGgutG
chemostatGmodelUGJournalWofWMicrobiologicalWMethodsSG2013SGfbSGXcdTda 2.8 98

466 RichnessGofGhumanGgutGmicrobiomeGcorrelatesGwithGmetabolicGmarkersUGNatureSG2013SGbWWSGbaXTc 50.4 2584

465 zetagenomicGspeciesGprofilingGusingGuniversalGphylogeneticGmarkerGgenesUGNatureWMethodsSG2013SG
XWSGXXfcTf 21.6 340

464 –otentialGofGprotonTpumpingGrhodopsinsgGengineeringGphotosystemsGintoGmicroorganismsUGTrendsWinW
BiotechnologySG2013SGZXSGcZZTaY 15.1 23

463 éowardsGmetagenomeTscaleGmodelsGforGindustrialGapplicationsTTtheGcaseGofGyacticGncidGoacteriaUG
CurrentWOpinionWinWBiotechnologySG2013SGYaSGYWWTc 11.4 38

462 tenomeTscaleGmetabolicGmodelGforGyactococcusGlactisGztXZcZGandGitsGapplicationGtoGtheGanalysisGofG
flavorGformationUGAppliedWMicrobiologyWandWBiotechnologySG2013SGfdSGedYfTZf 5.7 82

461 quodenalGinfusionGofGdonorGfecesGforGrecurrentGplostridiumGdifficileUGNewWEnglandWJournalWofW
MedicineSG2013SGZceSGaWdTXb 59.2 2430

460 éheGintestinalGmicrobiotaGandGhostGimmuneGinteractionsGinGtheGcriticallyGillUGTrendsWinWMicrobiologySG
2013SGYXSGYYXTf 12.4 83

459 ndhesionGandGnanomechanicsGofGpiliGfromGtheGprobioticGyactobacillusGrhamnosusGttUGACSWNanoSG
2013SGdSGZcebTfd 16.7 125

458 éranslatingGtheGhumanGmicrobiomeUGNatureWBiotechnologySG2013SGZXSGZWaTe 44.5 25

457 uumanGintestinalGmicrobiotaGcompositionGisGassociatedGwithGlocalGandGsystemicGinflammationGinG
obesityUGObesitySG2013SGYXSGrcWdTXb 8 321

456 }besitySGnonTalcoholicGfattyGliverGdiseaseSGandGatherothrombosisgGaGroleGforGtheGintestinalG
microbiotalUGClinicalWMicrobiologyWandWInfectionSG2013SGXfSGZZXTd 9.5 16

455 outyrateTproducingGplostridiumGclusterGεvαaGspeciesGspecificallyGcolonizeGmucinsGinGanGinGvitroGgutG
modelUGISMEWJournalSG2013SGdSGfafTcX 11.9 351

454 vnsightGintoGtheGprebioticGconceptgGlessonsGfromGanGexploratorySGdoubleGblindGinterventionGstudyG
withGinulinTtypeGfructansGinGobeseGwomenUGGutSG2013SGcYSGXXXYTYX 19.2 517

453 prossTtalkGbetweenGnkkermansiaGmuciniphilaGandGintestinalGepitheliumGcontrolsGdietTinducedG
obesityUGProceedingsWofWtheWNationalWAcademyWofWSciencesWofWtheWUnitedWStatesWofWAmericaSG2013SGXXWSGfWccTdX11.5 2451

452 –hylogeneticGanalysisGofGdysbiosisGinGulcerativeGcolitisGduringGremissionUGInflammatoryWBowelW
DiseasesSG2013SGXfSGaeXTe 4.5 233

451 zicrobiotaGconservationGandGozvGsignaturesGinGadultGmonozygoticGtwinsUGISMEWJournalSG2013SGdSGdWdTXd 11.9 221

450 pomparativeGgenomicGandGfunctionalGanalysisGofGXWWGyactobacillusGrhamnosusGstrainsGandGtheirG
comparisonGwithGstrainGttUGPLoSWGeneticsSG2013SGfSGeXWWZceZ 6 154
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449
vntakeGofGwholeTgrainGandGfiberTrichGryeGbreadGversusGrefinedGwheatGbreadGdoesGnotGdifferentiateG
intestinalGmicrobiotaGcompositionGinGsinnishGadultsGwithGmetabolicGsyndromeUGJournalWofWNutritionSG
2013SGXaZSGcaeTbb

4.1 71

448 vntestinalGmicrobiotaGofGinfantsGwithGcolicgGdevelopmentGandGspecificGsignaturesUGPediatricsSG2013SG
XZXSGebbWTe 7.4 171

447 pomparativeGgenomicGandGfunctionalGanalysisGofGyactobacillusGcaseiGandGyactobacillusGrhamnosusG
strainsGmarketedGasGprobioticsUGAppliedWandWEnvironmentalWMicrobiologySG2013SGdfSGXfYZTZZ 4.8 88

446
pomparativeGgenomeGanalysisGofGyactobacillusGcaseiGstrainsGisolatedGfromGnctimelGandGYakultG
productsGrevealsGmarkedGsimilaritiesGandGpointsGtoGaGcommonGoriginUGMicrobialWBiotechnologySG2013SG
cSGbdcTed

6.3 26

445 sameGandGfutureGofGfaecalGtransplantationsTTdevelopingGnextTgenerationGtherapiesGwithGsyntheticG
microbiomesUGMicrobialWBiotechnologySG2013SGcSGZXcTYb 6.3 50

444 pryingGinGinfantsgGonGtheGpossibleGroleGofGintestinalGmicrobiotaGinGtheGdevelopmentGofGcolicUGGutW
MicrobesSG2013SGaSGaXcTYX 8.8 58

443 vntestinalGmicrobiotaGinGhealthyGöUSUGyoungGchildrenGandGadultsTTaGhighGthroughputGmicroarrayG
analysisUGPLoSWONESG2013SGeSGecaZXb 3.7 146

442 ösingGrecombinantGyactococciGasGanGapproachGtoGdissectGtheGimmunomodulatingGcapacityGofGsurfaceG
piliationGinGprobioticGyactobacillusGrhamnosusGttUGPLoSWONESG2013SGeSGecaaXc 3.7 47

441 {ovelG–olyfermentorGintestinalGmodelGO–olysermSPGforGcontrolledGecologicalGstudiesgGvalidationGandG
effectGofGpuUGPLoSWONESG2013SGeSGeddddY 3.7 53

440 nssociationsGbetweenGtheGhumanGintestinalGmicrobiotaSGyactobacillusGrhamnosusGttGandGserumG
lipidsGindicatedGbyGintegratedGanalysisGofGhighTthroughputGprofilingGdataUGPeerJSG2013SGXSGeZY 3.1 132

439 RoleGofGphosphateGinGtheGcentralGmetabolismGofGtwoGlacticGacidGbacteriaTTaGcomparativeGsystemsG
biologyGapproachUGFEBSWJournalSG2012SGYdfSGXYdaTfW 5.7 45

438 rffectGofGacidGstressGonGproteinGexpressionGandGphosphorylationGinGyactobacillusGrhamnosusGttUG
JournalWofWProteomicsSG2012SGdbSGXZbdTda 3.9 96

437 nnaerobicGbenzeneGdegradationGunderGdenitrifyingGconditionsgG–eptococcaceaeGasGdominantG
benzeneGdegradersGandGevidenceGforGaGsyntrophicGprocessUGEnvironmentalWMicrobiologySG2012SGXaSGXXdXTeX5.2 80

436 éheGhumanGsmallGintestinalGmicrobiotaGisGdrivenGbyGrapidGuptakeGandGconversionGofGsimpleG
carbohydratesUGISMEWJournalSG2012SGcSGXaXbTYc 11.9 416

435 RoleGofGtheGintestinalGmicrobiomeGinGhealthGandGdiseasegGfromGcorrelationGtoGcausationUGNutritionW
ReviewsSG2012SGdWGSupplGXSGSabTbc 6.4 271

434 zetagenomeGanalysisGrevealsGyetGunexploredGreductiveGdechlorinatingGpotentialGofGqehalobacterG
spUGrXGgrowingGinGcoTcultureGwithGSedimentibacterGspUGEnvironmentalWMicrobiologyWReportsSG2012SGaSGcWaTXc3.7 46

433 βhereGbioGmeetsGnanogGtheGmanyGusesGforGnanoporousGaluminumGoxideGinGbiotechnologyUG
BiotechnologyWAdvancesSG2012SGZWSGXWefTff 17.8 90

432 éheGadultGintestinalGcoreGmicrobiotaGisGdeterminedGbyGanalysisGdepthGandGhealthGstatusUGClinicalW
MicrobiologyWandWInfectionSG2012SGXeGSupplGaSGXcTYW 9.5 64

(2012-2013)
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431 éheGfunctionGofGourGmicrobiotagGwhoGisGoutGthereGandGwhatGdoGtheyGdolUGFrontiersWinWCellularWandW
InfectionWMicrobiologySG2012SGYSGXWa 5.9 240

430 pRvS–RGimmunityGreliesGonGtheGconsecutiveGbindingGandGdegradationGofGnegativelyGsupercoiledG
invaderGq{nGbyGpascadeGandGpasZUGMolecularWCellSG2012SGacSGbfbTcWb 17.6 398

429 teneticGandGbiochemicalGcharacterizationGofGtheGcellGwallGhydrolaseGactivityGofGtheGmajorGsecretedG
proteinGofGyactobacillusGrhamnosusGttUGPLoSWONESG2012SGdSGeZXbee 3.7 56

428 éransferGofGintestinalGmicrobiotaGfromGleanGdonorsGincreasesGinsulinGsensitivityGinGindividualsGwithG
metabolicGsyndromeUGGastroenterologySG2012SGXaZSGfXZTcUed 13.3 1766

427 éhermalGstabilizationGofGanGendoglucanaseGbyGcyclizationUGAppliedWBiochemistryWandWBiotechnologySG
2012SGXcdSGYWZfTbZ 3.2 14

426 pomparativeGmetaproteomicsGandGdiversityGanalysisGofGhumanGintestinalGmicrobiotaGtestifiesGforGitsG
temporalGstabilityGandGexpressionGofGcoreGfunctionsUGPLoSWONESG2012SGdSGeYffXZ 3.7 147

425 éheGmajorGsecretedGproteinGzspXVpdbGisG}TglycosylatedGinGyactobacillusGrhamnosusGttUGMicrobialW
CellWFactoriesSG2012SGXXSGXb 6.4 53

424 zicrobesGinsideTTfromGdiversityGtoGfunctiongGtheGcaseGofGnkkermansiaUGISMEWJournalSG2012SGcSGXaafTbe 11.9 385

423 éheGtherapeuticGpotentialGofGmanipulatingGgutGmicrobiotaGinGobesityGandGtypeGYGdiabetesGmellitusUG
DiabeteskWObesityWandWMetabolismSG2012SGXaSGXXYTYW 6.7 233

422 yongTtermGmonitoringGofGtheGhumanGintestinalGmicrobiotaGcompositionUGEnvironmentalWMicrobiologySG
2012SGXbSGXXac 5.2 164

421 pharacterizationGofGtheGSpaponGpilusGfibersGinGtheGprobioticGyactobacillusGrhamnosusGttUGAppliedW
andWEnvironmentalWMicrobiologySG2012SGdeSGYZZdTaa 4.8 115

420 StandardizedGassayGmediumGtoGmeasureGyactococcusGlactisGenzymeGactivitiesGwhileGmimickingG
intracellularGconditionsUGAppliedWandWEnvironmentalWMicrobiologySG2012SGdeSGXZaTaZ 4.8 40

419
–SXaGTGceUGqifferentialGeffectsGofGantibioticsGonGbileGacidGmetabolismSGintestinalGmicrobiotaG
compositionGandGinsulinGresistanceGinGobeseGhumanshGaGrandomisedGcontrolledGtrialUGNederlandsW
TijdschriftWVoorWDiabetologieSG2012SGXWSGXadTXad

0

418 –SXaGTGdWUGvntestinalGmicrobiotaGtranslocationGisGassociatedGwithGinflamedGvisceralGadiposeGtissueUG
NederlandsWTijdschriftWVoorWDiabetologieSG2012SGXWSGXaeTXae 0

417
sunctionalGanalysisGofGyactobacillusGrhamnosusGttGpiliGinGrelationGtoGadhesionGandG
immunomodulatoryGinteractionsGwithGintestinalGepithelialGcellsUGAppliedWandWEnvironmentalW
MicrobiologySG2012SGdeSGXebTfZ

4.8 219

416 ndhesionGofGmicrobesGtoGtheGintestinalGsurfacegGlessonsGfromGtheGparadigmGprobioticGyactobacillusG
rhamnosusGttUGJapaneseWJournalWofWLacticWAcidWBacteriaSG2012SGYZSGdTXZ 0

415 SystemsGoiologyGofGuostâ��soodâ��zicrobeGvnteractionsGinGtheGzammalianGtutG2011SGXWfTXZb 1

414 tlobalGandGdeepGmolecularGanalysisGofGmicrobiotaGsignaturesGinGfecalGsamplesGfromGpatientsGwithG
irritableGbowelGsyndromeUGGastroenterologySG2011SGXaXSGXdfYTeWX 13.3 669
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413 }rganicGmodificationGandGsubsequentGbiofunctionalizationGofGporousGanodicGaluminaGusingGterminalG
alkynesUGLangmuirSG2011SGYdSGXZcWcTXd 4 26

412 nnalysisGofGinfantGisolatesGofGoifidobacteriumGbreveGbyGcomparativeGgenomeGhybridizationGindicatesG
theGexistenceGofGnewGsubspeciesGwithGmarkedGinfantGspecificityUGResearchWinWMicrobiologySG2011SGXcYSGccaTdW4 2

411 vntestinalGmicrobiotaGinGhealthyGadultsgGtemporalGanalysisGrevealsGindividualGandGcommonGcoreGandG
relationGtoGintestinalGsymptomsUGPLoSWONESG2011SGcSGeYZWZb 3.7 241

410 oifidobacteriumGbreveGTGuéTYfGcellGlineGinteractiongGmodulationGofGé{sT˛–GinducedGgeneGexpressionUG
BeneficialWMicrobesSG2011SGYSGXXbTYe 4.9 12

409 qoGnutrientTgutTmicrobiotaGinteractionsGplayGaGroleGinGhumanGobesitySGinsulinGresistanceGandGtypeGYG
diabeteslUGObesityWReviewsSG2011SGXYSGYdYTeX 10.6 200

408 rnterotypesGofGtheGhumanGgutGmicrobiomeUGNatureSG2011SGadZSGXdaTeW 50.4 4240

407 pomparativeGgenomicsGofGyactobacillusUGMicrobialWBiotechnologySG2011SGaSGZYZTZY 6.3 90

406 ResponsesGofGgutGmicrobiotaGandGglucoseGandGlipidGmetabolismGtoGprebioticsGinGgeneticGobeseGandG
dietTinducedGleptinTresistantGmiceUGDiabetesSG2011SGcWSGYddbTec 0.9 701

