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316 vngineeringL—actococciLforLzncreasedLwunctionalityL2022XLbbdYbcc

315 rssessingLtheLzmpactLofLuietLonLtheL ucosaYrdheredL icrobiomeLinLαigletsLUsingLtomparativeL
rnalysisLofLRectalLSwabsLandLtolonLtontentZZLFrontiersgingMicrobiologyXL2022XLbdXLiaejig 5.7

314 uietaryLcalciumLphosphateLstronglyLimpactsLgutLmicrobiomeLchangesLelicitedLbyLinulinLandL
galactoYoligosaccharidesLconsumptionZLMicrobiomeXL2021XLjXLcbi 16.6 2

313 varlyLlifeLfeedingLacceleratesLgutLmicrobiomeLmaturationLandLsuppressesLacuteLpostYweaningL
stressLinLpigletsZLEnvironmentalgMicrobiologyXL2021XLcdXLhcabYhcbd 5.2 4

312 torrelationLbetweenLbrainLfunctionLandLruyuLsymptomLchangesLinLchildrenLwithLruyuLfollowingLaL
fewYfoodsLdietkLanLopenYlabelLinterventionLtrialZLScientificgReportsXL2021XLbbXLcccaf 4.9 0

311 tarbohydrateYcontrolledLserineLproteaseLinhibitorLTserpinULproductionLinLsifidobacteriumLlongumL
subspZLlongumZLScientificgReportsXL2021XLbbXLhcdg 4.9 5

310 tharacterizationLofLtheLpathophysiologicalLdeterminantsLofLdiarrheagenicLvscherichiaLcoliLinfectionL
usingLaLchallengeLmodelLinLhealthyLadultsZLScientificgReportsXL2021XLbbXLgaga 4.9 1

309 uietaryLznulinLzncreasesLStrainL—pjaaLαersistenceLinLRatsLuependingLonLtheLuietaryYtalciumL—evelZL
AppliedgandgEnvironmentalgMicrobiologyXL2021XLihXL 4.8 4

308 xrowthXLdormancyLandLlysiskLtheLcomplexLrelationLofLstarterLcultureLphysiologyLandLcheeseLflavourL
formationZLCurrentgOpiniongingFoodgScienceXL2021XLdjXLccYda 9.8 4

307 zmpactLofLearlyYlifeLfeedingLonLlocalLintestinalLmicrobiotaLandLdigestiveLsystemLdevelopmentLinL
pigletsZLScientificgReportsXL2021XLbbXLecbd 4.9 8

306
yumanLmilkLextracellularLvesiclesLtargetLnodesLinLinterconnectedLsignallingLpathwaysLthatLenhanceL
oralLepithelialLbarrierLfunctionLandLdampenLimmuneLresponsesZLJournalgofgExtracellulargVesiclesXL
2021XLbaXLebcahb

16.4 15

305 tolonizingL icrobesXLz—YbaLandLz—YcckL–eepingLtheLαeaceLatLtheL ucosalLSurfaceZLFrontiersging
MicrobiologyXL2021XLbcXLhcjafd 5.7 1

304 TheLαossibleL—inkLsetweenL anufacturingLandLαrobioticLvfficacylLaL olecularLαointLofLViewLonLZZL
FrontiersgingMicrobiologyXL2021XLbcXLibcfdg 5.7 2

303 vffectsLofLtreepLweedLαrovisionLonLsehaviorLandLαerformanceLofLαigletsLrroundLWeaningZLFrontiersg
ingVeterinarygScienceXL2020XLhXLfcaadf 3.1 4

302 zntestinalL icrobiotaLandLzmmuneL odulationLinLZebrafishLbyLwucoidanLwromLêkinawaL ozukuLTUZL
FrontiersgingNutritionXL2020XLhXLgh 6.2 12

301 rLsalivaryLmetaboliteLsignatureLthatLreflectsLgingivalLhostYmicrobeLinteractionskLinstabilityLpredictsL
gingivitisLsusceptibilityZLScientificgReportsXL2020XLbaXLdaai 4.9

300 —ifestyleXLmetabolismLandLenvironmentalLadaptationLinL—actococcusLlactisZLFEMSgMicrobiologyg
ReviewsXL2020XLeeXLiaeYica 15.1 4
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299
SynbioticL atchmakingLinL—actobacillusLplantarumkLSubstrateLScreeningLandLxeneYTraitL atchingL
ToLtharacterizeLStrainYSpecificLtarbohydrateLUtilizationZLAppliedgandgEnvironmentalgMicrobiologyXL
2020XLigXL

4.8 6

298 rLàovelL ethodLforL—ongYTermLrnalysisLofL—acticLrcidLandLrmmoniumLαroductionLinLàonYgrowingL
RevealsLαreYcultureLandLStrainLuependenceZLFrontiersgingBioengineeringgandgBiotechnologyXL2020XLiXLfiaaja5.8 6

297 —ipoproteinsLtontributeLtoLtheLrntiYinflammatoryLtapacityLofLWtwSbZLFrontiersgingMicrobiologyXL
2020XLbbXLbicc 5.7 5

296 αhenotypicLandLgeneticLcharacterizationLofLdifferentialLgalactoYoligosaccharideLutilizationLinL
—actobacillusLplantarumZLScientificgReportsXL2020XLbaXLcbgfh 4.9 6

295 —egitimateLandLReliableLueterminationLofLtheLrgeYRelatedLzntestinalL icrobiomeLinLYoungLαigletslL
RectalLSwabsLandLwecalLSamplesLαrovideLtomparableLznsightsZLFrontiersgingMicrobiologyXL2019XLbaXLbiig 5.7 8

294 vvaluatingLsingleYparticleLtrackingLbyLphotoYactivationLlocalizationLmicroscopyLTsptαr— ULinL
—actococcusLlactisZLPhysicalgBiologyXL2019XLbgXLadfaab 3 5

293
SialyllactoseLandLxalactooligosaccharidesLαromoteLvpithelialLsarrierLwunctioningLandLuistinctlyL
 odulateL icrobiotaLtompositionLandLShortLthainLwattyLrcidLαroductionZLFrontiersgingImmunologyXL
2019XLbaXLje

8.4 53

292 VisualisationLofLdtasjLtargetLsearchLinLvivoLusingLanLopenYmicroscopyLframeworkZLNatureg
CommunicationsXL2019XLbaXLdffc 17.4 33

291  icrobialLcommunitiesLinLaLdynamicLinLvitroLmodelLforLtheLhumanLileumLresembleLtheLhumanLilealL
microbiotaZLFEMSgMicrobiologygEcologyXL2019XLjfXL 4.3 6

290
siomarkerLResearchLinLruyukLtheLzmpactLofLàutritionLTsRrzàULYLstudyLprotocolLofLanLopenYlabelLtrialL
toLinvestigateLtheLmechanismsLunderlyingLtheLeffectsLofLaLfewYfoodsLdietLonLruyuLsymptomsLinL
childrenZLBMJgOpenXL2019XLjXLeacjecc

3 6

289 RenaissanceLofLtraditionalLuàrLtransferLstrategiesLforLimprovementLofLindustrialLlacticLacidL
bacteriaZLCurrentgOpiniongingBiotechnologyXL2019XLfgXLgbYgi 11.4 26

288 UnderstandingLmodeLofLactionLcanLdriveLtheLtranslationalLpipelineLtowardsLmoreLreliableLhealthL
benefitsLforLprobioticsZLCurrentgOpiniongingBiotechnologyXL2019XLfgXLffYga 11.4 34

287 RoleLofLcellLsurfaceLcompositionLandLlysisLinLstaticLbiofilmLformationLbyL—actobacillusLplantarumL
WtwSbZLInternationalgJournalgofgFoodgMicrobiologyXL2018XLchbXLbfYcd 5.8 4

286 VersatileLtasjYurivenLSubpopulationLSelectionLToolboxLforL—actococcusLlactisZLAppliedgandg
EnvironmentalgMicrobiologyXL2018XLieXL 4.8 33

285 uietaryLdiversityLaffectsLfeedingLbehaviourLofLsucklingLpigletsZLAppliedgAnimalgBehaviourgScienceXL
2018XLcafXLbfbYbfi 2.2 13

284 –RvrαkLanLautomatedLxalaxyLplatformLtoLquantifyLinLvitroLreYepithelializationLkineticsZLGigaScienceXL
2018XLhXL 7.6 3

283 αerspectivekLwundamentalL—imitationsLofLtheLRandomizedLtontrolledLTrialL ethodLinLàutritionalL
ResearchkLTheLvxampleLofLαrobioticsZLAdvancesgingNutritionXL2018XLjXLfgbYfhb 10 33

282 —acticLrcidLsacteriaLforLueliveryLofLvndogenousLorLvngineeredLTherapeuticL oleculesZLFrontiersging
MicrobiologyXL2018XLjXLbicb 5.7 24

(2018-2020)
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281 znductionLofLàaturalLtompetenceLinLxeneticallyYmodifiedZLBiouprotocolXL2018XLiXLecjcc 0.9 1

280  icrobialLmetabolicLgatekeepingLinLtheLjejunumZLNaturegMicrobiologyXL2018XLdXLgfaYgfb 26.6 5

279  etatranscriptomeLanalysisLofLtheLmicrobialLfermentationLofLdietaryLmilkLproteinsLinLtheLmurineL
gutZLPLoSgONEXL2018XLbdXLeabjeagg 3.7 9

278 tanLprobioticsLmodulateLhumanLdiseaseLbyLimpactingLintestinalLbarrierLfunctionpZLBritishgJournalgofg
NutritionXL2017XLbbhXLjdYbah 3.6 218

277 ênLtheLecosystemicLnetworkLofLsalivaLinLhealthyLyoungLadultsZLISMEgJournalXL2017XLbbXLbcbiYbcdb 11.9 78

276 yighYfatLfeedingLratherLthanLobesityLdrivesLtaxonomicalLandLfunctionalLchangesLinLtheLgutL
microbiotaLinLmiceZLMicrobiomeXL2017XLfXLed 16.6 77

275 StreptococcusLsalivariusL SYoralYugLpromotesLgingivalLreYepithelializationLinLvitroLthroughLaL
secretedLserineLproteaseZLScientificgReportsXL2017XLhXLbbbaa 4.9 9

274 zntestinalLcolonisationLpatternsLinLbreastfedLandLformulaYfedLinfantsLduringLtheLfirstLbcLweeksLofL
lifeLrevealLsequentialLmicrobiotaLsignaturesZLScientificgReportsXL2017XLhXLidch 4.9 74

273 UnleashingLàaturalLtompetenceLinL—actococcusLlactisLbyLznductionLofLtheLtompetenceLRegulatorL
tomXZLAppliedgandgEnvironmentalgMicrobiologyXL2017XLidXL 4.8 19

272 uraftLxenomeLSequenceLofLaLαorcineLtommensalXLXLvncodingLaLàonribosomalLαeptideLSynthetaseL
αredictedLToLαroduceLtheLzonophoreLrntibioticLValinomycinZLGenomegAnnouncementsXL2017XLfXL 7

271 xramYpositiveLanaerobeLcocciLareLunderrepresentedLinLtheLmicrobiomeLofLfilaggrinYdeficientLhumanL
skinZLJournalgofgAllergygandgClinicalgImmunologyXL2017XLbdjXLbdgiYbdhb 11.5 36

270 ReplyLtoL eiselLet´ alZLJournalgofgInvestigativegDermatologyXL2017XLbdhXLjgbYjgc 4.3 29

269 StressLαhysiologyLofL—acticLrcidLsacteriaZLMicrobiologygandgMoleculargBiologygReviewsXL2016XLiaXLidhYja 13.2 276

268 àomadicLlifestyleLofL—actobacillusLplantarumLrevealedLbyLcomparativeLgenomicsLofLfeLstrainsL
isolatedLfromLdifferentLhabitatsZLEnvironmentalgMicrobiologyXL2016XLbiXLejheYejij 5.2 106

267 zdentificationLofLtommensalLSpeciesLαositivelyLtorrelatedLwithLvarlyLStressLResponsesLtoLaL
tompromisedL ucusLsarrierZLInflammatorygBowelgDiseasesXL2016XLccXLicgYea 4.5 21

266 vffectLofLaLlongYtermLhighYproteinLdietLonLsurvivalXLobesityLdevelopmentXLandLgutLmicrobiotaLinL
miceZLAmericangJournalgofgPhysiologygugEndocrinologygandgMetabolismXL2016XLdbaXLviigYjj 6 34

265 tompleteLxenomeLSequenceLofLStreptococcusLsalivariusLySzSSeXLaLyumanLtommensalLsacteriumL
yighlyLαrevalentLinLtheLuigestiveLTractZLGenomegAnnouncementsXL2016XLeXL 6

264 vxopolysaccharidesLproducedLbyLlacticLacidLbacteriakLfromLhealthYpromotingLbenefitsLtoLstressL
toleranceLmechanismsZLAppliedgMicrobiologygandgBiotechnologyXL2016XLbaaXLdihhYig 5.7 206
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263 wunctionalLαrofilingLofLUnfamiliarL icrobialLtommunitiesLUsingLaLValidatedLueLàovoLrssemblyL
 etatranscriptomeLαipelineZLPLoSgONEXL2016XLbbXLeabegecd 3.7 16

262 tharacterizationLofLtheLtranscriptionalLregulationLofLtheLtarzJ–—LlocusLinvolvedLinLribitolYcontainingL
wallLteichoicLacidLbiosynthesisLinL—actobacillusLplantarumZLMicrobiologygpUnitedgKingdomqXL2016XLbgcXLecaYedc2.9 4

261 TheLVariableLRegionsLofL—actobacillusLrhamnosusLxenomesLRevealLtheLuynamicLvvolutionLofL
 etabolicLandLyostYrdaptationLRepertoiresZLGenomegBiologygandgEvolutionXL2016XLiXLbiijYjaf 3.9 39

260 uraftLxenomeLSequenceLofL—actobacillusLplantarumLSwcrdfsZLGenomegAnnouncementsXL2016XLeXL 2