405 vntestinalGmicrobiotaGinGhumanGhealthGandGdiseasegGtheGimpactGofGprobioticsUGGenesWandWNutritionSG
2011SGcSGYWfTaW 4.3 453

404 SystemsGsolutionsGbyGlacticGacidGbacteriagGfromGparadigmsGtoGpracticeUGMicrobialWCellWFactoriesSG2011SG
XWGSupplGXSGSY 6.4 87

403 tenomeGsequenceGofGtheGverrucomicrobiumG}pitutusGterraeG–ofWTXSGanGabundantGinhabitantGofGriceG
paddyGsoilGecosystemsUGJournalWofWBacteriologySG2011SGXfZSGYZcdTe 3.5 34

402 tenomeGsequenceGofGαictivallisGvadensisGnéppGonnTbaeSGanGanaerobicGbacteriumGfromGtheGphylumG
yentisphaeraeSGisolatedGfromGtheGhumanGgastrointestinalGtractUGJournalWofWBacteriologySG2011SGXfZSGYZdZTa3.5 9

401 zodulationGofGzucosalGvmmuneGResponseSGéoleranceSGandG–roliferationGinGziceGpolonizedGbyGtheG
zucinTqegraderGnkkermansiaGmuciniphilaUGFrontiersWinWMicrobiologySG2011SGYSGXcc 5.7 310

400 zicroarrayGanalysisGandGbarcodedGpyrosequencingGprovideGconsistentGmicrobialGprofilesGdependingG
onGtheGsourceGofGhumanGintestinalGsamplesUGAppliedWandWEnvironmentalWMicrobiologySG2011SGddSGYWdXTeW 4.8 128

399 tenomeGsequenceGofGphthoniobacterGflavusGrllinaYeSGanGaerobicGheterotrophicGsoilGbacteriumUG
JournalWofWBacteriologySG2011SGXfZSGYfWYTZ 3.5 40

398 tenomeGsequenceGofGI–edosphaeraGparvulaIGrllinbXaSGanGaerobicGαerrucomicrobialGisolateGfromG
pastureGsoilUGJournalWofWBacteriologySG2011SGXfZSGYfWWTX 3.5 23

397 tenomeGsequenceGofGyactobacillusGamylovorusGtRyXXXeSGisolatedGfromGpigGileumUGJournalWofW
BacteriologySG2011SGXfZSGZXadTe 3.5 18

396 nlteredGgutGmicrobiotaGandGendocannabinoidGsystemGtoneGinGobeseGandGdiabeticGleptinTresistantG
micegGimpactGonGapelinGregulationGinGadiposeGtissueUGFrontiersWinWMicrobiologySG2011SGYSGXaf 5.7 220

(2011-2011)
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395 sunctionalGcharacterizationGofGaGmucusTspecificGy–εétGsurfaceGadhesinGfromGprobioticGyactobacillusG
rhamnosusGttUGAppliedWandWEnvironmentalWMicrobiologySG2011SGddSGaacbTdY 4.8 75

394 uealthGbenefitsGandGhealthGclaimsGofGprobioticsgGbridgingGscienceGandGmarketingUGBritishWJournalWofW
NutritionSG2011SGXWcSGXYfXTc 3.6 141

393 RoleGofGIqehalococcoidesIGsppUGinGtheGanaerobicGtransformationGofGhexachlorobenzeneGinGruropeanG
riversUGAppliedWandWEnvironmentalWMicrobiologySG2011SGddSGaaZdTab 4.8 16

392
sunctionalGgenomeGanalysisGofGoifidobacteriumGbreveGöppYWWZGrevealsGtypeGvαbGtightGadherenceG
OéadPGpiliGasGanGessentialGandGconservedGhostTcolonizationGfactorUGProceedingsWofWtheWNationalW
AcademyWofWSciencesWofWtheWUnitedWStatesWofWAmericaSG2011SGXWeSGXXYXdTYY

11.5 290

391 tenomeGsequenceGofGyactobacillusGamylovorusGtRyXXXYUGJournalWofWBacteriologySG2011SGXfZSGdefTfW 3.5 15

390 éheGgenomeGofGnkkermansiaGmuciniphilaSGaGdedicatedGintestinalGmucinGdegraderSGandGitsGuseGinG
exploringGintestinalGmetagenomesUGPLoSWONESG2011SGcSGeXcedc 3.7 245

389 qevelopmentGofGaGminimalGgrowthGmediumGforGyactobacillusGplantarumUGLettersWinWAppliedW
MicrobiologySG2010SGbWSGbdTca 2.9 65

388 StabilityGofGtheGtotalGandGfunctionalGmicrobialGcommunitiesGinGriverGsedimentGmesocosmsGexposedG
toGanthropogenicGdisturbancesUGFEMSWMicrobiologyWEcologySG2010SGdaSGdYTeY 4.3 10

387 poncurrentGhexachlorobenzeneGandGchloroetheneGtransformationGbyGendogenousGdechlorinatingG
microorganismsGinGtheGrbroGRiverGsedimentUGFEMSWMicrobiologyWEcologySG2010SGdaSGceYTfY 4.3 7

386 ponvergenceGinGprobioticGyactobacillusGgutTadaptiveGresponsesGinGhumansGandGmiceUGISMEWJournalSG
2010SGaSGXaeXTa 11.9 86

385 uighGtemporalGandGinterTindividualGvariationGdetectedGinGtheGhumanGilealGmicrobiotaUGEnvironmentalW
MicrobiologySG2010SGXYSGZYXZTYd 5.2 205

384 rvaluatingGtheGmicrobialGdiversityGofGanGinGvitroGmodelGofGtheGhumanGlargeGintestineGbyGphylogeneticG
microarrayGanalysisUGMicrobiologyWgUnitedWKingdomhSG2010SGXbcSGZYdWTZYeX 2.9 74

383 zucinTbacterialGinteractionsGinGtheGhumanGoralGcavityGandGdigestiveGtractUGGutWMicrobesSG2010SGXSGYbaTYce 8.8 329

382
porrelationGofGqehalococcoidesGXcSGrR{nGandGchloroetheneTreductiveGdehalogenaseGgenesGwithG
geochemicalGconditionsGinGchloroetheneTcontaminatedGgroundwaterUGAppliedWandWEnvironmentalW
MicrobiologySG2010SGdcSGeaZTbW

4.8 82

381 zucosalGadhesionGpropertiesGofGtheGprobioticGyactobacillusGrhamnosusGttGSpaponGandGSpasrqGpilinG
subunitsUGAppliedWandWEnvironmentalWMicrobiologySG2010SGdcSGYWafTbd 4.8 159

380 zolecularGcharacterizationGofGtheGglucoseGisomeraseGfromGtheGthermophilicGbacteriumG
servidobacteriumGgondwanenseUGEnvironmentalWTechnologyWgUnitedWKingdomhSG2010SGZXSGXWeZTfW 2.6 15

379
zetatranscriptomeGanalysisGofGtheGhumanGfecalGmicrobiotaGrevealsGsubjectTspecificGexpressionG
profilesSGwithGgenesGencodingGproteinsGinvolvedGinGcarbohydrateGmetabolismGbeingGdominantlyG
expressedUGAppliedWandWEnvironmentalWMicrobiologySG2010SGdcSGbbZZTaW

4.8 66

378 sigmabaTzediatedGcontrolGofGtheGmannoseGphosphotransferaseGsytemGinGyactobacillusGplantarumG
impactsGonGcarbohydrateGmetabolismUGMicrobiologyWgUnitedWKingdomhSG2010SGXbcSGcfbTdWd 2.9 24
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377 vnvolvementGofGtheGmannoseGphosphotransferaseGsystemGofGyactobacillusGplantarumGβpsSXGinG
peroxideGstressGtoleranceUGAppliedWandWEnvironmentalWMicrobiologySG2010SGdcSGZdaeTbY 4.8 25

376 zicrobialGcommunityTGandGmetaboliteGdynamicsGofGanGanoxicGdechlorinatingGbioreactorUG
EnvironmentalWScienceWeamp;WTechnologySG2010SGaaSGaeeaTfW 10.3 27

375
zixedTcultureGtranscriptomeGanalysisGrevealsGtheGmolecularGbasisGofGmixedTcultureGgrowthGinG
StreptococcusGthermophilusGandGyactobacillusGbulgaricusUGAppliedWandWEnvironmentalWMicrobiologySG
2010SGdcSGdddbTea

4.8 128

374
pomparativeGanalysisGofGfecalGq{nGextractionGmethodsGwithGphylogeneticGmicroarraygGeffectiveG
recoveryGofGbacterialGandGarchaealGq{nGusingGmechanicalGcellGlysisUGJournalWofWMicrobiologicalW
MethodsSG2010SGeXSGXYdTZa

2.8 368

373 SemiTautomatedGextractionGofGmicrobialGq{nGfromGfecesGforGq–pRGandGphylogeneticGmicroarrayG
analysisUGJournalWofWMicrobiologicalWMethodsSG2010SGeZSGYZXTb 2.8 39

372 tastrointestinalGmicrobiotaGinGirritableGbowelGsyndromegGpresentGstateGandGperspectivesUG
MicrobiologyWgUnitedWKingdomhSG2010SGXbcSGZYWbTZYXb 2.9 198

371 éheGenvironmentGwithingGhowGgutGmicrobiotaGmayGinfluenceGmetabolismGandGbodyGcompositionUG
DiabetologiaSG2010SGbZSGcWcTXZ 10.3 224

370 SystemsGbiologyGofGtheGgutgGtheGinterplayGofGfoodSGmicrobiotaGandGhostGatGtheGmucosalGinterfaceUG
CurrentWOpinionWinWBiotechnologySG2010SGYXSGbZfTbW 11.4 57

369 SupplementationGwithGengineeredGyactococcusGlactisGimprovesGtheGfolateGstatusGinGdeficientGratsUG
NutritionSG2010SGYcSGeZbTaX 4.8 32

368 rxploitingGtheGecogenomicsGtoolboxGforGenvironmentalGdiagnosticsGofGorganohalideTrespiringG
bacteriaUGTrendsWinWBiotechnologySG2010SGYeSGZWeTXc 15.1 123

367 zicrobialGfunctionalityGinGtheGhumanGintestinalGtractUGFrontiersWinWBioscienceWlWLandmarkSG2009SGXaSGZWdaTea2.8 14

366
qifferentialG{sTkappaoGpathwaysGinductionGbyGyactobacillusGplantarumGinGtheGduodenumGofGhealthyG
humansGcorrelatingGwithGimmuneGtoleranceUGProceedingsWofWtheWNationalWAcademyWofWSciencesWofWtheW
UnitedWStatesWofWAmericaSG2009SGXWcSGYZdXTc

11.5 320

365 tenomeTscaleGmodelGofGStreptococcusGthermophilusGyztXeZXXGforGmetabolicGcomparisonGofGlacticG
acidGbacteriaUGAppliedWandWEnvironmentalWMicrobiologySG2009SGdbSGZcYdTZZ 4.8 93

364 yargeGintergenicGcruciformTlikeGsupermotifsGinGtheGyactobacillusGplantarumGgenomeUGJournalWofW
BacteriologySG2009SGXfXSGZaYWTZ 3.5 4

363 érackingGfunctionalGguildsgGIqehalococcoidesIGsppUGinGruropeanGriverGbasinsGcontaminatedGwithG
hexachlorobenzeneUGAppliedWandWEnvironmentalWMicrobiologySG2009SGdbSGacfcTdWa 4.8 38

362 rffectGofGaminoGacidGavailabilityGonGvitaminGoXYGproductionGinGyactobacillusGreuteriUGAppliedWandW
EnvironmentalWMicrobiologySG2009SGdbSGZfZWTc 4.8 24

361 éoolsGforGtheGtractgGunderstandingGtheGfunctionalityGofGtheGgastrointestinalGtractUGTherapeuticW
AdvancesWinWGastroenterologySG2009SGYSGfTYY 4.7 29

360
zixedTspeciesGgenomicGmicroarrayGanalysisGofGfecalGsamplesGrevealsGdifferentialGtranscriptionalG
responsesGofGbifidobacteriaGinGbreastTGandGformulaTfedGinfantsUGAppliedWandWEnvironmentalW
MicrobiologySG2009SGdbSGYcceTdc

4.8 90

(2009-2010)
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359 yactobacillusGplantarumGβpsSXGelectronGtransportGchainsUGAppliedWandWEnvironmentalWMicrobiologySG
2009SGdbSGZbeWTb 4.8 69

358
vsolationGandGcharacterizationGofGaGnewGp}TutilizingGstrainSGéhermoanaerobacterG
thermohydrosulfuricusGsubspUGcarboxydovoransSGisolatedGfromGaGgeothermalGspringGinGéurkeyUG
ExtremophilesSG2009SGXZSGeebTfa

3 19

357 tenomeTwideGscreenGforGyisteriaGmonocytogenesGgenesGimportantGforGgrowthGatGhighG
temperaturesUGFEMSWMicrobiologyWLettersSG2009SGYfbSGXfbTYWZ 2.9 6

356 solateGoverproductionGinGyactobacillusGplantarumGβpsSXGcausesGmethotrexateGresistanceUGFEMSW
MicrobiologyWLettersSG2009SGYfdSGYcXTb 2.9 13

355 yinkingGphylogeneticGidentitiesGofGbacteriaGtoGstarchGfermentationGinGanGinGvitroGmodelGofGtheGlargeG
intestineGbyGR{nTbasedGstableGisotopeGprobingUGEnvironmentalWMicrobiologySG2009SGXXSGfXaTYc 5.2 143

354
qevelopmentGandGapplicationGofGtheGhumanGintestinalGtractGchipSGaGphylogeneticGmicroarraygGanalysisG
ofGuniversallyGconservedGphylotypesGinGtheGabundantGmicrobiotaGofGyoungGandGelderlyGadultsUG
EnvironmentalWMicrobiologySG2009SGXXSGXdZcTbX

5.2 387

353
–roteomeGanalysisGofGyactobacillusGrhamnosusGttGusingGYTqGqvtrGandGmassGspectrometryGshowsG
differentialGproteinGproductionGinGlaboratoryGandGindustrialTtypeGgrowthGmediaUGJournalWofWProteomeW
ResearchSG2009SGeSGaffZTbWWd

5.6 42

352 rffectGofGsoilGsampleGpreservationSGcomparedGtoGtheGeffectGofGotherGenvironmentalGvariablesSGonG
bacterialGandGeukaryoticGdiversityUGResearchWinWMicrobiologySG2009SGXcWSGefTfe 4 47

351 qegradationGofGXSYTdichloroethaneGbyGmicrobialGcommunitiesGfromGriverGsedimentGatGvariousGredoxG
conditionsUGWaterWResearchSG2009SGaZSGZYWdTXc 12.5 36

350 nGoifidobacteriumGmixedTspeciesGmicroarrayGforGhighGresolutionGdiscriminationGbetweenGintestinalG
bifidobacteriaUGJournalWofWMicrobiologicalWMethodsSG2009SGdcSGYcfTdd 2.8 23

349
pomparativeGgenomicGanalysisGofGyactobacillusGrhamnosusGttGrevealsGpiliGcontainingGaGhumanTG
mucusGbindingGproteinUGProceedingsWofWtheWNationalWAcademyWofWSciencesWofWtheWUnitedWStatesWofW
AmericaSG2009SGXWcSGXdXfZTe

11.5 546

348 pomparativeGanalysisGofGpyrosequencingGandGaGphylogeneticGmicroarrayGforGexploringGmicrobialG
communityGstructuresGinGtheGhumanGdistalGintestineUGPLoSWONESG2009SGaSGecccf 3.7 606

347 nGsimpleGandGfastGmethodGforGdeterminingGcolonyGformingGunitsUGLettersWinWAppliedWMicrobiologySG
2008SGadSGYdbTe 2.9 111

346 vdentificationGofGtheGtranscriptionalGresponseGofGhumanGintestinalGmucosaGtoGyactobacillusG
plantarumGβpsSXGinGvivoUGBMCWGenomicsSG2008SGfSGZda 4.5 62

345 seedingGofGyactobacillusGsobriusGreducesGrscherichiaGcoliGsaGlevelsGinGtheGgutGandGpromotesGgrowthG
ofGinfectedGpigletsUGFEMSWMicrobiologyWEcologySG2008SGccSGbffTcWd 4.3 95

344 uighTthroughputGdiversityGandGfunctionalityGanalysisGofGtheGgastrointestinalGtractGmicrobiotaUGGutSG
2008SGbdSGXcWbTXb 19.2 463

343 uighTyevelGfolateGproductionGinGfermentedGfoodsGbyGtheGoXYGproducerGyactobacillusGreuteriG
wpzXXXYUGAppliedWandWEnvironmentalWMicrobiologySG2008SGdaSGZYfXTa 4.8 89

342 vmprovedGannotationGofGconjugatedGbileGacidGhydrolaseGsuperfamilyGmembersGinGtramTpositiveG
bacteriaUGMicrobiologyWgUnitedWKingdomhSG2008SGXbaSGYafYTYbWW 2.9 36
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341 qivergentGrolesGofGpprxGparaloguesGfromGqesulfitobacteriumGhafnienseGinGactivatingGgeneG
expressionUGMicrobiologyWgUnitedWKingdomhSG2008SGXbaSGZcecTZcfc 2.9 20

340 uydrogenomicsGofGtheGextremelyGthermophilicGbacteriumGpaldicellulosiruptorGsaccharolyticusUG
AppliedWandWEnvironmentalWMicrobiologySG2008SGdaSGcdYWTf 4.8 132

339
SGlayerGproteinGnGofGyactobacillusGacidophilusG{pszGregulatesGimmatureGdendriticGcellGandGéGcellG
functionsUGProceedingsWofWtheWNationalWAcademyWofWSciencesWofWtheWUnitedWStatesWofWAmericaSG2008SG
XWbSGXfadaTf

11.5 429

338 éheGzucinGdegraderGnkkermansiaGmuciniphilaGisGanGabundantGresidentGofGtheGhumanGintestinalGtractUG
AppliedWandWEnvironmentalWMicrobiologySG2008SGdaSGXcacTe 4.8 371

337 sunctionalGanalysisGofGfourGbileGsaltGhydrolaseGandGpenicillinGacylaseGfamilyGmembersGinGyactobacillusG
plantarumGβpsSXUGAppliedWandWEnvironmentalWMicrobiologySG2008SGdaSGadXfTYc 4.8 139

336 vmprovementGofGyactobacillusGplantarumGaerobicGgrowthGasGdirectedGbyGcomprehensiveG
transcriptomeGanalysisUGAppliedWandWEnvironmentalWMicrobiologySG2008SGdaSGaddcTe 4.8 40

335 qifferentialGtranscriptionalGresponseGofGoifidobacteriumGlongumGtoGhumanGmilkSGformulaGmilkSGandG
galactooligosaccharideUGAppliedWandWEnvironmentalWMicrobiologySG2008SGdaSGacecTfa 4.8 76

334 vnteractomicsGinGtheGhumanGintestinegGyactobacilliGandGoifidobacteriaGmakeGaGdifferenceUGJournalWofW
ClinicalWGastroenterologySG2008SGaYGSupplGZG–tGYSGSXcZTd 3 51

333 plinicalGtrialgGmultispeciesGprobioticGsupplementationGalleviatesGtheGsymptomsGofGirritableGbowelG
syndromeGandGstabilizesGintestinalGmicrobiotaUGAlimentaryWPharmacologyWandWTherapeuticsSG2008SGYdSGaeTbd6.1 243

332 éhioredoxinGreductaseGisGaGkeyGfactorGinGtheGoxidativeGstressGresponseGofGyactobacillusGplantarumG
βpsSXUGMicrobialWCellWFactoriesSG2007SGcSGYf 6.4 83

331 zicrobialGcommunitiesGinGtheGhumanGsmallGintestinegGcouplingGdiversityGtoGmetagenomicsUGFutureW
MicrobiologySG2007SGYSGYebTfb 2.9 103

330 qiversityGofGtheGhumanGgastrointestinalGtractGmicrobiotaGrevisitedUGEnvironmentalWMicrobiologySG
2007SGfSGYXYbTZc 5.2 414

329
qynamicsGofGcompetitiveGpopulationGabundanceGofGyactobacillusGplantarumGiviGgeneGmutantsGinG
faecalGsamplesGafterGpassageGthroughGtheGgastrointestinalGtractGofGmiceUGJournalWofWAppliedW
MicrobiologySG2007SGXWZSGXaYaTZa

4.7 34

328 vdentificationGofGglucoseTfermentingGbacteriaGpresentGinGanGinGvitroGmodelGofGtheGhumanGintestineGbyG
R{nTstableGisotopeGprobingUGFEMSWMicrobiologyWEcologySG2007SGcWSGXYcTZb 4.3 64

327 terminationGofGoacillusGcereusGsporesGadheredGtoGstainlessGsteelUGInternationalWJournalWofWFoodW
MicrobiologySG2007SGXXcSGZcdTdX 5.8 40

326 vdentificationGofGtheGsigmaoGregulonGofGoacillusGcereusGandGconservationGofGsigmaoTregulatedGgenesG
inGlowTtpTcontentGgramTpositiveGbacteriaUGJournalWofWBacteriologySG2007SGXefSGaZeaTfW 3.5 49

325
éheGmicroT–etriGdishSGaGmillionTwellGgrowthGchipGforGtheGcultureGandGhighTthroughputGscreeningGofG
microorganismsUGProceedingsWofWtheWNationalWAcademyWofWSciencesWofWtheWUnitedWStatesWofWAmericaSG
2007SGXWaSGXeYXdTYY

11.5 217

324
vntestinalGintegrityGandGnkkermansiaGmuciniphilaSGaGmucinTdegradingGmemberGofGtheGintestinalG
microbiotaGpresentGinGinfantsSGadultsSGandGtheGelderlyUGAppliedWandWEnvironmentalWMicrobiologySG2007SG
dZSGddcdTdW

4.8 379

(2007-2008)
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323 vdentificationGofGprebioticGfructooligosaccharideGmetabolismGinGyactobacillusGplantarumGβpsSXG
throughGmicroarraysUGAppliedWandWEnvironmentalWMicrobiologySG2007SGdZSGXdbZTcb 4.8 170

322 tenerationGofGaGmembraneGpotentialGbyGyactococcusGlactisGthroughGaerobicGelectronGtransportUG
JournalWofWBacteriologySG2007SGXefSGbYWZTf 3.5 56

321 SpatialGandGtemporalGexpressionGofGyactobacillusGplantarumGgenesGinGtheGgastrointestinalGtractsGofG
miceUGAppliedWandWEnvironmentalWMicrobiologySG2007SGdZSGXYaTZY 4.8 103

320 zetaproteomicsGapproachGtoGstudyGtheGfunctionalityGofGtheGmicrobiotaGinGtheGhumanGinfantG
gastrointestinalGtractUGAppliedWandWEnvironmentalWMicrobiologySG2007SGdZSGXZeeTfY 4.8 133

319
éheGnovelGporcineGyactobacillusGsobriusGstrainGprotectsGintestinalGcellsGfromGenterotoxigenicG
rscherichiaGcoliGxeeGinfectionGandGpreventsGmembraneGbarrierGdamageUGJournalWofWNutritionSG2007SG
XZdSGYdWfTXc

4.1 117

318 ndvancedGmolecularGtoolsGforGtheGidentificationGofGlacticGacidGbacteriaUGJournalWofWNutritionSG2007SG
XZdSGdaXSTdS 4.1 88

317 –seudovitaminGoOXYPGisGtheGcorrinoidGproducedGbyGyactobacillusGreuteriGpRyXWfeGunderGanaerobicG
conditionsUGFEBSWLettersSG2007SGbeXSGaecbTdW 3.8 64

316 pharacterizationGofGtheGroleGofGparaTaminobenzoicGacidGbiosynthesisGinGfolateGproductionGbyG
yactococcusGlactisUGAppliedWandWEnvironmentalWMicrobiologySG2007SGdZSGYcdZTeX 4.8 91

315 zakingGsenseGofGquorumGsensingGinGlactobacilligGaGspecialGfocusGonGyactobacillusGplantarumGβpsSXUG
MicrobiologyWgUnitedWKingdomhSG2007SGXbZSGZfZfTZfad 2.9 66

314 {utridynamicsTTstudyingGtheGdynamicsGofGfoodGcomponentsGinGproductsGandGinGtheGconsumerUG
CurrentWOpinionWinWBiotechnologySG2006SGXdSGYXdTYb 11.4 22

313 pharacterizationGofGpprxXSGaGpR–Vs{RTtypeGtranscriptionalGregulatorGofGhalorespirationGfromG
qesulfitobacteriumGhafnienseUGJournalWofWBacteriologySG2006SGXeeSGYcWaTXZ 3.5 38

312 yactobacillusGsobriusGspUGnovUSGabundantGinGtheGintestineGofGweaningGpigletsUGInternationalWJournalWofW
SystematicWandWEvolutionaryWMicrobiologySG2006SGbcSGYfTZY 2.2 43

311 pharacterizationGofGgerminationGreceptorsGofGoacillusGcereusGnéppGXabdfUGAppliedWandW
EnvironmentalWMicrobiologySG2006SGdYSGaaTbZ 4.8 64

310
vnfluenceGofGsporulationGmediumGcompositionGonGtranscriptionGofGgerGoperonsGandGtheGgerminationG
responseGofGsporesGofGoacillusGcereusGnéppGXabdfUGAppliedWandWEnvironmentalWMicrobiologySG2006SG
dYSGZdacTf

4.8 55

309 nnalysisGofGgrowthGofGyactobacillusGplantarumGβpsSXGonGaGcomplexGmediumGusingGaGgenomeTscaleG
metabolicGmodelUGJournalWofWBiologicalWChemistrySG2006SGYeXSGaWWaXTe 5.4 212

308 SafeGuseGofGgeneticallyGmodifiedGlacticGacidGbacteriaGinGfoodUGoridgingGtheGgapGbetweenGconsumersSG
greenGgroupsSGandGindustryUGElectronicWJournalWofWBiotechnologySG2006SGfSGWTW 3.1 41

307
zolecularGcharacterizationGofGaGconservedGarchaealGcopperGresistanceGOcopPGgeneGclusterGandGitsG
copperTresponsiveGregulatorGinGSulfolobusGsolfataricusG–YUGMicrobiologyWgUnitedWKingdomhSG2006SG
XbYSGXfcfTXfdf

2.9 46

306 vdentificationGofGaGnovelGalphaTgalactosidaseGfromGtheGhyperthermophilicGarchaeonGSulfolobusG
solfataricusUGJournalWofWBacteriologySG2006SGXeeSGYZfYTf 3.5 43
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305 vdentificationGofGtheGmissingGlinksGinGprokaryoticGpentoseGoxidationGpathwaysgGevidenceGforGenzymeG
recruitmentUGJournalWofWBiologicalWChemistrySG2006SGYeXSGYdZdeTee 5.4 92

304 yactobacillusGplantarumâ��survivalSGfunctionalGandGpotentialGprobioticGpropertiesGinGtheGhumanG
intestinalGtractUGInternationalWDairyWJournalSG2006SGXcSGXWXeTXWYe 3.5 322

303 oeyondGdiversitygGfunctionalGmicrobiomicsGofGtheGhumanGcolonUGTrendsWinWMicrobiologySG2006SGXaSGecTfX 12.4 155

302 fGsunctionalGtenomicsGofGtheGéhermoTncidophilicGnrchaeonGSulfolobusGsolfataricusUGMethodsWinW
MicrobiologySG2006SGZbSGYWXTYZX 2.8

301 –roteomicGanalysisGofGlogGtoGstationaryGgrowthGphaseGyactobacillusGplantarumGcellsGandGaGYTqrG
databaseUGProteomicsSG2006SGcSGcaebTfZ 4.8 87

300 –ostTnatalGdevelopmentGofGtheGporcineGmicrobiotaGcompositionGandGactivitiesUGEnvironmentalW
MicrobiologySG2006SGeSGXXfXTf 5.2 200

299 vdentificationGofGaGglycolyticGregulonGinGtheGarchaeaG–yrococcusGandGéhermococcusUGFEMSW
MicrobiologyWLettersSG2006SGYcWSGcfTdc 2.9 27

298 rukaryoticGdiversityGinGhistoricalGsoilGsamplesUGFEMSWMicrobiologyWEcologySG2006SGbdSGaYWTe 4.3 61

297 q{nGmicroTarrayTbasedGidentificationGofGbileTresponsiveGgenesGinGyactobacillusGplantarumUGJournalW
ofWAppliedWMicrobiologySG2006SGXWWSGdYeTZe 4.7 121

296 nGmicrobialGworldGwithinGusUGMolecularWMicrobiologySG2006SGbfSGXcZfTbW 4.1 299

295 vsolationGofGq{nGfromGbacterialGsamplesGofGtheGhumanGgastrointestinalGtractUGNatureWProtocolsSG2006
SGXSGedWTZ 18.8 108

294 vsolationGofGR{nGfromGbacterialGsamplesGofGtheGhumanGgastrointestinalGtractUGNatureWProtocolsSG2006
SGXSGfbaTf 18.8 74

293 vnfluenceGofGglutamateGonGgrowthSGsporulationSGandGsporeGpropertiesGofGoacillusGcereusGnéppGXabdfG
inGdefinedGmediumUGAppliedWandWEnvironmentalWMicrobiologySG2005SGdXSGZYaeTba 4.8 45