259 UseLofLpropidiumLmonoazideLforLselectiveLprofilingLofLviableLmicrobialLcellsLduringLxoudaLcheeseL
ripeningZLInternationalgJournalgofgFoodgMicrobiologyXL2016XLcciXLbYj 5.8 34

258 StrainYSpecificLweaturesLofLvxtracellularLαolysaccharidesLandLTheirLzmpactLonL—actobacillusL
plantarumYyostLznteractionsZLAppliedgandgEnvironmentalgMicrobiologyXL2016XLicXLdjfjYdjha 4.8 73

257 xenomeYwideLtranscriptionalLresponsesLtoLcarbonLstarvationLinLnongrowingL—actococcusLlactisZL
AppliedgandgEnvironmentalgMicrobiologyXL2015XLibXLcffeYgb 4.8 16

256 αhysiologicalLandLTranscriptionalLResponsesLofLuifferentLzndustrialL icrobesLatLàearYZeroLSpecificL
xrowthLRatesZLAppliedgandgEnvironmentalgMicrobiologyXL2015XLibXLfggcYha 4.8 29

255
xutLmicrobiotaLfacilitatesLdietaryLhemeYinducedLepithelialLhyperproliferationLbyLopeningLtheLmucusL
barrierLinLcolonZLProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaXL
2015XLbbcXLbaadiYed

11.5 206

254  iningLmicrobialLmetatranscriptomesLforLexpressionLofLantibioticLresistanceLgenesLunderLnaturalL
conditionsZLScientificgReportsXL2015XLfXLbbjib 4.9 41

253 torrelationLofL—actobacillusLrhamnosusLxenotypesLandLtarbohydrateLUtilizationLSignaturesL
ueterminedLbyLαhenotypeLαrofilingZLAppliedgandgEnvironmentalgMicrobiologyXL2015XLibXLfefiYha 4.8 29

252
tomparisonLofLtheLeffectsLofLfiveLdietaryLfibersLonLmucosalLtranscriptionalLprofilesXLandLluminalL
microbiotaLcompositionLandLStwrLconcentrationsLinLmurineLcolonZLMoleculargNutritiongandgFoodg
ResearchXL2015XLfjXLbfjaYgac

5.9 29

251 yumanLbuccalLepitheliumLacquiresLmicrobialLhyporesponsivenessLatLbirthXLaLroleLforLsecretoryL
leukocyteLproteaseLinhibitorZLGutXL2015XLgeXLiieYjd 19.2 12

250 z—YccYSTrTdLpathwayLplaysLaLkeyLroleLinLtheLmaintenanceLofLilealLhomeostasisLinLmiceLlackingL
secretedLmucusLbarrierZLInflammatorygBowelgDiseasesXL2015XLcbXLfdbYec 4.5 38

249 T—RLsignalingYinducedLtubadYexpressingLcellsLprotectLagainstLintestinalLinflammationZL
InflammatorygBowelgDiseasesXL2015XLcbXLfahYbj 4.5 9

248  olecularLandLmetabolicLadaptationsLofL—actococcusLlactisLatLnearYzeroLgrowthLratesZLAppliedgandg
EnvironmentalgMicrobiologyXL2015XLibXLdcaYdb 4.8 15

247 vvolutionaryLengineeringLtoLenhanceLstarterLcultureLperformanceLinLfoodLfermentationsZLCurrentg
OpiniongingBiotechnologyXL2015XLdcXLbYh 11.4 51

246 TheLsmallLintestineLmicrobiotaXLnutritionalLmodulationLandLrelevanceLforLhealthZLCurrentgOpinionging
BiotechnologyXL2015XLdcXLbeYca 11.4 130

(2015-2016)
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245 TowardsLmicrobialLfermentationLmetabolitesLasLmarkersLforLhealthLbenefitsLofLprebioticsZLNutritiong
ResearchgReviewsXL2015XLciXLecYgg 7 173

244 ResequencingLofLtheL—actobacillusLplantarumLStrainLWJ—LxenomeZLGenomegAnnouncementsXL2015XLdXL 8

243 àearlyLtompleteLxenomeLSequenceLofL—actobacillusLplantarumLStrainLàzZêcihhZLGenomeg
AnnouncementsXL2015XLdXL 7

242 αhysiologicalLandLcellLmorphologyLadaptationLofLsacillusLsubtilisLatLnearYzeroLspecificLgrowthLrateskL
aLtranscriptomeLanalysisZLEnvironmentalgMicrobiologyXL2015XLbhXLdegYgd 5.2 21

241 yTcUêTcULproductionLinLspeciesLofLtheL—actobacillusLacidophilusLgroupkLaLcentralLroleLforLaLnovelL
àruyYdependentLflavinLreductaseZLAppliedgandgEnvironmentalgMicrobiologyXL2014XLiaXLcccjYdj 4.8 91

240 xtfrLandLxtfsLareLbothLrequiredLforLproteinLêYglycosylationLinL—actobacillusLplantarumZLJournalgofg
BacteriologyXL2014XLbjgXLbghbYic 3.5 17

239 —actateLracemaseLisLaLnickelYdependentLenzymeLactivatedLbyLaLwidespreadLmaturationLsystemZL
NaturegCommunicationsXL2014XLfXLdgbf 17.4 72

238
uevelopmentLofLtheLrecombinaseYbasedLinLvivoLexpressionLtechnologyLinLStreptococcusL
thermophilusLandLvalidationLusingLtheLlactoseLoperonLpromoterZLJournalgofgAppliedgMicrobiologyXL
2014XLbbgXLgcaYdb

4.7 10

237 αYabfkLyumanLbuccalLepitheliumLacquiresLmicrobialLhyporesponsivenessLatLbirthXLaLroleLforL
secretoryLleukocyteLproteaseLinhibitorZLJournalgofgCrohnosgandgColitisXL2014XLiXLSdji 1.5

236 zdentificationLandLassemblyLofLgenomesLandLgeneticLelementsLinLcomplexLmetagenomicLsamplesL
withoutLusingLreferenceLgenomesZLNaturegBiotechnologyXL2014XLdcXLiccYi 44.5 624

235 rnLintegratedLcatalogLofLreferenceLgenesLinLtheLhumanLgutLmicrobiomeZLNaturegBiotechnologyXL
2014XLdcXLideYeb 44.5 1088

234 znactivationLofL—actobacillusLplantarumLWtwSbLduringLsprayLdryingLandLstorageLassessedLwithL
complementaryLviabilityLdeterminationLmethodsZLFoodgResearchgInternationalXL2014XLgeXLcbcYcbh 7 13

233 αroductionLofLaromaLcompoundsLinLlacticLfermentationsZLAnnualgReviewgofgFoodgSciencegandg
TechnologyXL2014XLfXLdbdYcg 14.7 164

232 TransientLinflammatoryYlikeLstateLandLmicrobialLdysbiosisLareLpivotalLinLestablishmentLofLmucosalL
homeostasisLduringLcolonisationLofLgermYfreeLmiceZLBeneficialgMicrobesXL2014XLfXLghYhh 4.9 54

231 zmmunomodulatoryLpropertiesLofLStreptococcusLandLVeillonellaLisolatesLfromLtheLhumanLsmallL
intestineLmicrobiotaZLPLoSgONEXL2014XLjXLebbechh 3.7 73