292 sunctionalGanalysisGofGthreeGplasmidsGfromGyactobacillusGplantarumUGAppliedWandWEnvironmentalW
MicrobiologySG2005SGdXSGXYYZTZW 4.8 80

291 qiversitySGvitalityGandGactivitiesGofGintestinalGlacticGacidGbacteriaGandGbifidobacteriaGassessedGbyG
molecularGapproachesUGFEMSWMicrobiologyWReviewsSG2005SGYfSGaddTafW 15.1 112

290 –robioticGandGotherGfunctionalGmicrobesgGfromGmarketsGtoGmechanismsUGCurrentWOpinionWinW
BiotechnologySG2005SGXcSGYWaTXX 11.4 295

289 sunctionalGingredientGproductiongGapplicationGofGglobalGmetabolicGmodelsUGCurrentWOpinionWinW
BiotechnologySG2005SGXcSGXfWTd 11.4 32

288 qiscoveringGnovelGbiologyGbyGinGsilicoGarchaeologyUGNatureWReviewsWMicrobiologySG2005SGZSGebfTcf 22.2 19

(2005-2006)
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287 pharacterizationGandGmodeGofGactionGofGanGexopolygalacturonaseGfromGtheGhyperthermophilicG
bacteriumGéhermotogaGmaritimaUGFEBSWJournalSG2005SGYdYSGbacaTdZ 5.7 41

286 önityGinGorganisationGandGregulationGofGcatabolicGoperonsGinGyactobacillusGplantarumSGyactococcusG
lactisGandGyisteriaGmonocytogenesUGSystematicWandWAppliedWMicrobiologySG2005SGYeSGXedTfb 4.2 25

285 rnrichmentGandGdetectionGofGmicroorganismsGinvolvedGinGdirectGandGindirectGmethanogenesisGfromG
methanolGinGanGanaerobicGthermophilicGbioreactorUGMicrobialWEcologySG2005SGbWSGaaWTc 4.4 24

284
qifferentGcontrolGmechanismsGregulateGglucoamylaseGandGproteaseGgeneGtranscriptionGinG
nspergillusGoryzaeGinGsolidTstateGandGsubmergedGfermentationUGAppliedWMicrobiologyWandW
BiotechnologySG2005SGcdSGdbTeY

5.7 46

283 qeletionGofGsigoGinGoacillusGcereusGaffectsGsporeGpropertiesUGFEMSWMicrobiologyWLettersSG2005SGYbYSGXcfTdZ2.9 8

282 nnGagrTlikeGtwoTcomponentGregulatoryGsystemGinGyactobacillusGplantarumGisGinvolvedGinGproductionG
ofGaGnovelGcyclicGpeptideGandGregulationGofGadherenceUGJournalWofWBacteriologySG2005SGXedSGbYYaTZb 3.5 131

281 rxploringGyactobacillusGplantarumGgenomeGdiversityGbyGusingGmicroarraysUGJournalWofWBacteriologySG
2005SGXedSGcXXfTYd 3.5 210

280 rngineeringGaGselectableGmarkerGforGhyperthermophilesUGJournalWofWBiologicalWChemistrySG2005SGYeWSGXXaYYTZX5.4 70

279 qeletionGofGtheGsigoGgeneGinGoacillusGcereusGnéppGXabdfGleadsGtoGhydrogenGperoxideG
hyperresistanceUGAppliedWandWEnvironmentalWMicrobiologySG2005SGdXSGcaYdTZW 4.8 17

278 }verproductionGofGheterologousGmannitolGXTphosphatasegGaGkeyGfactorGforGengineeringGmannitolG
productionGbyGyactococcusGlactisUGAppliedWandWEnvironmentalWMicrobiologySG2005SGdXSGXbWdTXa 4.8 49

277
éheGfirstGtrueGobligatelyGsyntrophicGpropionateToxidizingGbacteriumSG–elotomaculumGschinkiiGspUG
novUSGcoTculturedGwithGzethanospirillumGhungateiSGandGemendedGdescriptionGofGtheGgenusG
–elotomaculumUGInternationalWJournalWofWSystematicWandWEvolutionaryWMicrobiologySG2005SGbbSGXcfdTXdWZ

2.2 111

276 gerRSGaGnovelGgerGoperonGinvolvedGinGyTalanineTGandGinosineTinitiatedGgerminationGofGoacillusGcereusG
néppGXabdfUGAppliedWandWEnvironmentalWMicrobiologySG2005SGdXSGddaTeX 4.8 62

275 RepresentationalGdifferenceGanalysisGandGrealTtimeG–pRGforGstrainTspecificGquantificationGofG
yactobacillusGsobriusGspUGnovUGAppliedWandWEnvironmentalWMicrobiologySG2005SGdXSGdbdeTeX 4.8 37

274 yipotechoicGacidGinGlactobacilligGqTalanineGmakesGtheGdifferenceUGProceedingsWofWtheWNationalW
AcademyWofWSciencesWofWtheWUnitedWStatesWofWAmericaSG2005SGXWYSGXWdcZTa 11.5 14

273 polonicGmicrobiotaGsignaturesGacrossGfiveGnorthernGruropeanGcountriesUGAppliedWandWEnvironmentalW
MicrobiologySG2005SGdXSGaXbZTb 4.8 210

272 ploningGandGexpressionGofGislandisinSGaGnewGthermostableGsubtilisinGfromGservidobacteriumG
islandicumSGinGrscherichiaGcoliUGAppliedWandWEnvironmentalWMicrobiologySG2005SGdXSGZfbXTe 4.8 27

271 oiodiversityTbasedGidentificationGandGfunctionalGcharacterizationGofGtheGmannoseTspecificGadhesinG
ofGyactobacillusGplantarumUGJournalWofWBacteriologySG2005SGXedSGcXYeTZc 3.5 242

270 tenomeTbasedGinGsilicoGdetectionGofGputativeGmanganeseGtransportGsystemsGinGyactobacillusG
plantarumGandGtheirGgeneticGanalysisUGMicrobiologyWgUnitedWKingdomhSG2005SGXbXSGXYYfTZe 2.9 54
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269 pompleteGsequencesGofGfourGplasmidsGofGyactococcusGlactisGsubspUGcremorisGSxXXGrevealGextensiveG
adaptationGtoGtheGdairyGenvironmentUGAppliedWandWEnvironmentalWMicrobiologySG2005SGdXSGeZdXTeY 4.8 114

268 teneticGdiversityGofGviableSGinjuredSGandGdeadGfecalGbacteriaGassessedGbyGfluorescenceTactivatedGcellG
sortingGandGXcSGrR{nGgeneGanalysisUGAppliedWandWEnvironmentalWMicrobiologySG2005SGdXSGacdfTef 4.8 166

267 nnalysisGofGtheGroleGofGRsbαSGRsbβSGandGRsbYGinGregulatingG{sigma}oGactivityGinGoacillusGcereusUG
JournalWofWBacteriologySG2005SGXedSGbeacTbX 3.5 39

266 qiversitySGvitalityGandGactivitiesGofGintestinalGlacticGacidGbacteriaGandGbifidobacteriaGassessedGbyG
molecularGapproachesUGFEMSWMicrobiologyWReviewsSG2005SGYfSGaddTfW 15.1 54

265 SpecificGresponseGofGaGnovelGandGabundantGyactobacillusGamylovorusTlikeGphylotypeGtoGdietaryG
prebioticsGinGtheGgutsGofGweaningGpigletsUGAppliedWandWEnvironmentalWMicrobiologySG2004SGdWSGZeYXTZW 4.8 163

264 vdentificationGandGfunctionalGcharacterizationGofGtheGyactococcusGlactisGrfbGoperonSGrequiredGforG
déq–TrhamnoseGoiosynthesisUGJournalWofWBacteriologySG2004SGXecSGXYZfTae 3.5 29

263 vnsertionTsequenceTmediatedGmutationsGisolatedGduringGadaptationGtoGgrowthGandGstarvationGinG
yactococcusGlactisUGGeneticsSG2004SGXceSGXXabTbd 4 35

262 SelectionGandGcharacterizationGofGconditionallyGactiveGpromotersGinGyactobacillusGplantarumSGusingG
alanineGracemaseGasGaGpromoterGprobeUGAppliedWandWEnvironmentalWMicrobiologySG2004SGdWSGZXWTd 4.8 31

261
teneticGcharacterizationGofGtheGbileGsaltGresponseGinGyactobacillusGplantarumGandGanalysisGofG
responsiveGpromotersGinGvitroGandGinGsituGinGtheGgastrointestinalGtractUGJournalWofWBacteriologySG2004SG
XecSGdeYfTZb

3.5 114

260
qevelopmentGandGapplicationGofGaGselectiveG–pRTdenaturingGgradientGgelGelectrophoresisGapproachG
toGdetectGaGrecentlyGcultivatedGoacillusGgroupGpredominantGinGsoilUGAppliedWandWEnvironmentalW
MicrobiologySG2004SGdWSGbeWXTf

4.8 14

259 trowthGandGsporulationGofGoacillusGcereusGnéppGXabdfGunderGdefinedGconditionsgGtemporalG
expressionGofGgenesGforGkeyGsigmaGfactorsUGAppliedWandWEnvironmentalWMicrobiologySG2004SGdWSGYbXaTf 4.8 57

258 éransformationGofGfolateTconsumingGyactobacillusGgasseriGintoGaGfolateGproducerUGAppliedWandW
EnvironmentalWMicrobiologySG2004SGdWSGZXacTe 4.8 54

257 éheGalternativeGsigmaGfactorGsigmaoGofGoacillusGcereusgGresponseGtoGstressGandGroleGinGheatG
adaptationUGJournalWofWBacteriologySG2004SGXecSGZXcTYb 3.5 70

256 vdentificationGofGsigmaoTdependentGgenesGinGoacillusGcereusGbyGproteomeGandGinGvitroGtranscriptionG
analysisUGJournalWofWBacteriologySG2004SGXecSGaXWWTf 3.5 22

255 SubstrateTinducedGproductionGandGsecretionGofGcellulasesGbyGplostridiumGacetobutylicumUGAppliedW
andWEnvironmentalWMicrobiologySG2004SGdWSGbYZeTaZ 4.8 51

254 vdentificationGandGfunctionalGverificationGofGarchaealTtypeGphosphoenolpyruvateGcarboxylaseSGaG
missingGlinkGinGarchaealGcentralGcarbohydrateGmetabolismUGJournalWofWBacteriologySG2004SGXecSGddbaTcY 3.5 31

253 éheGintestinalGmucosaGasGaGhabitatGofGtheGgutGmicrobiotaGandGaGrationalGtargetGforGprobioticG
functionalityGandGsafetyUGMicrobialWEcologyWinWHealthWandWDiseaseSG2004SGXcSGXZdTXaa 7

252 zolecularGmethodsGforGtheGanalysisGofGgutGmicrobiotaUGMicrobialWEcologyWinWHealthWandWDiseaseSG2004SG
XcSGdXTeb 18

(2004-2005)
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251 nkkermansiaGmuciniphilaGgenUGnovUSGspUGnovUSGaGhumanGintestinalGmucinTdegradingGbacteriumUG
InternationalWJournalWofWSystematicWandWEvolutionaryWMicrobiologySG2004SGbaSGXacfTXadc 2.2 1080

250 éheGfoodSGtvTtractGfunctionalityGandGhumanGhealthGclustergG–R}röurnyéuGandGbeyondUGMicrobialW
EcologyWinWHealthWandWDiseaseSG2004SGXcSGccTdW

249 rngineeringGmetabolicGhighwaysGinGyactococciGandGotherGlacticGacidGbacteriaUGTrendsWinWBiotechnology
SG2004SGYYSGdYTf 15.1 116

248 nnaerobicGmicrobialGdehalogenationUGAnnualWReviewWofWMicrobiologySG2004SGbeSGaZTdZ 17.5 396

247 –ostTgenomicsGofGlacticGacidGbacteriaGandGotherGfoodTgradeGbacteriaGtoGdiscoverGgutGfunctionalityUG
CurrentWOpinionWinWBiotechnologySG2004SGXbSGecTfZ 11.4 47

246 vdentificationGofGyactobacillusGplantarumGgenesGthatGareGinducedGinGtheGgastrointestinalGtractGofG
miceUGJournalWofWBacteriologySG2004SGXecSGbdYXTf 3.5 198

245 nutoregulationGofGsubtilinGbiosynthesisGinGoacillusGsubtilisgGtheGroleGofGtheGspaTboxGinG
subtilinTresponsiveGpromotersUGPeptidesSG2004SGYbSGXaXbTYa 3.8 36

244 }ptimisingGsingleGcellGactivityGassessmentGofGyactobacillusGplantarumGbyGfluorescentGinGsituG
hybridisationGasGaffectedGbyGgrowthUGJournalWofWMicrobiologicalWMethodsSG2004SGbfSGXWfTXb 2.8 14

243 prystalGstructureGofGfervidolysinGfromGservidobacteriumGpennivoransSGaGkeratinolyticGenzymeG
relatedGtoGsubtilisinUGJournalWofWMolecularWBiologySG2004SGZZbSGdedTfd 6.5 48

242 –rogressGinGsoodTrelatedGResearchGsocussingGonGoacillusGcereusUGMicrobesWandWEnvironmentsSG2004SG
XfSGYcbTYcf 2.6 4

241 zicrobialGsunctionalityGinGtheGuumanGtastrointestinalGéractUGMicrobesWandWEnvironmentsSG2004SGXfSGYdcTYeW2.6 3

240 vdentificationGandGzolecularGpharacterizationGofGaG{ovelGéypeGofG˛–TgalactosidaseGfromG–yrococcusG
furiosusUGBiocatalysisWandWBiotransformationSG2003SGYXSGYaZTYbY 2.5 24

239 vncreasedGexopolysaccharideGproductionGinGyactococcusGlactisGdueGtoGincreasedGlevelsGofGexpressionG
ofGtheG{vZ}GoaWGepsGgeneGclusterUGAppliedWandWEnvironmentalWMicrobiologySG2003SGcfSGbWYfTZX 4.8 42

238 éRnSugGaGnovelGmetalTbindingGdomainGpredictedGtoGbeGinvolvedGinGheavyTmetalGsensingSGtraffickingG
andGresistanceUGTrendsWinWBiochemicalWSciencesSG2003SGYeSGXdWTZ 10.3 63

237 nnalysisGofGXcSGrq{nGrevealsGbacterialGshiftGduringGinGvitroGfermentationGofGfermentableG
carbohydrateGusingGpigletGfaecesGasGinoculumUGAnaerobeSG2003SGfSGXdbTeW 2.8 43

236 qevelopmentGofGbacterialGandGbifidobacterialGcommunitiesGinGfecesGofGnewbornGbabiesUGAnaerobeSG
2003SGfSGYXfTYf 2.8 154

235 zolecularGcharacterizationGofGuY}YTformingG{nquGoxidasesGfromGnrchaeoglobusGfulgidusUGFEBSW
JournalSG2003SGYdWSGYeebTfa 39