230 TLlymphocytesLcontrolLmicrobialLcompositionLbyLregulatingLtheLabundanceLofLVibrioLinLtheLzebrafishL
gutZLGutgMicrobesXL2014XLfXLhdhYeh 8.8 26

229 wunctionalLimplicationsLofLtheLmicrobialLcommunityLstructureLofLundefinedLmesophilicLstarterL
culturesZLMicrobialgCellgFactoriesXL2014XLbdLSupplLbXLSc 6.4 55

228 TheLgutLmicrobiotaLelicitsLaLprofoundLmetabolicLreorientationLinLtheLmouseLjejunalLmucosaLduringL
conventionalisationZLGutXL2013XLgcXLbdagYbe 19.2 88
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227  ultifactorialLdiversityLsustainsLmicrobialLcommunityLstabilityZLISMEgJournalXL2013XLhXLcbcgYdg 11.9 113

226 êmicsLapproachesLtoLstudyLhostYmicrobiotaLinteractionsZLCurrentgOpiniongingMicrobiologyXL2013XLbgXLchaYh7.9 22

225 RichnessLofLhumanLgutLmicrobiomeLcorrelatesLwithLmetabolicLmarkersZLNatureXL2013XLfaaXLfebYg 50.4 2584

224
zntestinalLcolonizationkLhowLkeyLmicrobialLplayersLbecomeLestablishedLinLthisLdynamicLprocesskL
microbialLmetabolicLactivitiesLandLtheLinterplayLbetweenLtheLhostLandLmicrobesZLBioEssaysXL2013XL
dfXLjbdYcd

4.1 47

223 tellLsurfaceYassociatedLcompoundsLofLprobioticLlactobacilliLsustainLtheLstrainYspecificityLdogmaZL
CurrentgOpiniongingMicrobiologyXL2013XLbgXLcgcYj 7.9 55

222
TheLstructureLofLanLalternativeLwallLteichoicLacidLproducedLbyLaL—actobacillusLplantarumLWtwSbL
mutantLcontainsLaLbXfYlinkedLpolyTribitolLphosphateULbackboneLwithLcY˛–YuYglucosylLsubstitutionsZL
CarbohydrategResearchXL2013XLdhaXLghYhb

2.9 8

221 rLcomprehensiveLmetatranscriptomeLanalysisLpipelineLandLitsLvalidationLusingLhumanLsmallL
intestineLmicrobiotaLdatasetsZLBMCgGenomicsXL2013XLbeXLfda 4.5 92

220 TranscriptomeLsignaturesLofLclassLzLandLzzzLstressLresponseLderegulationLinL—actobacillusLplantarumL
revealLpleiotropicLadaptationZLMicrobialgCellgFactoriesXL2013XLbcXLbbc 6.4 15

219  odulationLofLtheLmicrobialLfermentationLinLtheLgutLbyLfermentableLcarbohydratesZLBioactiveg
CarbohydratesgandgDietarygFibreXL2013XLcXLbddYbec 3.4 19

218 zmpactLofL—actobacillusLplantarumLsortaseLonLtargetLproteinLsortingXLgastrointestinalLpersistenceXL
andLhostLimmuneLresponseLmodulationZLJournalgofgBacteriologyXL2013XLbjfXLfacYj 3.5 33

217 TheLquestLforLprobioticLeffectorLmoleculesYYunravelingLstrainLspecificityLatLtheLmolecularLlevelZL
PharmacologicalgResearchXL2013XLgjXLgbYhe 10.2 72

216 uehydrationLandLthermalLinactivationLofL—actobacillusLplantarumLWtwSbkLtomparingLsingleLdropletL
dryingLtoLsprayLandLfreezeLdryingZLFoodgResearchgInternationalXL2013XLfeXLbdfbYbdfj 7 68

215 QuantitativeLphysiologyLofL—actococcusLlactisLatLextremeLlowYgrowthLratesZLEnvironmentalg
MicrobiologyXL2013XLbfXLcdbjYdc 5.2 14

214 xutLbacteriaYhostLmetabolicLinterplayLduringLconventionalisationLofLtheLmouseLgermfreeLcolonZL
ISMEgJournalXL2013XLhXLhedYff 11.9 73

213 RegulationLofLintestinalLhomeostasisLandLimmunityLwithLprobioticLlactobacilliZLTrendsgingImmunology
XL2013XLdeXLcaiYbf 14.4 222

212 uiversityLofLhumanLsmallLintestinalLStreptococcusLandLVeillonellaLpopulationsZLFEMSgMicrobiologyg
EcologyXL2013XLifXLdhgYii 4.3 90

211 sutyrateYproducingLtlostridiumLclusterLXzVaLspeciesLspecificallyLcolonizeLmucinsLinLanLinLvitroLgutL
modelZLISMEgJournalXL2013XLhXLjejYgb 11.9 351

210 znfluenceLofLfermentedLmilkLproductsXLprebioticsLandLprobioticsLonLmicrobiotaLcompositionLandL
healthZLBailliereosgBestgPracticegandgResearchgingClinicalgGastroenterologyXL2013XLchXLbdjYff 2.5 64

(2013-2013)
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209 uraftLxenomeLSequenceLofLVeillonellaLparvulaLySzVαbXLzsolatedLfromLtheLyumanLSmallLzntestineZL
GenomegAnnouncementsXL2013XLbXL 7

208 uraftLxenomeLSequenceLofLvnterococcusLspZLStrainLySzvxbXLzsolatedLfromLtheLyumanLSmallL
zntestineZLGenomegAnnouncementsXL2013XLbXL 3

207  icrobiotaLconservationLandLs zLsignaturesLinLadultLmonozygoticLtwinsZLISMEgJournalXL2013XLhXLhahYbh 11.9 221

206
—axativeLtreatmentLwithLpolyethyleneLglycolLdecreasesLmicrobialLprimaryLbileLsaltLdehydroxylationL
andLlipidLmetabolismLinLtheLintestineLofLratsZLAmericangJournalgofgPhysiologygugRenalgPhysiologyXL2013
XLdafXLxeheYic

5.1 8

205 TheLgutLmicrobiotaLandLmucosalLhomeostasiskLcolonizedLatLbirthLorLatLadulthoodXLdoesLitLmatterpZL
GutgMicrobesXL2013XLeXLbbiYce 8.8 80

204  olecularLsignaturesLforLtheLdynamicLprocessLofLestablishingLintestinalLhostYmicrobialLhomeostasiskL
potentialLforLdiseaseLdiagnosticspZLCurrentgOpiniongingGastroenterologyXL2013XLcjXLgcbYh 3 8

203  icrobiomeLandLskinLdiseasesZLCurrentgOpiniongingAllergygandgClinicalgImmunologyXL2013XLbdXLfbeYca 3.3 104

202 xenotypicLadaptationsLassociatedLwithLprolongedLpersistenceLofL—actobacillusLplantarumLinLtheL
murineLdigestiveLtractZLBiotechnologygJournalXL2013XLiXLijfYjae 5.6 15

201 êYglycosylationLasLaLnovelLcontrolLmechanismLofLpeptidoglycanLhydrolaseLactivityZLJournalgofg
BiologicalgChemistryXL2013XLciiXLcccddYeh 5.4 31

200 êxygenLrelievesLtheLtêcLandLacetateLdependencyLofL—actobacillusLjohnsoniiLàttLfddZLPLoSgONEXL
2013XLiXLefhcdf 3.7 18

199 tomparativeLgenomicsLanalysisLofLStreptococcusLisolatesLfromLtheLhumanLsmallLintestineLrevealsL
theirLadaptationLtoLaLhighlyLdynamicLecosystemZLPLoSgONEXL2013XLiXLeidebi 3.7 42

198 TheLimpactLofL—actobacillusLplantarumLWtwSbLteichoicLacidLuYalanylationLonLtheLgenerationLofL
effectorLandLregulatoryLTYcellsLinLhealthyLmiceZLPLoSgONEXL2013XLiXLegdajj 3.7 37

197 TheLhumanLsmallLintestinalLmicrobiotaLisLdrivenLbyLrapidLuptakeLandLconversionLofLsimpleL
carbohydratesZLISMEgJournalXL2012XLgXLbebfYcg 11.9 416

196 àovelLmethodLforLenumerationLofLviableL—actobacillusLplantarumLWtwSbLcellsLafterLsingleYdropletL
dryingZLAppliedgandgEnvironmentalgMicrobiologyXL2012XLhiXLiaicYi 4.8 21

195  icrobiomeLdynamicsLofLhumanLepidermisLfollowingLskinLbarrierLdisruptionZLGenomegBiologyXL2012XL
bdXLRbab 18.3 153

194 TheLmicrobiotaLandLtheLgutYbrainLaxiskLinsightsLfromLtheLtemporalLandLspatialLmucosalLalterationsL
duringLcolonisationLofLtheLgermfreeLmouseLintestineZLBeneficialgMicrobesXL2012XLdXLcfbYj 4.9 48

193 TowardLpectinLfermentationLbyLSaccharomycesLcerevisiaekLexpressionLofLtheLfirstLtwoLstepsLofLaL
bacterialLpathwayLforLuYgalacturonateLmetabolismZLJournalgofgBiotechnologyXL2012XLbgcXLdadYba 3.7 23

192 —actobacillusLplantarumLpossessesLtheLcapabilityLforLwallLteichoicLacidLbackboneLalditolLswitchingZL
MicrobialgCellgFactoriesXL2012XLbbXLbcd 6.4 41
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191 zdentificationLofLkeyLpeptidoglycanLhydrolasesLforLmorphogenesisXLautolysisXLandLpeptidoglycanL
compositionLofL—actobacillusLplantarumLWtwSbZLMicrobialgCellgFactoriesXL2012XLbbXLbdh 6.4 35

190 zmpactLofLeL—actobacillusLplantarumLcapsularLpolysaccharideLclustersLonLsurfaceLglycanLcompositionL
andLhostLcellLsignalingZLMicrobialgCellgFactoriesXL2012XLbbXLbej 6.4 74

189 TheLimpactLofLprobioticsLandLprebioticsLonLtheLimmuneLsystemZLNaturegReviewsgImmunologyXL2012XL
bcXLhciYde 36.5 170

188 TranscriptomesLrevealLgeneticLsignaturesLunderlyingLphysiologicalLvariationsLimposedLbyLdifferentL
fermentationLconditionsLinL—actobacillusLplantarumZLPLoSgONEXL2012XLhXLedihca 3.7 43

187 TemporalLandLspatialLinterplayLofLmicrobiotaLandLintestinalLmucosaLdriveLestablishmentLofLimmuneL
homeostasisLinLconventionalizedLmiceZLMucosalgImmunologyXL2012XLfXLfghYhj 9.2 152

186 TheLmajorLautolysinLrcmcLfromL—actobacillusLplantarumLundergoesLcytoplasmicLêYglycosylationZL
JournalgofgBacteriologyXL2012XLbjeXLdcfYdd 3.5 36

185  icrobialLdomesticationLsignaturesLofL—actococcusLlactisLcanLbeLreproducedLbyLexperimentalL
evolutionZLGenomegResearchXL2012XLccXLbbfYce 9.7 116

184 xenomeLsequenceLofLtheLnaturallyLplasmidYfreeL—actobacillusLplantarumLstrainLàtiLTttUxLgbhdaUZL
JournalgofgBacteriologyXL2012XLbjeXLcdjbYc 3.5 43

183 tompleteLresequencingLandLreannotationLofLtheL—actobacillusLplantarumLWtwSbLgenomeZLJournalg
ofgBacteriologyXL2012XLbjeXLbjfYg 3.5 92

182
SaturatedLfatLstimulatesLobesityLandLhepaticLsteatosisLandLaffectsLgutLmicrobiotaLcompositionLbyL
anLenhancedLoverflowLofLdietaryLfatLtoLtheLdistalLintestineZLAmericangJournalgofgPhysiologygugRenalg
PhysiologyXL2012XLdadXLxfijYjj

5.1 250

181 tomparativeLanalysisLofL—actobacillusLplantarumLWtwSbLtranscriptomesLbyLusingLuàrLmicroarrayL
andLnextYgenerationLsequencingLtechnologiesZLAppliedgandgEnvironmentalgMicrobiologyXL2012XLhiXLebebYi4.8 24

180 xenomeYwideLpredictionLandLvalidationLofLsigmahaLpromotersLinL—actobacillusLplantarumLWtwSbZL
PLoSgONEXL2012XLhXLeefajh 3.7 8

179  odulationLofL—actobacillusLplantarumLgastrointestinalLrobustnessLbyLfermentationLconditionsL
enablesLidentificationLofLbacterialLrobustnessLmarkersZLPLoSgONEXL2012XLhXLedjafd 3.7 44

178 tongruentLstrainLspecificLintestinalLpersistenceLofL—actobacillusLplantarumLinLanL
intestineYmimickingLinLvitroLsystemLandLinLhumanLvolunteersZLPLoSgONEXL2012XLhXLeeefii 3.7 29

177 uietaryLhemeLaltersLmicrobiotaLandLmucosaLofLmouseLcolonLwithoutLfunctionalLchangesLinL
hostYmicrobeLcrossYtalkZLPLoSgONEXL2012XLhXLeejigi 3.7 79

176 vmergingLmolecularLinsightsLintoLtheLinteractionLbetweenLprobioticsLandLtheLhostLintestinalL
mucosaZLNaturegReviewsgMicrobiologyXL2011XLbaXLggYhi 22.2 429

175 wunctionalLzntestinalL etagenomicsL2011XLbhfYbja 6

174 wluorescenceLandLatomicLforceLmicroscopyLimagingLofLwallLteichoicLacidsLinL—actobacillusL
plantarumZLACSgChemicalgBiologyXL2011XLgXLdggYhg 4.9 67

(2011-2012)
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173
yumanLmucosalLinLvivoLtranscriptomeLresponsesLtoLthreeLlactobacilliLindicateLhowLprobioticsLmayL
modulateLhumanLcellularLpathwaysZLProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedg
StatesgofgAmericaXL2011XLbaiLSupplLbXLefgcYj