234 éheGyrpGfamilyGofGtranscriptionalGregulatorsUGMolecularWMicrobiologySG2003SGaeSGYedTfa 4.1 223
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233
rffectGofGfermentableGcarbohydratesGonGpigletGfaecalGbacterialGcommunitiesGasGrevealedGbyG
denaturingGgradientGgelGelectrophoresisGanalysisGofGXcSGribosomalGq{nUGFEMSWMicrobiologyWEcologySG
2003SGaZSGYYbTZb

4.3 131

232 vncreasedGproductionGofGfolateGbyGmetabolicGengineeringGofGyactococcusGlactisUGAppliedWandW
EnvironmentalWMicrobiologySG2003SGcfSGZWcfTdc 4.8 147

231 pompleteGgenomeGsequenceGofGyactobacillusGplantarumGβpsSXUGProceedingsWofWtheWNationalW
AcademyWofWSciencesWofWtheWUnitedWStatesWofWAmericaSG2003SGXWWSGXffWTb 11.5 1107

230 oacterialGgeneGexpressionGdetectedGinGhumanGfaecesGbyGreverseGtranscriptionT–pRUGJournalWofW
MicrobiologicalWMethodsSG2003SGbbSGXZZTaW 2.8 13

229 rngineeringGofGcarbonGdistributionGbetweenGglycolysisGandGsugarGnucleotideGbiosynthesisGinG
yactococcusGlactisUGAppliedWandWEnvironmentalWMicrobiologySG2003SGcfSGXXYfTZb 4.8 54

228 pontrolledGmodulationGofGfolateGpolyglutamylGtailGlengthGbyGmetabolicGengineeringGofGyactococcusG
lactisUGAppliedWandWEnvironmentalWMicrobiologySG2003SGcfSGdXWXTd 4.8 39

227 –roductionGbyGplostridiumGacetobutylicumGnéppGeYaGofGpeltSGaGcellulosomalGglycosideGhydrolaseG
belongingGtoGfamilyGfUGAppliedWandWEnvironmentalWMicrobiologySG2003SGcfSGecfTdd 4.8 26

226 pharacterizationSGexpressionSGandGmutationGofGtheGyactococcusGlactisGgal–zxérGgenesSGinvolvedGinG
galactoseGutilizationGviaGtheGyeloirGpathwayUGJournalWofWBacteriologySG2003SGXebSGedWTe 3.5 60

225
qescriptionGofGSulfurospirillumGhalorespiransGspUGnovUSGanGanaerobicSGtetrachloroetheneTrespiringG
bacteriumSGandGtransferGofGqehalospirillumGmultivoransGtoGtheGgenusGSulfurospirillumGasG
SulfurospirillumGmultivoransGcombUGnovUGInternationalWJournalWofWSystematicWandWEvolutionaryW
MicrobiologySG2003SGbZSGdedTdfZ

2.2 150

224
uighTthroughputG–pRGscreeningGofGgenesGforGthreeTcomponentGregulatoryGsystemGputativelyG
involvedGinGquorumGsensingGfromGlowTtGRGpGgramTpositiveGbacteriaUGBiosciencekWBiotechnologyWandW
BiochemistrySG2003SGcdSGaeWTf

2.1 20

223 zolecularGanalysisGofGtheGroleGofGtwoGaromaticGaminotransferasesGandGaGbroadTspecificityGaspartateG
aminotransferaseGinGtheGaromaticGaminoGacidGmetabolismGofG–yrococcusGfuriosusUGArchaeaSG2002SGXSGXZZTaX2 16

222 zolecularGcharacterizationGofGfervidolysinSGaGsubtilisinTlikeGserineGproteaseGfromGtheGthermophilicG
bacteriumGservidobacteriumGpennivoransUGExtremophilesSG2002SGcSGXebTfa 3 40

221 nspergillusGoryzaeGinGsolidTstateGandGsubmergedGfermentationsUG–rogressGreportGonGaG
multiTdisciplinaryGprojectUGFEMSWYeastWResearchSG2002SGYSGYabTe 3.1 61

220 pellGtoGcellGcommunicationGbyGautoinducingGpeptidesGinGgramTpositiveGbacteriaUGAntonieWVanW
LeeuwenhoekSG2002SGeXSGYZZTaZ 2.1 193

219 éheGvntestinalGynosUGAntonieWVanWLeeuwenhoekSG2002SGeYSGZaXTZbY 2.1 121

218
zolecularGdiversityGofGyactobacillusGsppUGandGotherGlacticGacidGbacteriaGinGtheGhumanGintestineGasG
determinedGbyGspecificGamplificationGofGXcSGribosomalGq{nUGAppliedWandWEnvironmentalWMicrobiology
SG2002SGceSGXXaTYZ

4.8 561

217
—uantificationGofGunculturedGRuminococcusGobeumTlikeGbacteriaGinGhumanGfecalGsamplesGbyG
fluorescentGinGsituGhybridizationGandGflowGcytometryGusingGXcSGrR{nTtargetedGprobesUGAppliedWandW
EnvironmentalWMicrobiologySG2002SGceSGaYYbTZY

4.8 106

216 éheGSulfolobusGsolfataricusGyrpTlikeGproteinGyyszGregulatesGlysineGbiosynthesisGinGresponseGtoGlysineG
availabilityUGJournalWofWBiologicalWChemistrySG2002SGYddSGYfbZdTaf 5.4 91

(2002-2003)
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215 pharacterizationGofGplasmidGpRéXGfromG–yrococcusGspUGstrainGwéXUGJournalWofWBacteriologySG2002SGXeaSGYbcXTc3.5 29

214 qiversityGofGoifidobacteriumGandGyactobacillusGsppUGinGoreastTsedGandGsormulaTsedGvnfantsGasG
nssessedGbyGXcSGrq{nGSequenceGqifferencesUGMicrobialWEcologyWinWHealthWandWDiseaseSG2002SGXaSGfdTXWb 32

213 soodSGtvTtractGsunctionalityGandGuumanGuealthGplustergG–R}röurnyéuUGMicrobialWEcologyWinWHealthW
andWDiseaseSG2002SGXaSGcbTda 11

212 qiversitySGdynamicsSGandGactivityGofGbacterialGcommunitiesGduringGproductionGofGanGartisanalGSicilianG
cheeseGasGevaluatedGbyGXcSGrR{nGanalysisUGAppliedWandWEnvironmentalWMicrobiologySG2002SGceSGXeeYTfY 4.8 297

211 öseGofGtheGalrGgeneGasGaGfoodTgradeGselectionGmarkerGinGlacticGacidGbacteriaUGAppliedWandW
EnvironmentalWMicrobiologySG2002SGceSGbccZTdW 4.8 78

210 zolecularGandGbiochemicalGcharacterizationGofGaGdistinctGtypeGofGfructoseTXScTbisphosphataseGfromG
–yrococcusGfuriosusUGJournalWofWBacteriologySG2002SGXeaSGZaWXTb 3.5 30

209 zultiparametricGflowGcytometryGandGcellGsortingGforGtheGassessmentGofGviableSGinjuredSGandGdeadG
bifidobacteriumGcellsGduringGbileGsaltGstressUGAppliedWandWEnvironmentalWMicrobiologySG2002SGceSGbYWfTXc 4.8 226

208
zucosaTassociatedGbacteriaGinGtheGhumanGgastrointestinalGtractGareGuniformlyGdistributedGalongGtheG
colonGandGdifferGfromGtheGcommunityGrecoveredGfromGfecesUGAppliedWandWEnvironmentalWMicrobiology
SG2002SGceSGZaWXTd

4.8 637

207 zolecularGmonitoringGofGsuccessionGofGbacterialGcommunitiesGinGhumanGneonatesUGAppliedWandW
EnvironmentalWMicrobiologySG2002SGceSGYXfTYc 4.8 651

206 teneticsGofGstreptococciSGlactococciSGandGenterococcigGreviewGofGtheGsixthGinternationalGconferenceUG
JournalWofWBacteriologySG2002SGXeaSGcWebTfY 3.5 18

205 nq–TdependentGglucokinaseGandGphosphofructokinaseGfromG–yrococcusGfuriosusUGMethodsWinW
EnzymologySG2001SGZZXSGaXTbZ 1.7 11

204 nGqesulfitobacteriumGstrainGisolatedGfromGhumanGfecesGthatGdoesGnotGdechlorinateGchloroethenesG
orGchlorophenolsUGArchivesWofWMicrobiologySG2001SGXdbSGZefTfa 3 30

203 éwoGdistinctGenzymeGsystemsGareGresponsibleGforGtetrachloroetheneGandGchlorophenolGreductiveG
dehalogenationGinGqesulfitobacteriumGstrainG–prXUGArchivesWofWMicrobiologySG2001SGXdcSGXcbTf 3 47

202 teneticGandGbiochemicalGcharacterizationGofGaGshortTchainGalcoholGdehydrogenaseGfromGtheG
hyperthermophilicGarchaeonG–yrococcusGfuriosusUGFEBSWJournalSG2001SGYceSGZWcYTe 42

201 telatinaseGbiosynthesisTactivatingGpheromonegGaGpeptideGlactoneGthatGmediatesGaGquorumGsensingG
inGrnterococcusGfaecalisUGMolecularWMicrobiologySG2001SGaXSGXabTba 4.1 211

200 ndvancesGinGgenomicsGforGmicrobialGfoodGfermentationsGandGsafetyUGCurrentWOpinionWinW
BiotechnologySG2001SGXYSGafZTe 11.4 39

199 éheG{nquGoxidaseGfromG–yrococcusGfuriosusUGvmplicationsGforGtheGprotectionGofGanaerobicG
hyperthermophilesGagainstGoxidativeGstressUGFEBSWJournalSG2001SGYceSGbeXcTYZ 53

198 vmprovedGoligosaccharideGsynthesisGbyGproteinGengineeringGofGbetaTglucosidaseGpeloGfromG
hyperthermophilicG–yrococcusGfuriosusUGBiotechnologyWandWBioengineeringSG2001SGdZSGYWZTXW 4.9 72

WillemtMtDetVos

30



197 prystalGstructureGofGtheGyrpTlikeGtranscriptionalGregulatorGfromGtheGarchaeonG–yrococcusGfuriosusUG
EMBOWJournalSG2001SGYWSGffWTd 13 125

196
–olymeraseGchainGreactionGandGdenaturingGgradientGgelGelectrophoresisGmonitoringGofGfecalG
bifidobacteriumGpopulationsGinGaGprebioticGandGprobioticGfeedingGtrialUGSystematicWandWAppliedW
MicrobiologySG2001SGYaSGYYdTZX

4.2 83

195 q{nGisolationGprotocolsGaffectGtheGdetectionGlimitGofG–pRGapproachesGofGbacteriaGinGsamplesGfromG
theGhumanGgastrointestinalGtractUGSystematicWandWAppliedWMicrobiologySG2001SGYaSGaWbTXW 4.2 96

194 sunctionalGanalysisGofGtheGyactococcusGlactisGgalöGandGgalrGgenesGandGtheirGimpactGonGsugarG
nucleotideGandGexopolysaccharideGbiosynthesisUGAppliedWandWEnvironmentalWMicrobiologySG2001SGcdSGZWZZTaW4.8 101

193 betaTtlucosidaseGpeloGfromG–yrococcusGfuriosusgGproductionGbyGrscherichiaGcoliSGpurificationSGandGinG
vitroGevolutionUGMethodsWinWEnzymologySG2001SGZZWSGZcaTdf 1.7 21

192 nq–TdependentGphosphofructokinasesGinGmesophilicGandGthermophilicGmethanogenicGarchaeaUG
JournalWofWBacteriologySG2001SGXeZSGdXabTbZ 3.5 46

191
éheGphosphoglucoseGisomeraseGfromGtheGhyperthermophilicGarchaeonG–yrococcusGfuriosusGisGaG
uniqueGglycolyticGenzymeGthatGbelongsGtoGtheGcupinGsuperfamilyUGJournalWofWBiologicalWChemistrySG
2001SGYdcSGaWfYcTZY

5.4 45

190 RelationshipGbetweenGglycolysisGandGexopolysaccharideGbiosynthesisGinGyactococcusGlactisUGAppliedW
andWEnvironmentalWMicrobiologySG2001SGcdSGZZTaX 4.8 82

189 poldGshockGproteinsGofGyactococcusGlactisGztXZcZGareGinvolvedGinGcryoprotectionGandGinGtheG
productionGofGcoldTinducedGproteinsUGAppliedWandWEnvironmentalWMicrobiologySG2001SGcdSGbXdXTe 4.8 47

188 qevelopmentGofGaGgeneGcloningGandGinactivationGsystemGforGhalorespiringGqesulfitobacteriumG
dehalogenansUGAppliedWandWEnvironmentalWMicrobiologySG2001SGcdSGbfXTd 4.8 14

187 nctivationGofGsilentGgalGgenesGinGtheGlacTgalGregulonGofGStreptococcusGthermophilusUGJournalWofW
BacteriologySG2001SGXeZSGXXeaTfa 3.5 78

186 rnergyGyieldGofGrespirationGonGchloroaromaticGcompoundsGinGqesulfitobacteriumGdehalogenansUG
AppliedWandWEnvironmentalWMicrobiologySG2001SGcdSGZfbeTcZ 4.8 32

185
plostridiumGbeijerinckiiGcellsGexpressingG{eocallimastixGpatriciarumGglycosideGhydrolasesGshowG
enhancedGlichenanGutilizationGandGsolventGproductionUGAppliedWandWEnvironmentalWMicrobiologySG2001
SGcdSGbXYdTZZ

4.8 36

184 pharacterizationGofGbetaTglycosylhydrolasesGfromG–yrococcusGfuriosusUGMethodsWinWEnzymologySG
2001SGZZWSGZYfTac 1.7 17

183 phapterGaGéheGroleGofGcoldTshockGproteinsGinGlowTtemperatureGadaptationUGCellWandWMolecularW
ResponseWToWStressSG2001SGYSGaZTbc 3

182 oifidobacterialGdiversityGinGhumanGfecesGdetectedGbyGgenusTspecificG–pRGandGdenaturingGgradientG
gelGelectrophoresisUGAppliedWandWEnvironmentalWMicrobiologySG2001SGcdSGbWaTXZ 4.8 363

181 nGtwoTcomponentGsignalTtransductionGcascadeGinGparnobacteriumGpiscicolaGyαXdogGtwoGsignalingG
peptidesGandGoneGsensorTtransmitterUGPeptidesSG2001SGYYSGXbfdTcWX 3.8 31

180 SugarGcatabolismGandGitsGimpactGonGtheGbiosynthesisGandGengineeringGofGexopolysaccharideG
productionGinGlacticGacidGbacteriaUGInternationalWDairyWJournalSG2001SGXXSGdYZTdZY 3.5 93

(2001-2001)
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179
–urificationSGcharacterizationSGandGmolecularGmodelingGofGpyrolysinGandGotherGextracellularG
thermostableGserineGproteasesGfromGhyperthermophilicGmicroorganismsUGMethodsWinWEnzymologySG
2001SGZZWSGZeZTfZ

1.7 14

178 uierarchicalGcontrolGversusGautoregulationGofGcarbohydrateGutilizationGinGbacteriaUGJournalWofW
MolecularWMicrobiologyWandWBiotechnologySG2001SGZSGaWXTXZ 0.9 20

177 SpatialGdistributionGofGXcSGrR{nGlevelsGfromGunculturedGacidobacteriaGinGsoilUGLettersWinWAppliedW
MicrobiologySG2000SGZXSGXXeTYY 2.9 15

176 ualorespiringGbacteriaTmolecularGcharacterizationGandGdetectionUGEnzymeWandWMicrobialWTechnologySG
2000SGYdSGeXYTeYW 3.8 43

175 {ucleotideGsequenceGanalysisGofGtheGlactococcalGr–SGplasmidGp{ZaWWWUGPlasmidSG2000SGaZSGXZWTc 3.3 47

174
ötilisationGofGsaccharidesGinGextrudedGdomesticGorganicGwasteGbyGplostridiumGacetobutylicumGnéppG
eYaGforGproductionGofGacetoneSGbutanolGandGethanolUGAppliedWMicrobiologyWandWBiotechnologySG2000SG
baSGXcYTd

5.7 65

173 nctivityGandGstabilityGofGhyperthermophilicGenzymesgGaGcomparativeGstudyGonGtwoGarchaealG
betaTglycosidasesUGExtremophilesSG2000SGaSGXbdTca 3 31

172 nnGyrpTlikeGtranscriptionalGregulatorGfromGtheGarchaeonG–yrococcusGfuriosusGisGnegativelyG
autoregulatedUGJournalWofWBiologicalWChemistrySG2000SGYdbSGZeXcWTf 5.4 72

171 éranscriptionalGregulationGofGtheGcprGgeneGclusterGinGorthoTchlorophenolTrespiringG
qesulfitobacteriumGdehalogenansUGJournalWofWBacteriologySG2000SGXeYSGbceZTfX 3.5 86

170 ResponseGofGaGsoilGbacterialGcommunityGtoGgrasslandGsuccessionGasGmonitoredGbyGXcSGrR{nGlevelsGofG
theGpredominantGribotypesUGAppliedWandWEnvironmentalWMicrobiologySG2000SGccSGZffeTaWWZ 4.8 87

169
pontrolGofGlactoseGtransportSGbetaTgalactosidaseGactivitySGandGglycolysisGbyGpcpnGinGStreptococcusG
thermophilusgGevidenceGforGcarbonGcataboliteGrepressionGbyGaGnonTphosphoenolpyruvateTdependentG
phosphotransferaseGsystemGsugarUGJournalWofWBacteriologySG2000SGXeYSGbfeYTf

3.5 96

168 –hysiologicalGandGregulatoryGeffectsGofGcontrolledGoverproductionGofGfiveGcoldGshockGproteinsGofG
yactococcusGlactisGztXZcZUGAppliedWandWEnvironmentalWMicrobiologySG2000SGccSGZdbcTcZ 4.8 34

167 phangesGinGglycolyticGactivityGofGyactococcusGlactisGinducedGbyGlowGtemperatureUGAppliedWandW
EnvironmentalWMicrobiologySG2000SGccSGZcecTfX 4.8 69

166
qeletionGofGvariousGcarboxyTterminalGdomainsGofGyactococcusGlactisGSxXXGproteinasegGeffectsGonG
activitySGspecificitySGandGstabilityGofGtheGtruncatedGenzymeUGAppliedWandWEnvironmentalWMicrobiologySG
2000SGccSGYebfTcb

4.8 9

165 –urificationGandGcharacterizationGofGtheGalanineGaminotransferaseGfromGtheGhyperthermophilicG
nrchaeonGpyrococcusGfuriosusGandGitsGroleGinGalanineGproductionUGJournalWofWBacteriologySG2000SGXeYSGYbbfTcc3.5 62

164 vmprovingGlowTtemperatureGcatalysisGinGtheGhyperthermostableG–yrococcusGfuriosusG
betaTglucosidaseGpeloGbyGdirectedGevolutionUGBiochemistrySG2000SGZfSGZcbcTcb 3.2 74

163 éemperatureGandGqenaturingGtradientGtelGrlectrophoresisGnnalysisGofGXcSGrR{nGfromGuumanG
saecalGSamplesUGBioscienceWandWMicrofloraSG2000SGXfSGfZTfe 13

162 nGmolecularGviewGofGtheGintestinalGecosystemUGCurrentWIssuesWinWIntestinalWMicrobiologySG2000SGXSGXTXY 110
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161 zolecularGandGbiochemicalGcharacterizationGofGtheGnq–TdependentGphosphofructokinaseGfromGtheG
hyperthermophilicGarchaeonG–yrococcusGfuriosusUGJournalWofWBiologicalWChemistrySG1999SGYdaSGYXWYZTe 5.4 81

160
–urificationGandGmolecularGcharacterizationGofGorthoTchlorophenolGreductiveGdehalogenaseSGaGkeyG
enzymeGofGhalorespirationGinGqesulfitobacteriumGdehalogenansUGJournalWofWBiologicalWChemistrySG
1999SGYdaSGYWYedTfY

5.4 131

159 soodGbiotechnologyGfrontiersGofGfoodGfunctionalityUGCurrentWOpinionWinWBiotechnologySG1999SGXWSGaeZTa 11.4 2

158 teneticsGandGengineeringGofGmicrobialGexopolysaccharidesGforGfoodgGapproachesGforGtheGproductionG
ofGexistingGandGnovelGpolysaccharidesUGCurrentWOpinionWinWBiotechnologySG1999SGXWSGafeTbWa 11.4 78

157 ponversionGofGyactococcusGlactisGfromGhomolacticGtoGhomoalanineGfermentationGthroughGmetabolicG
engineeringUGNatureWBiotechnologySG1999SGXdSGbeeTfY 44.5 155

156
tlutamateGdehydrogenaseGfromGhyperthermophilicGoacteriaGandGnrchaeagGdeterminantsGofG
thermostabilityGandGcatalysisGatGextremelyGhighGtemperaturesUGJournalWofWMolecularWCatalysisWBzW
EnzymaticSG1999SGdSGXZZTXab

5

155 vnGvivoGnuclearGmagneticGresonanceGstudiesGofGglycolyticGkineticsGinGyactococcusGlactisUGBiotechnologyW
andWBioengineeringSG1999SGcaSGYWWTXY 4.9 96

154 teneGexpressionGsystemsGforGlacticGacidGbacteriaUGCurrentWOpinionWinWMicrobiologySG1999SGYSGYefTfb 7.9 138

153 zolecularGapproachesGtoGstudyGprobioticGbacteriaUGTrendsWinWFoodWScienceWandWTechnologySG1999SGXWSGaWWTaWa15.3 26

152 yantibioticsgGbiosynthesisSGmodeGofGactionGandGapplicationsUGNaturalWProductWReportsSG1999SGXcSGbdbTed 15.1 104

151
rngineeringGactivityGandGstabilityGofGéhermotogaGmaritimaGglutamateGdehydrogenaseUGvvgG
constructionGofGaGXcTresidueGionTpairGnetworkGatGtheGsubunitGinterfaceUGJournalWofWMolecularWBiologySG
1999SGYefSGZbdTcf

6.5 63

150 poldGshockGproteinsGandGlowTtemperatureGresponseGofGStreptococcusGthermophilusGp{RZZWYUG
AppliedWandWEnvironmentalWMicrobiologySG1999SGcbSGaaZcTaY 4.8 47

149 ReductiveGdechlorinationGofGtetrachloroetheneGtoGcisTXSGYTdichloroetheneGbyGaGthermophilicG
anaerobicGenrichmentGcultureUGAppliedWandWEnvironmentalWMicrobiologySG1999SGcbSGYZXYTc 4.8 28

148
rxopolysaccharideGbiosynthesisGinGyactococcusGlactisG{vZ}GoaWgGfunctionalGanalysisGofGtheG
glycosyltransferaseGgenesGinvolvedGinGsynthesisGofGtheGpolysaccharideGbackboneUGJournalWofW
BacteriologySG1999SGXeXSGZZeTaW

3.5 58

147
éranscriptionalGregulationGinGtheGhyperthermophilicGarchaeonG–yrococcusGfuriosusgGcoordinatedG
expressionGofGdivergentlyGorientedGgenesGinGresponseGtoGbetaTlinkedGglucoseGpolymersUGJournalWofW
BacteriologySG1999SGXeXSGZdddTeZ

3.5 19

146 ncetateGutilizationGinGyactococcusGlactisGdeficientGinGlactateGdehydrogenasegGaGrescueGpathwayGforG
maintainingGredoxGbalanceUGJournalWofWBacteriologySG1999SGXeXSGbbYXTc 3.5 39

145 sunctionalGanalysisGofGglycosyltransferaseGgenesGfromGyactococcusGlactisGandGotherGgramTpositiveG
coccigGcomplementationSGexpressionSGandGdiversityUGJournalWofWBacteriologySG1999SGXeXSGcZadTbZ 3.5 76

144 RandomGtranspositionGbyGénfXcGinGqesulfitobacteriumGdehalogenansGallowsGforGisolationGandG
characterizationGofGhalorespirationTdeficientGmutantsUGJournalWofWBacteriologySG1999SGXeXSGceeYTe 3.5 30

(1999-1999)
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143 zolecularGcharacterizationGofGtheGyactococcusGlactisGptsuvGoperonGandGanalysisGofGtheGregulatoryG
roleGofGu–rUGJournalWofWBacteriologySG1999SGXeXSGdcaTdX 3.5 41

142 pharacterizationGofGtheGdivergentGsacoxGandGsacnRGoperonsSGinvolvedGinGsucroseGutilizationGbyG
yactococcusGlactisUGJournalWofWBacteriologySG1999SGXeXSGXfYaTc 3.5 29

141 öseGofGmarkerGgenesGinGcompetitionGstudiesGofGRhizobiumUGPlantWandWSoilSG1998SGYWaSGZbTab 4.2 24

140 qemonstrationGofGsafetyGofGprobioticsGTTGaGreviewUGInternationalWJournalWofWFoodWMicrobiologySG1998SG
aaSGfZTXWc 5.8 578

139 vnsightsGintoGtheGmolecularGbasisGofGthermalGstabilityGfromGtheGanalysisGofGionTpairGnetworksGinGtheG
glutamateGdehydrogenaseGfamilyUGFEBSWJournalSG1998SGYbbSGZZcTac 90

138 SugarGutilizationGandGitsGcontrolGinGhyperthermophilesUGExtremophilesSG1998SGYSGYWXTb 3 39

137 SynthesisGofGoligosaccharidesGcatalyzedGbyGthermostableG˛†TglucosidaseGfrom–yrococcusGfuriosusUG
AppliedWBiochemistryWandWBiotechnologySG1998SGdbSGYcfTYde 3.2 18

136
éranscriptionalGactivationGofGtheGglycolyticGlasGoperonGandGcataboliteGrepressionGofGtheGgalGoperonGinG
yactococcusGlactisGareGmediatedGbyGtheGcataboliteGcontrolGproteinGpcpnUGMolecularWMicrobiologySG
1998SGZWSGdefTfe

4.1 148

135 zakingGzoreGofGzilkGSugarGbyGrngineeringGyacticGncidGoacteriaUGInternationalWDairyWJournalSG1998SGeSGYYdTYZZ3.5 21

134
rngineeringGactivityGandGstabilityGofGéhermotogaGmaritimaGglutamateGdehydrogenaseUGvUG
vntroductionGofGaGsixTresidueGionTpairGnetworkGinGtheGhingeGregionUGJournalWofWMolecularWBiologySG
1998SGYeWSGYedTfc

6.5 32

133 —uorumGsensingTcontrolledGgeneGexpressionGinGlacticGacidGbacteriaUGJournalWofWBiotechnologySG1998SG
caSGXbTYX 3.7 558

132
éheGferredoxinTdependentGconversionGofGglyceraldehydeTZTphosphateGinGtheGhyperthermophilicG
archaeonG–yrococcusGfuriosusGrepresentsGaGnovelGsiteGofGglycolyticGregulationUGJournalWofWBiologicalW
ChemistrySG1998SGYdZSGYeXafTba

5.4 83

131 teneticsGofGgalactoseGutilisationGviaGtheGyeloirGpathwayGinGlacticGacidGbacteriaUGDairyWScienceWandW
TechnologySG1998SGdeSGddTea 58

130
öseGofGtheGlactococcalGnisnGpromoterGtoGregulateGgeneGexpressionGinGgramTpositiveGbacteriagG
comparisonGofGinductionGlevelGandGpromoterGstrengthUGAppliedWandWEnvironmentalWMicrobiologySG
1998SGcaSGYdcZTf

4.8 154

129
éemperatureGgradientGgelGelectrophoresisGanalysisGofGXcSGrR{nGfromGhumanGfecalGsamplesGrevealsG
stableGandGhostTspecificGcommunitiesGofGactiveGbacteriaUGAppliedWandWEnvironmentalWMicrobiologySG
1998SGcaSGZebaTf

4.8 1087

128
—uantificationGofGXcSGrR{nsGinGcomplexGbacterialGcommunitiesGbyGmultipleGcompetitiveGreverseG
transcriptionT–pRGinGtemperatureGgradientGgelGelectrophoresisGfingerprintsUGAppliedWandW
EnvironmentalWMicrobiologySG1998SGcaSGabeXTd

4.8 178

127 vnGsituGdetectionGofGanGunculturedGpredominantGbacillusGinGqutchGgrasslandGsoilsUGAppliedWandW
EnvironmentalWMicrobiologySG1998SGcaSGabeeTfW 4.8 32

126 pofactorGengineeringgGaGnovelGapproachGtoGmetabolicGengineeringGinGyactococcusGlactisGbyG
controlledGexpressionGofG{nquGoxidaseUGJournalWofWBacteriologySG1998SGXeWSGZeWaTe 3.5 178
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125 pharacterizationGofGmultipleGregionsGinvolvedGinGreplicationGandGmobilizationGofGplasmidGp{ZaWWWG
codingGforGexopolysaccharideGproductionGinGyactococcusGlactisUGJournalWofWBacteriologySG1998SGXeWSGbYebTfW3.5 40

124 RedistributionGmˆ'taboliqueGchezGuneGsoucheGdeGyactobacillusGplantarumGdˆ'ficienteGenGlactateG
deshydrogˆ'naseUGDairyWScienceWandWTechnologySG1998SGdeSGXWdTXXc 2

123 RegulationGofGtheGcarbohydrateGmetabolismGinGyactococcusGlactisGandGotherGlacticGacidGbacteriaUG
DairyWScienceWandWTechnologySG1998SGdeSGcfTdc 7