11.5 239

172 rrabinoxylansLandLinulinLdifferentiallyLmodulateLtheLmucosalLandLluminalLgutLmicrobiotaLandL
mucinYdegradationLinLhumanizedLratsZLEnvironmentalgMicrobiologyXL2011XLbdXLcgghYia 5.2 183

171 StrainYspecificLimmunomodulatoryLeffectsLofL—actobacillusLplantarumLstrainsLonL
birchYpollenYallergicLsubjectsLoutLofLseasonZLClinicalgandgExperimentalgAllergyXL2011XLebXLcdcYec 4.1 33

170 —actobacillusLstrainsLdifferentiallyLmodulateLcytokineLproductionLbyLhαs tLfromLpollenYallergicL
patientsZLFEMSgImmunologygandgMedicalgMicrobiologyXL2011XLgbXLciYea 21

169 yighLlocalLsubstrateLavailabilityLstabilizesLaLcooperativeLtraitZLISMEgJournalXL2011XLfXLjcjYdc 11.9 35

168 vnterotypesLofLtheLhumanLgutLmicrobiomeZLNatureXL2011XLehdXLbheYia 50.4 4240

167 ReconstructionLofLtheLregulatoryLnetworkLofL—actobacillusLplantarumLWtwSbLonLbasisLofLcorrelatedL
geneLexpressionLandLconservedLregulatoryLmotifsZLMicrobialgBiotechnologyXL2011XLeXLdddYee 6.3 18

166 wunctionalLanalysisLofLtheLroleLofLtggRLTcentralLglycolyticLgeneLregulatorULinL—actobacillusL
plantarumLbyLtranscriptomeLanalysisZLMicrobialgBiotechnologyXL2011XLeXLdefYfg 6.3 6

165 TheLhumanLgutLmicrobiomekLareLweLourLenterotypespZLMicrobialgBiotechnologyXL2011XLeXLffaYd 6.3 42

164 RecombinantLlacticLacidLbacteriaLasLmucosalLbiotherapeuticLagentsZLTrendsgingBiotechnologyXL2011XL
cjXLejjYfai 15.1 71

163 rnLintimateLtˆ“teYˆ Ytˆ“teLYLhowLprobioticLlactobacilliLcommunicateLwithLtheLhostZLEuropeangJournalgofg
PharmacologyXL2011XLggiLSupplLbXLSddYec 5.3 34

162 αostYgenomicLdecipheringLofLhostâ��microbeLcommunicationLinLtheLhumanLintestineXLandLitsLclinicalL
implicationsZLEuropeangJournalgofgPharmacologyXL2011XLggiXLebYec 5.3

161 VolatileLsulphurLcompoundsLinLmorningLbreathLofLhumanLvolunteersZLArchivesgofgOralgBiologyXL2011XL
fgXLcjYde 2.8 26

160 TheLproceedingsLofLtheLTenthLSymposiumLonL—acticLrcidLsacteriaZLMicrobialgCellgFactoriesXL2011XLbaL
SupplLbXLSb 6.4 12

159 tompetitiveLselectionLofLlacticLacidLbacteriaLthatLpersistLinLtheLhumanLoralLcavityZLAppliedgandg
EnvironmentalgMicrobiologyXL2011XLhhXLieefYfa 4.8 9

158 vngineeringLlacticLacidLbacteriaLforLincreasedLindustrialLfunctionalityZLBioengineeredgBugsXL2011XLcXLiaYh 45

157 ShortYLandLlongYtermLadaptationLtoLethanolLstressLandLitsLcrossYprotectiveLconsequencesLinL
—actobacillusLplantarumZLAppliedgandgEnvironmentalgMicrobiologyXL2011XLhhXLfcehYfg 4.8 74

156  icroarrayLanalysisLandLbarcodedLpyrosequencingLprovideLconsistentLmicrobialLprofilesLdependingL
onLtheLsourceLofLhumanLintestinalLsamplesZLAppliedgandgEnvironmentalgMicrobiologyXL2011XLhhXLcahbYia 4.8 128
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155 vngineeringLRobustL—acticLrcidLsacteriaL2011XLdgjYdje 3

154
yighYresolutionLamplifiedLfragmentLlengthLpolymorphismLtypingLofL—actococcusLlactisLstrainsL
enablesLidentificationLofLgeneticLmarkersLforLsubspeciesYrelatedLphenotypesZLAppliedgandg
EnvironmentalgMicrobiologyXL2011XLhhXLfbjcYi

4.8 19

153 yostLxenotypeLandLtheLvffectLonL icrobialLtommunitiesL2011XLbfYeb 7

152 TheLextracellularLbiologyLofLtheLlactobacilliZLFEMSgMicrobiologygReviewsXL2010XLdeXLbjjYcda 15.1 234

151 tonvergenceLinLprobioticL—actobacillusLgutYadaptiveLresponsesLinLhumansLandLmiceZLISMEgJournalXL
2010XLeXLbeibYe 11.9 86

150 rLhumanLgutLmicrobialLgeneLcatalogueLestablishedLbyLmetagenomicLsequencingZLNatureXL2010XLegeXLfjYgf50.4 7044

149 αhenotypicLandLgenomicLdiversityLofL—actobacillusLplantarumLstrainsLisolatedLfromLvariousL
environmentalLnichesZLEnvironmentalgMicrobiologyXL2010XLbcXLhfiYhd 5.2 208

148 TimeYresolvedLgeneticLresponsesLofL—actococcusLlactisLtoLaLdairyLenvironmentZLEnvironmentalg
MicrobiologyXL2010XLbcXLbcgaYha 5.2 29

147 yighLtemporalLandLinterYindividualLvariationLdetectedLinLtheLhumanLilealLmicrobiotaZLEnvironmentalg
MicrobiologyXL2010XLbcXLdcbdYch 5.2 205

146 siodiversityLofLmannoseYspecificLadhesionLinL—actobacillusLplantarumLrevisitedkLstrainYspecificL
domainLcompositionLofLtheLmannoseYadhesinZLBeneficialgMicrobesXL2010XLbXLgbYg 4.9 37

145 zdentificationLofLgeneticLlociLinL—actobacillusLplantarumLthatLmodulateLtheLimmuneLresponseLofL
dendriticLcellsLusingLcomparativeLgenomeLhybridizationZLPLoSgONEXL2010XLfXLebagdc 3.7 144

144 zndigenousLandLenvironmentalLmodulationLofLfrequenciesLofLmutationLinL—actobacillusLplantarumZL
AppliedgandgEnvironmentalgMicrobiologyXL2010XLhgXLbfihYjf 4.8 20

143
 icrobialLcommunityLdevelopmentLinLaLdynamicLgutLmodelLisLreproducibleXLcolonLregionLspecificXL
andLselectiveLforLsacteroidetesLandLtlostridiumLclusterLzXZLAppliedgandgEnvironmentalgMicrobiologyXL
2010XLhgXLfcdhYeg