122 zolecularGandGbiochemicalGcharacterizationGofGanGendoTbetaTXSZTGglucanaseGofGtheG
hyperthermophilicGarchaeonG–yrococcusGfuriosusUGJournalWofWBiologicalWChemistrySG1997SGYdYSGZXYbeTca 5.4 110

121
pharacterizationGofGaGlocusGfromGparnobacteriumGpiscicolaGyαXdoGinvolvedGinGbacteriocinGproductionG
andGimmunitygGevidenceGforGglobalGinducerTmediatedGtranscriptionalGregulationUGJournalWofW
BacteriologySG1997SGXdfSGcXcZTdX

3.5 101

120 prystalGstructureGofGglutamateGdehydrogenaseGfromGtheGhyperthermophilicGeubacteriumG
éhermotogaGmaritimaGatGZUWGnGresolutionUGJournalWofWMolecularWBiologySG1997SGYcdSGfXcTZY 6.5 142

119 soodTgradeGcontrolledGlysisGofGyactococcusGlactisGforGacceleratedGcheeseGripeningUGNatureW
BiotechnologySG1997SGXbSGfdcTf 44.5 133

118 pontrolledGoverproductionGofGproteinsGbyGlacticGacidGbacteriaUGTrendsWinWBiotechnologySG1997SGXbSGXZbTaW 15.1 170

117 tlutamateGdehydrogenaseGfromGtheGhyperthermophilicGbacteriumGéhermotogaGmaritimagGmolecularG
characterizationGandGphylogeneticGimplicationsUGExtremophilesSG1997SGXSGbYTcW 3 18

116 rxpressionGsystemsGforGindustrialGtramTpositiveGbacteriaGwithGlowGguanineGandGcytosineGcontentUG
CurrentWOpinionWinWBiotechnologySG1997SGeSGbadTbZ 11.4 41

115 pharacterizationGofGRhizobiumGetliGandGotherGRhizobiumGsppUGthatGnodulateG–haseolusGvulgarisGyUGinG
anGnustrianGsoilUGMolecularWEcologySG1997SGcSGcWXTcWe 5.7 35

114 zolecularGcharacterizationGofGtheGplasmidTencodedGepsGgeneGclusterGessentialGforG
exopolysaccharideGbiosynthesisGinGyactococcusGlactisUGMolecularWMicrobiologySG1997SGYaSGZedTfd 4.1 215

113 —uorumGsensingGbyGpeptideGpheromonesGandGtwoTcomponentGsignalTtransductionGsystemsGinG
tramTpositiveGbacteriaUGMolecularWMicrobiologySG1997SGYaSGefbTfWa 4.1 607

112 StabilizationGofGrnzymesGagainstGéhermalGStressGandGsreezeTqryingGbyGzannosylglycerateUGAppliedW
andWEnvironmentalWMicrobiologySG1997SGcZSGaWYWTb 4.8 94

111
pontrolledGgeneGexpressionGsystemsGforGlacticGacidGbacteriagGtransferableGnisinTinducibleGexpressionG
cassettesGforGyactococcusSGyeuconostocSGandGyactobacillusGsppUGAppliedWandWEnvironmentalW
MicrobiologySG1997SGcZSGabeXTa

4.8 196

110
vsolationGandGcharacterizationGofGtheGhyperthermostableGserineGproteaseSGpyrolysinSGandGitsGgeneG
fromGtheGhyperthermophilicGarchaeonG–yrococcusGfuriosusUGJournalWofWBiologicalWChemistrySG1996SG
YdXSGYWaYcTZX

5.4 55

109 nGcellTfreeGtranscriptionGsystemGforGtheGhyperthermophilicGarchaeonG–yrococcusGfuriosusUGNucleicW
AcidsWResearchSG1996SGYaSGYZcfTdc 20.1 68

108 vdenticalGtranscriptionalGcontrolGofGtheGdivergentlyGtranscribedGprt–GandGprtzGgenesGthatGareG
requiredGforGproteinaseGproductionGinGlactococcusGlactisGSxXXUGJournalWofWBacteriologySG1996SGXdeSGXbYbTZX3.5 31

(1996-1998)
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107 sunctionalGanalysisGofGpromotersGinGtheGnisinGgeneGclusterGofGyactococcusGlactisUGJournalWofW
BacteriologySG1996SGXdeSGZaZaTf 3.5 279

106 prystallizationGandGpreliminaryGstructuralGstudiesGofGlactoseTspecificGenzymeGvvnGfromGyactococcusG
lactisUGActaWCrystallographicaWSectionWDzWBiologicalWCrystallographySG1996SGbYSGXXffTYWX 2

105 zetabolicGengineeringGofGsugarGcatabolismGinGlacticGacidGbacteriaUGAntonieWVanWLeeuwenhoekSG1996SG
dWSGYYZTaY 2.1 113

104 teneticsGofGsubtilinGandGnisinGbiosynthesesgGbiosynthesisGofGlantibioticsUGAntonieWVanWLeeuwenhoekSG
1996SGcfSGXWfTXd 2.1 50

103 –roteinGengineeringGofGlantibioticsUGAntonieWVanWLeeuwenhoekSG1996SGcfSGXcXTcf 2.1 106

102 pomparisonGofGlantibioticGgeneGclustersGandGencodedGproteinsUGAntonieWVanWLeeuwenhoekSG1996SGcfSGXdXTea2.1 142

101 vmmunologicalGcrossreactivityGtoGtheGcataboliteGcontrolGproteinGpcpnGoacillusGmegateriumGisGfoundG
inGmanyGgramTpositiveGbacteriaUGFEMSWMicrobiologyWLettersSG1996SGXZfSGXWfTXb 2.9 35

100 SugarGmetabolismGofGhyperthermophilesUGFEMSWMicrobiologyWReviewsSG1996SGXeSGXXfTXZd 15.1 80

99
parbonGmonoxideGdehydrogenaseGfromGzethanosarcinaGfrisiaGtˆ¶XUGpharacterizationGofGtheGenzymeG
andGtheGregulatedGexpressionGofGtwoGoperonTlikeGcdhGgeneGclustersUGJournalWofWBiologicalWChemistrySG
1996SGYdXSGXaYbcTcZ

5.4 23

98 pontrolledGgeneGexpressionGsystemsGforGyactococcusGlactisGwithGtheGfoodTgradeGinducerGnisinUG
AppliedWandWEnvironmentalWMicrobiologySG1996SGcYSGZccYTd 4.8 652

97 SimultaneousGdetectionGofGdifferentGRhizobiumGstrainsGmarkedGwithGeitherGtheGrscherichiaGcoliGgusnG
geneGorGtheG–yrococcusGfuriosusGceloGgeneUGAppliedWandWEnvironmentalWMicrobiologySG1996SGcYSGaXfXTa 4.8 20

96 soodTgradeGcloningGandGexpressionGsystemGforGyactococcusGlactisUGAppliedWandWEnvironmentalW
MicrobiologySG1996SGcYSGXWWeTXZ 4.8 101

95 RapidGandGsensitiveGmethodGforGtheGdetectionGofGzycobacteriumGchlorophenolicumG–p–TXGinGsoilG
basedGonGXcSGrR{nGgeneTtargetedG–pRUGAppliedWandWEnvironmentalWMicrobiologySG1996SGcYSGXadeTeW 4.8 17

94 éheGlactoseGtransporterGinGyeuconostocGlactisGisGaGnewGmemberGofGtheGyacSGsubfamilyGofG
galactosideTpentoseThexuronideGtranslocatorsUGAppliedWandWEnvironmentalWMicrobiologySG1996SGcYSGXbdaTeY4.8 26

93
qetectionGandGlocalizationGofGsyntrophicGpropionateToxidizingGbacteriaGinGgranularGsludgeGbyGinGsituG
hybridizationGusingGXcSGrR{nTbasedGoligonucleotideGprobesUGAppliedWandWEnvironmentalW
MicrobiologySG1996SGcYSGXcbcTcZ

4.8 110

92 –opulationGdynamicsGofGpropionateToxidizingGbacteriaGunderGmethanogenicGandGsulfidogenicG
conditionsGinGanaerobicGgranularGsludgeUGAppliedWandWEnvironmentalWMicrobiologySG1996SGcYSGYXcZTe 4.8 53

91 zaturationGpathwayGofGnisinGandGotherGlantibioticsgGpostTtranslationallyGmodifiedGantimicrobialG
peptidesGexportedGbyGgramTpositiveGbacteriaUGMolecularWMicrobiologySG1995SGXdSGaYdTZd 4.1 165

90 zediumTdependentGregulationGofGproteinaseGgeneGexpressionGinGyactococcusGlactisgGcontrolGofG
transcriptionGinitiationGbyGspecificGdipeptidesUGJournalWofWBacteriologySG1995SGXddSGYfeYTf 3.5 71
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89 –urificationGandGcharacterizationGofGaGnovelGnq–TdependentGglucokinaseGfromGtheG
hyperthermophilicGarchaeonG–yrococcusGfuriosusUGJournalWofWBiologicalWChemistrySG1995SGYdWSGZWabZTd 5.4 98

88 uomologyGmodellingGofGtheGyactococcusGlactisGleaderGpeptidaseG{is–GandGitsGinteractionGwithGtheG
precursorGofGtheGlantibioticGnisinUGProteinWEngineeringkWDesignWandWSelectionSG1995SGeSGXXdTYb 1.9 33

87
rxchangeGofGdomainsGofGglutamateGdehydrogenaseGfromGtheGhyperthermophilicGarchaeonG
–yrococcusGfuriosusGandGtheGmesophilicGbacteriumGplostridiumGdifficilegGeffectsGonGcatalysisSG
thermoactivityGandGstabilityUGProteinWEngineeringkWDesignWandWSelectionSG1995SGeSGXYedTfa

1.9 18

86 vdentificationGandGcharacterizationGofGtheGinsertionGelementGvSXWdWGfromGyeuconostocGlactisG
{ZcWWfUGGeneSG1995SGXbbSGfbTXWW 3.8 25

85 pharacterizationGandGheterologousGexpressionGofGtheGtetyGgeneGandGidentificationGofGisoTvSSXG
elementsGfromGrnterococcusGfaecalisGplasmidGpwuXUGGeneSG1995SGXcWSGefTfZ 3.8 15

84 nutoregulationGofGnisinGbiosynthesisGinGyactococcusGlactisGbyGsignalGtransductionUGJournalWofW
BiologicalWChemistrySG1995SGYdWSGYdYffTZWa 5.4 390

83
pharacterizationGofGtheGceloGgeneGcodingGforGbetaTglucosidaseGfromGtheGhyperthermophilicG
archaeonG–yrococcusGfuriosusGandGitsGexpressionGandGsiteTdirectedGmutationGinGrscherichiaGcoliUG
JournalWofWBacteriologySG1995SGXddSGdXWbTXX

3.5 117

82
rlucidationGofGtheGprimaryGstructureGofGtheGlantibioticGepilancinGxdGfromGStaphylococcusGepidermidisG
xdUGploningGandGcharacterisationGofGtheGepilancinTxdTencodingGgeneGandG{zRGanalysisGofGmatureG
epilancinGxdUGFEBSWJournalSG1995SGYZWSGbedTcWW

74

81
zetabolicGengineeringGofGyactococcusGlactisgGinfluenceGofGtheGoverproductionGofGalphaTacetolactateG
synthaseGinGstrainsGdeficientGinGlactateGdehydrogenaseGasGaGfunctionGofGcultureGconditionsUGAppliedW
andWEnvironmentalWMicrobiologySG1995SGcXSGZfcdTdX

4.8 77

80 qetectionGandGcharacterizationGofGlactoseTutilizingGyactococcusGsppUGinGnaturalGecosystemsUGAppliedW
andWEnvironmentalWMicrobiologySG1995SGcXSGdeeTfY 4.8 142

79 teneticGmarkingGofGyactococcusGlactisGshowsGitsGsurvivalGinGtheGhumanGgastrointestinalGtractUGAppliedW
andWEnvironmentalWMicrobiologySG1995SGcXSGYddXTa 4.8 153

78 vmprovementGofGsolubilityGandGstabilityGofGtheGantimicrobialGpeptideGnisinGbyGproteinGengineeringUG
AppliedWandWEnvironmentalWMicrobiologySG1995SGcXSGYedZTe 4.8 212

77
pharacterizationGofGplasmidTencodedGcitrateGpermeaseGOcit–PGgenesGfromGyeuconostocGspeciesG
revealsGhighGsequenceGconservationGwithGtheGyactococcusGlactisGcit–GgeneUGAppliedWandW
EnvironmentalWMicrobiologySG1995SGcXSGZXdYTc

4.8 25

76 nnalysisGofGtheGbindingGsiteGofGtheGyysRTtypeGtranscriptionalGactivatorGécbRGonGtheGtcbRGandGtcbpG
divergentGpromoterGsequencesUGJournalWofWBacteriologySG1994SGXdcSGXebWTc 3.5 21

75 vdentificationGandGcharacterizationGofGgenesGinvolvedGinGexcisionGofGtheGyactococcusGlactisG
conjugativeGtransposonGénbYdcUGJournalWofWBacteriologySG1994SGXdcSGYXcbTdX 3.5 43

74 rvidenceGforGaGlargeGdispensableGsegmentGinGtheGsubtilisinTlikeGcatalyticGdomainGofGtheGyactococcusG
lactisGcellTenvelopeGproteinaseUGProteinWEngineeringkWDesignWandWSelectionSG1994SGdSGffXTc 1.9 23

73 teneticsGofGlactoseGutilizationGinGlacticGacidGbacteriaUGFEMSWMicrobiologyWReviewsSG1994SGXbSGYXdTZd 15.1 146

72 zolecularGandGpomparativeGnnalysisGofGtheGuyperthermostableG–yrococcusGsuriosusGtlutamateG
qehydrogenaseGandGitsGteneUGBiocatalysisSG1994SGXXSGXZXTXaX 6

(1994-1995)
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71
rvidenceGforGtheGoperationGofGaGnovelGrmbdenTzeyerhofGpathwayGthatGinvolvesGnq–TdependentG
kinasesGduringGsugarGfermentationGbyG–yrococcusGfuriosusUGJournalWofWBiologicalWChemistrySG1994SG
YcfSGXdbZdTaX

5.4 142

70 vnfluenceGofGaminoGacidGsubstitutionsGinGtheGnisinGleaderGpeptideGonGbiosynthesisGandGsecretionGofG
nisinGbyGyactococcusGlactisUGJournalWofWBiologicalWChemistrySG1994SGYcfSGZbbbTcY 5.4 115

69 öseGofGtheGrscherichiaGcoliGbetaTglucuronidaseGOgusnPGgeneGasGaGreporterGgeneGforGanalyzingG
promotersGinGlacticGacidGbacteriaUGAppliedWandWEnvironmentalWMicrobiologySG1994SGcWSGbedTfZ 4.8 152