4.8 219

142
RegulationLofLhumanLepithelialLtightLjunctionLproteinsLbyL—actobacillusLplantarumLinLvivoLandL
protectiveLeffectsLonLtheLepithelialLbarrierZLAmericangJournalgofgPhysiologygugRenalgPhysiologyXL2010XL
cjiXLxifbYj

5.1 388

141
 etatranscriptomeLanalysisLofLtheLhumanLfecalLmicrobiotaLrevealsLsubjectYspecificLexpressionL
profilesXLwithLgenesLencodingLproteinsLinvolvedLinLcarbohydrateLmetabolismLbeingLdominantlyL
expressedZLAppliedgandgEnvironmentalgMicrobiologyXL2010XLhgXLffddYea

4.8 66

140 sigmafeY ediatedLcontrolLofLtheLmannoseLphosphotransferaseLsytemLinL—actobacillusLplantarumL
impactsLonLcarbohydrateLmetabolismZLMicrobiologygpUnitedgKingdomqXL2010XLbfgXLgjfYhah 2.9 24

139 znvolvementLofLtheLmannoseLphosphotransferaseLsystemLofL—actobacillusLplantarumLWtwSbLinL
peroxideLstressLtoleranceZLAppliedgandgEnvironmentalgMicrobiologyXL2010XLhgXLdheiYfc 4.8 25

138 zdentificationLofL—actobacillusLplantarumLgenesLmodulatingLtheLcytokineLresponseLofLhumanL
peripheralLbloodLmononuclearLcellsZLBMCgMicrobiologyXL2010XLbaXLcjd 4.5 137

(2010-2011)
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137 TheLextracellularLbiologyLofLtheLlactobacilliZLFEMSgMicrobiologygReviewsXL2010XLdeXLbjjYcda 15.1 145

136
uifferentialLàwYkappasLpathwaysLinductionLbyL—actobacillusLplantarumLinLtheLduodenumLofLhealthyL
humansLcorrelatingLwithLimmuneLtoleranceZLProceedingsgofgthegNationalgAcademygofgSciencesgofgtheg
UnitedgStatesgofgAmericaXL2009XLbagXLcdhbYg

11.5 320

135 —argeLintergenicLcruciformYlikeLsupermotifsLinLtheL—actobacillusLplantarumLgenomeZLJournalgofg
BacteriologyXL2009XLbjbXLdecaYd 3.5 4

134 RegulatoryLphenotypingLrevealsLimportantLdiversityLwithinLtheLspeciesL—actococcusLlactisZLAppliedg
andgEnvironmentalgMicrobiologyXL2009XLhfXLfgihYje 4.8 24

133 TheL—actobacillusLplantarumLftsyLgeneLisLaLnovelLmemberLofLtheLttsRLstressLresponseLregulonZL
JournalgofgBacteriologyXL2009XLbjbXLbgiiYje 3.5 51

132 —ifestyleLofL—actobacillusLplantarumLinLtheLmouseLcaecumZLEnvironmentalgMicrobiologyXL2009XLbbXLchehYfh5.2 88

131 rLhighYthroughputLcheeseLmanufacturingLmodelLforLeffectiveLcheeseLstarterLcultureLscreeningZL
JournalgofgDairygScienceXL2009XLjcXLfigiYic 4 32

130 αrobioticLandLgutLlactobacilliLandLbifidobacteriakLmolecularLapproachesLtoLstudyLdiversityLandL
activityZLAnnualgReviewgofgMicrobiologyXL2009XLgdXLcgjYja 17.5 238

129 rnLinLsilicoLanalysisLofLTYboxLregulatedLgenesLandLTYboxLevolutionLinLprokaryotesXLwithLemphasisLonL
predictionLofLsubstrateLspecificityLofLtransportersZLBMCgGenomicsXL2008XLjXLdda 4.5 36

128 zdentificationLofLtheLtranscriptionalLresponseLofLhumanLintestinalLmucosaLtoL—actobacillusL
plantarumLWtwSbLinLvivoZLBMCgGenomicsXL2008XLjXLdhe 4.5 62

127 znLvitroLanalysisLofLprotectionLofLtheLenzymeLbileLsaltLhydrolaseLagainstLentericLconditionsLbyLwheyL
proteinYgumLarabicLmicroencapsulationZLJournalgofgAgriculturalgandgFoodgChemistryXL2008XLfgXLidgaYe 5.7 27

126 zmprovedLannotationLofLconjugatedLbileLacidLhydrolaseLsuperfamilyLmembersLinLxramYpositiveL
bacteriaZLMicrobiologygpUnitedgKingdomqXL2008XLbfeXLcejcYcfaa 2.9 36

125 yighYthroughputLidentificationLandLvalidationLofLinLsituYexpressedLgenesLofL—actococcusLlactisZL
AppliedgandgEnvironmentalgMicrobiologyXL2008XLheXLehchYdg 4.8 21

124
TwoLhomologousLrgrYlikeLquorumYsensingLsystemsLcooperativelyLcontrolLadherenceXLcellL
morphologyXLandLcellLviabilityLpropertiesLinL—actobacillusLplantarumLWtwSbZLJournalgofgBacteriologyXL
2008XLbjaXLhgffYgf

3.5 30

123 wunctionalLanalysisLofLfourLbileLsaltLhydrolaseLandLpenicillinLacylaseLfamilyLmembersLinL—actobacillusL
plantarumLWtwSbZLAppliedgandgEnvironmentalgMicrobiologyXL2008XLheXLehbjYcg 4.8 139

122 zmprovementLofL—actobacillusLplantarumLaerobicLgrowthLasLdirectedLbyLcomprehensiveL
transcriptomeLanalysisZLAppliedgandgEnvironmentalgMicrobiologyXL2008XLheXLehhgYi 4.8 40

121 yeterologousLexpressionLofLtheLpneumococcalLserotypeLbeLpolysaccharideLinL—actococcusLlactisL
requiresLlactococcalLepsrstLregulatoryLgenesZLAppliedgandgEnvironmentalgMicrobiologyXL2008XLheXLjbcYf 4.8 8

120 rssessmentLofLrealYtimeLRTYαtRLforLquantificationLofL—actobacillusLplantarumLgeneLexpressionL
duringLstationaryLphaseLandLnutrientLstarvationZLJournalgofgAppliedgMicrobiologyXL2008XLbaeXLfihYje 4.7 35
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119  annoseYspecificLinteractionLofL—actobacillusLplantarumLwithLporcineLjejunalLepitheliumZLFEMSg
ImmunologygandgMedicalgMicrobiologyXL2008XLfeXLcbfYcd 39

118  icrobialLcommunitiesLinLtheLhumanLsmallLintestinekLcouplingLdiversityLtoLmetagenomicsZLFutureg
MicrobiologyXL2007XLcXLcifYjf 2.9 103

117
uynamicsLofLcompetitiveLpopulationLabundanceLofL—actobacillusLplantarumLiviLgeneLmutantsLinL
faecalLsamplesLafterLpassageLthroughLtheLgastrointestinalLtractLofLmiceZLJournalgofgAppliedg
MicrobiologyXL2007XLbadXLbeceYde