68 qistributionGandGevolutionGofGnisinTsucroseGelementsGinGyactococcusGlactisUGAppliedWandW
EnvironmentalWMicrobiologySG1994SGcWSGXdfeTeWa 4.8 25

67 }verproductionGofGbovineGbetaTcaseinGinGrscherichiaGcoliGandGengineeringGofGitsGmainGchymosinG
cleavageGsiteUGProteinWEngineeringkWDesignWandWSelectionSG1993SGcSGdcZTdW 1.9 13

66
éheGglutamateGdehydrogenaseTencodingGgeneGofGtheGhyperthermophilicGarchaeonG–yrococcusG
furiosusgGsequenceSGtranscriptionGandGanalysisGofGtheGdeducedGaminoGacidGsequenceUGGeneSG1993SG
XZYSGXaZTe

3.8 48

65
yysinesGdYSGeWGandGYXZGandGasparticGacidGYXWGofGtheGyactococcusGlactisGyacRGrepressorGareGinvolvedGinG
theGresponseGtoGtheGinducerGtagatoseTcTphosphateGleadingGtoGinductionGofGlacGoperonGexpressionUG
ProteinWEngineeringkWDesignWandWSelectionSG1993SGcSGYWXTc

1.9 36

64 rngineeringGofGtheGsubstrateTbindingGregionGofGtheGsubtilisinTlikeSGcellTenvelopeGproteinaseGofG
yactococcusGlactisUGProteinWEngineeringkWDesignWandWSelectionSG1993SGcSGfYdTZd 1.9 34

63 rfficientGrandomGmutagenesisGmethodGwithGadjustableGmutationGfrequencyGbyGuseGofG–pRGandGdvé–UG
NucleicWAcidsWResearchSG1993SGYXSGdddTe 20.1 144

62
pharacterizationGofGtheGyactococcusGlactisGnisinGnGoperonGgenesGnis–SGencodingGaGsubtilisinTlikeG
serineGproteaseGinvolvedGinGprecursorGprocessingSGandGnisRSGencodingGaGregulatoryGproteinGinvolvedG
inGnisinGbiosynthesisUGJournalWofWBacteriologySG1993SGXdbSGYbdeTee

3.5 263

61 ploningSGnucleotideGsequenceSGandGregulatoryGanalysisGofGtheGyactococcusGlactisGdnawGgeneUGJournalW
ofWBacteriologySG1993SGXdbSGXcZdTaa 3.5 111

60 vntegrationGandGgeneGreplacementGinGtheGyactococcusGlactisGlacGoperongGinductionGofGaGcrypticG
phosphoTbetaTglucosidaseGinGyactTdeficientGstrainsUGJournalWofWBacteriologySG1993SGXdbSGbXceTdb 3.5 23

59 qistributionGandGcharacterizationGofGplasmidTrelatedGsequencesGinGtheGchromosomalGq{nGofG
differentGthermophilicGzethanobacteriumGstrainsUGMolecularWGeneticsWandWGenomicsSG1993SGYaWSGeXTfX 6

58
sunctionalGanalysisGofGtheGyactococcusGlactisGuspabGsecretionGsignalGinGtheGsecretionGofGaG
homologousGproteinaseGandGaGheterologousGalphaTamylaseUGMolecularWGeneticsWandWGenomicsSG1993SG
YaWSGaYeTZa

71

57 pharacterizationGofGtheGnisinGgeneGclusterGnisnoépv–RGofGyactococcusGlactisUGRequirementGofG
expressionGofGtheGnisnGandGnisvGgenesGforGdevelopmentGofGimmunityUGFEBSWJournalSG1993SGYXcSGYeXTfX 420

56 oiosynthesisGandGsecretionGofGaGprecursorGofGnisinGZGbyGyactococcusGlactisSGdirectedGbyGtheGleaderG
peptideGofGtheGhomologousGlantibioticGsubtilinGfromGoacillusGsubtilisUGFEBSWLettersSG1993SGZZWSGYZTd 3.8 74

55 StructureSGorganizationSGandGexpressionGofGtheGlctGgeneGforGlacticinGaeXSGaGnovelGlantibioticGproducedG
byGyactococcusGlactisUGJournalWofWBiologicalWChemistrySG1993SGYceSGXcZcXTe 5.4 98

54 –ropertiesGofGnisinGZGandGdistributionGofGitsGgeneSGnisZSGinGyactococcusGlactisUGAppliedWandW
EnvironmentalWMicrobiologySG1993SGbfSGYXZTe 4.8 160
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53
vdentificationGofGtheGpéntTrecognizingGrestrictionTmodificationGsystemsGzthZvGandGzthsvGfromG
zethanobacteriumGthermoformicicumGandGcharacterizationGofGtheGplasmidTencodedGmthZvzGgeneUG
NucleicWAcidsWResearchSG1992SGYWSGbWadTbY

20.1 21

52 zodularGorganizationGofGrelatedGnrchaealGplasmidsGencodingGdifferentGrestrictionTmodificationG
systemsGinGzethanobacteriumGthermoformicicumUGNucleicWAcidsWResearchSG1992SGYWSGcbWXTd 20.1 45

51 pharacterizationGofGtheGnovelGnisinTsucroseGconjugativeGtransposonGénbYdcGandGitsGinsertionGinG
yactococcusGlactisUGJournalWofWBacteriologySG1992SGXdaSGXYeWTd 3.5 177

50 pharacterizationGofGtheGyactococcusGlactisGlactoseGoperonGpromotergGcontributionGofGflankingG
sequencesGandGyacRGrepressorGtoGpromoterGactivityUGJournalWofWBacteriologySG1992SGXdaSGYYdZTeW 3.5 106

49 yeuconostocGlactisGbetaTgalactosidaseGisGencodedGbyGtwoGoverlappingGgenesUGJournalWofWBacteriology
SG1992SGXdaSGaadbTeX 3.5 70

48 yocationSGcharacterizationGandGexpressionGofGlyticGenzymeTencodingGgeneSGlytnSGofGyactococcusGlactisG
bacteriophageGphiGöSZUGGeneSG1992SGXXeSGXXbTYW 3.8 51

47 éranscriptionalGregulationGofGtheGénbYdcTlocatedGyactococcusGlactisGsucroseGoperonGandG
characterizationGofGtheGsacnGgeneGencodingGsucroseTcTphosphateGhydrolaseUGGeneSG1992SGXYXSGbbTcX 3.8 36

46 pharacterizationGofGtheGyactococcusGlactisGpep{GgeneGencodingGanGaminopeptidaseGhomologousGtoG
mammalianGaminopeptidaseG{UGFEBSWLettersSG1992SGZWcSGfTXc 3.8 63

45
pharacterizationGofGtheGarchaealSGplasmidTencodedGtypeGvvGrestrictionTmodificationGsystemGzthévG
fromGzethanobacteriumGthermoformicicumGéusgGhomologyGtoGtheGbacterialG{go–vvGsystemGfromG
{eisseriaGgonorrhoeaeUGJournalWofWBacteriologySG1992SGXdaSGbdXfTYc

3.5 46

44 rngineeringGdehydratedGaminoGacidGresiduesGinGtheGantimicrobialGpeptideGnisinUGJournalWofWBiologicalW
ChemistrySG1992SGYcdSGYaZaWTc 5.4 119

43 –roteinaseGoverproductionGinGyactococcusGlactisGstrainsgGregulationGandGeffectGonGgrowthGandG
acidificationGinGmilkUGAppliedWandWEnvironmentalWMicrobiologySG1992SGbeSGdeTea 4.8 41

42 ploningSGsequenceGanalysisSGandGfunctionalGexpressionGofGtheGacetylGcoenzymeGnGsynthetaseGgeneG
fromGzethanothrixGsoehngeniiGinGrscherichiaGcoliUGJournalWofWBacteriologySG1991SGXdZSGcZeZTf 3.5 69

41 vdentificationGandGcharacterizationGofGtheGlantibioticGnisinGZSGaGnaturalGnisinGvariantUGFEBSWJournalSG
1991SGYWXSGbeXTa 300

40 vmprovedGsiteTdirectedGmutagenesisGmethodGusingG–pRUGNucleicWAcidsWResearchSG1991SGXfSGabbe 20.1 95

39 rngineeringGofGtheGyactococcusGlactisGserineGproteinaseGbyGconstructionGofGhybridGenzymesUGProteinW
EngineeringkWDesignWandWSelectionSG1991SGaSGadfTea 1.9 64

38 uomologyGmodellingGandGproteinGengineeringGstrategyGofGsubtilasesSGtheGfamilyGofGsubtilisinTlikeG
serineGproteinasesUGProteinWEngineeringkWDesignWandWSelectionSG1991SGaSGdXfTZd 1.9 275

37 zolecularGorganizationGofGtheGminimalGrepliconGofGnovelSGnarrowThostTrangeSGlactococcalGplasmidG
ppvZWbUGPlasmidSG1991SGYbSGXcTYc 3.3 60

36
SequenceGanalysisGofGtheG–seudomonasGspUGstrainG–bXGtcbGgeneGclusterSGwhichGencodesGmetabolismG
ofGchlorinatedGcatecholsgGevidenceGforGspecializationGofGcatecholGXSYTdioxygenasesGforGchlorinatedG
substratesUGJournalWofWBacteriologySG1991SGXdZSGYaYbTZa

3.5 153

(1991-1992)
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35
pharacterizationGofGtheG–seudomonasGspUGstrainG–bXGgeneGtcbRSGaGyysRTtypeGtranscriptionalGactivatorG
ofGtheGtcbpqrsGchlorocatecholGoxidativeGoperonSGandGanalysisGofGtheGregulatoryGregionUGJournalWofW
BacteriologySG1991SGXdZSGZdWWTe

3.5 79

34 vdentificationGofGaGnovelGcompositeGtransposableGelementSGénbYeWSGcarryingGchlorobenzeneG
dioxygenaseGgenesGofG–seudomonasGspUGstrainG–bXUGJournalWofWBacteriologySG1991SGXdZSGdWddTeZ 3.5 103

33
ploningGandGcharacterizationGofGplasmidTencodedGgenesGforGtheGdegradationGofGXSYTdichloroTSG
XSaTdichloroTSGandGXSYSaTtrichlorobenzeneGofG–seudomonasGspUGstrainG–bXUGJournalWofWBacteriologySG
1991SGXdZSGcTXb

3.5 142

32 ploningSGexpressionSGandGsequenceGanalysisGofGtheGgenesGforGcarbonGmonoxideGdehydrogenaseGofG
zethanothrixGsoehngeniiUGJournalWofWBiologicalWChemistrySG1991SGYccSGceeZTd 5.4 49

31 zolecularGcloningSGcharacterizationSGandGnucleotideGsequenceGofGtheGtagatoseGcTphosphateGpathwayG
geneGclusterGofGtheGlactoseGoperonGofGyactococcusGlactisUGJournalWofWBiologicalWChemistrySG1991SGYccSGdXdcTeX5.4 91

30
vdentificationGofGmesophilicGlacticGacidGbacteriaGbyGusingGpolymeraseGchainGreactionTamplifiedG
variableGregionsGofGXcSGrR{nGandGspecificGq{nGprobesUGAppliedWandWEnvironmentalWMicrobiologySG
1991SGbdSGZZfWTZ

4.8 206

29
qetectionGofG–lasmidGéransferGfromG–seudomonasGfluorescensGtoGvndigenousGoacteriaGinGSoilGbyG
ösingGoacteriophageGphiRYfGforGqonorGpounterselectionUGAppliedWandWEnvironmentalWMicrobiologySG
1991SGbdSGZaeYTe

4.8 82

28 pharacterizationGandGoverexpressionGofGtheGyactococcusGlactisGpep{GgeneGandGlocalizationGofGitsG
productSGaminopeptidaseG{UGAppliedWandWEnvironmentalWMicrobiologySG1991SGbdSGYbbbTcX 4.8 85

27 {ucleotideGsequenceGandGexpressionGinGrscherichiaGcoliGofGtheGyactococcusGlactisGcitrateGpermeaseG
geneUGJournalWofWBacteriologySG1990SGXdYSGbdefTfa 3.5 63

26 }rganizationGofGaGribosomalGR{nGgeneGclusterGfromGtheGarchaebacteriumGzethanothrixGsoehngeniiUG
NucleicWAcidsWResearchSG1990SGXeSGXZWc 20.1 9

25 {ucleotideGsequenceGofGvSfWaGfromGyactococcusGlactisGsubspUGlactisGstrainG{vZ}GRbUGNucleicWAcidsW
ResearchSG1990SGXeSGaYbZTa 20.1 47

24 ploningGofGuspabSGaGgeneGencodingGaGsecretedGproteinGfromGyactococcusGlactisGsubspUGlactisGztXZcZUG
GeneSG1990SGfbSGXbbTcW 3.8 190

23 pharacterizationGofGtheGlactoseTspecificGenzymesGofGtheGphosphotransferaseGsystemGinGyactococcusG
lactisUGJournalWofWBiologicalWChemistrySG1990SGYcbSGYYbbaTcW 5.4 98

22 vnsertionGelementsGonGlactococcalGproteinaseGplasmidsUGAppliedWandWEnvironmentalWMicrobiologySG
1990SGbcSGXefWTc 4.8 45

21 {ucleotideGsequenceGofGaGXcSGrR{nGencodingGgeneGfromGtheGarchaebacteriumGzethanothrixG
soehngeniiUGNucleicWAcidsWResearchSG1989SGXdSGfacf 20.1 13

20 ploningGandGexpressionGofGtheGyactococcusGlactisGsubspUGcremorisGSxXXGgeneGencodingGanG
extracellularGserineGproteinaseUGGeneSG1989SGebSGXcfTdc 3.8 115

19 teneG}rganizationGandGrxpressionGinGzesophilicGyacticGncidGoacteriaUGJournalWofWDairyWScienceSG1989SG
dYSGZZfeTZaWb 4 23

18 nGmaturationGproteinGisGessentialGforGproductionGofGactiveGformsGofGyactococcusGlactisGSxXXGserineG
proteinaseGlocatedGinGorGsecretedGfromGtheGcellGenvelopeUGJournalWofWBacteriologySG1989SGXdXSGYdfbTeWY 3.5 153
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17 –rimaryGstructureGandGorganizationGofGtheGgeneGforGaGprocaryoticSGcellGenvelopeTlocatedGserineG
proteinaseUGJournalWofWBiologicalWChemistrySG1989SGYcaSGXZbdfTeb 5.4 122

16 –lasmidGtransformationGbyGelectroporationGofGyeuconostocGparamesenteroidesGandGitsGuseGinG
molecularGcloningUGAppliedWandWEnvironmentalWMicrobiologySG1989SGbbSGXaeZTf 4.8 40

15 –roteinasesGofGStreptococcusGcremorisgGphysiologicalGandGgeneticGanalysisUGAntonieWVanW
LeeuwenhoekSG1985SGbXSGbcbTbcc 2.1 6
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