4.7 34

116  utationalLanalysisLofLtheL—actococcusLlactisLàzZêLseaLexopolysaccharideLTvαSULgeneLclusterkLvαSL
biosynthesisLcorrelatesLwithLunphosphorylatedLvpssZLJournalgofgAppliedgMicrobiologyXL2007XLbadXLcgefYfg4.7 17

115 treYloxYbasedLsystemLforLmultipleLgeneLdeletionsLandLselectableYmarkerLremovalLinL—actobacillusL
plantarumZLAppliedgandgEnvironmentalgMicrobiologyXL2007XLhdXLbbcgYdf 4.8 184

114 —uciferaseLdetectionLduringLstationaryLphaseLinL—actococcusLlactisZLAppliedgandgEnvironmentalg
MicrobiologyXL2007XLhdXLehaeYg 4.8 12

113 SpatialLandLtemporalLexpressionLofL—actobacillusLplantarumLgenesLinLtheLgastrointestinalLtractsLofL
miceZLAppliedgandgEnvironmentalgMicrobiologyXL2007XLhdXLbceYdc 4.8 103

112 yighYlevelLproductionLofLtheLlowYcalorieLsugarLsorbitolLbyL—actobacillusLplantarumLthroughL
metabolicLengineeringZLAppliedgandgEnvironmentalgMicrobiologyXL2007XLhdXLbigeYhc 4.8 100

111  akingLsenseLofLquorumLsensingLinLlactobacillikLaLspecialLfocusLonL—actobacillusLplantarumLWtwSbZL
MicrobiologygpUnitedgKingdomqXL2007XLbfdXLdjdjYdjeh 2.9 66

110 TowardsLunderstandingLmolecularLmodesLofLprobioticLactionZLCurrentgOpiniongingBiotechnologyXL
2006XLbhXLcaeYba 11.4 241

109 tomparativeLandLfunctionalLanalysisLofLtheLrRàrYoperonsLandLtheirLtRàrLgeneLcomplementLinL
differentLlacticLacidLbacteriaZLSystematicgandgAppliedgMicrobiologyXL2006XLcjXLdfiYgh 4.2 17

108 —actobacillusLplantarumLgeneLclustersLencodingLputativeLcellYsurfaceLproteinLcomplexesLforL
carbohydrateLutilizationLareLconservedLinLspecificLgramYpositiveLbacteriaZLBMCgGenomicsXL2006XLhXLbcg 4.5 81

107 αredictingLcisYactingLelementsLofL—actobacillusLplantarumLbyLcomparativeLgenomicsLwithLdifferentL
taxonomicLsubgroupsZLNucleicgAcidsgResearchXL2006XLdeXLcieeYciee 20.1 78

106 αredictingLcisYactingLelementsLofL—actobacillusLplantarumLbyLcomparativeLgenomicsLwithLdifferentL
taxonomicLsubgroupsZLNucleicgAcidsgResearchXL2006XLdeXLbjehYfi 20.1 38

105
znvolvementLofLpyruvateLoxidaseLactivityLandLacetateLproductionLinLtheLsurvivalLofL—actobacillusL
plantarumLduringLtheLstationaryLphaseLofLaerobicLgrowthZLAppliedgandgEnvironmentalgMicrobiologyXL
2006XLhcXLhjddYea

4.8 55

104 tomparativeLanalysisLofLproteinsLwithLaLmucusYbindingLdomainLfoundLexclusivelyLinLlacticLacidL
bacteriaZLMicrobiologygpUnitedgKingdomqXL2006XLbfcXLchdYcia 2.9 135

103 TheLpredictedLsecretomeLofL—actobacillusLplantarumLWtwSbLshedsLlightLonLinteractionsLwithLitsL
environmentZLMicrobiologygpUnitedgKingdomqXL2006XLbfcXLdbhfYdbid 2.9 88

102
uYalanylLesterLdepletionLofLteichoicLacidsLinL—actobacillusLplantarumLresultsLinLaLmajorLmodificationL
ofLlipoteichoicLacidLcompositionLandLcellLwallLperforationsLatLtheLseptumLmediatedLbyLtheLrcmcL
autolysinZLJournalgofgBacteriologyXL2006XLbiiXLdhajYbf

3.5 54

(2006-2008)
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101 —actobacillusLplantarumâ��survivalXLfunctionalLandLpotentialLprobioticLpropertiesLinLtheLhumanL
intestinalLtractZLInternationalgDairygJournalXL2006XLbgXLbabiYbaci 3.5 322

100  olecularLrnalysisLofLyostY icrobeLznteractionsLinLtheLxastrointestinalLTractL2006XLbgjYbih 1

99 uàrLmicroYarrayYbasedLidentificationLofLbileYresponsiveLgenesLinL—actobacillusLplantarumZLJournalg
ofgAppliedgMicrobiologyXL2006XLbaaXLhciYdi 4.7 121

98 zsolationLofLuàrLfromLbacterialLsamplesLofLtheLhumanLgastrointestinalLtractZLNaturegProtocolsXL2006
XLbXLihaYd 18.8 108

97 zsolationLofLRàrLfromLbacterialLsamplesLofLtheLhumanLgastrointestinalLtractZLNaturegProtocolsXL2006
XLbXLjfeYj 18.8 74

96 zmprovementLofLanLexperimentalLcolitisLinLratsLbyLlacticLacidLbacteriaLproducingLsuperoxideL
dismutaseZLInflammatorygBowelgDiseasesXL2006XLbcXLbaeeYfc 4.5 88

95 zntroducingLglutathioneLbiosyntheticLcapabilityLintoL—actococcusLlactisLsubspZLcremorisLàZjaaaL
improvesLtheLoxidativeYstressLresistanceLofLtheLhostZLMetabolicgEngineeringXL2006XLiXLggcYhb 9.7 29

94 wunctionalLanalysisLofLthreeLplasmidsLfromL—actobacillusLplantarumZLAppliedgandgEnvironmentalg
MicrobiologyXL2005XLhbXLbccdYda 4.8 80

93 àewLinsightsLinLtheLmolecularLbiologyLandLphysiologyLofStreptococcusLthermophilusrevealedLbyL
comparativeLgenomicsZLFEMSgMicrobiologygReviewsXL2005XLcjXLedfYegd 15.1 50

92
uevelopmentLandLcharacterizationLofLaLsubtilinYregulatedLexpressionLsystemLinLsacillusLsubtiliskL
strictLcontrolLofLgeneLexpressionLbyLadditionLofLsubtilinZLAppliedgandgEnvironmentalgMicrobiologyXL
2005XLhbXLiibiYce

4.8 78

91 àewLinsightsLinLtheLmolecularLbiologyLandLphysiologyLofLStreptococcusLthermophilusLrevealedLbyL
comparativeLgenomicsZLFEMSgMicrobiologygReviewsXL2005XLcjXLedfYgd 15.1 245

90 baLyearsLofLtheLnisinYcontrolledLgeneLexpressionLsystemLTàztvULinL—actococcusLlactisZLAppliedg
MicrobiologygandgBiotechnologyXL2005XLgiXLhafYbh 5.7 440

89  olecularLcharacterizationLofLtheLtmbRLactivatorYbindingLsiteLinLtheLmettYcys–LpromoterLregionLinL
—actococcusLlactisZLMicrobiologygpUnitedgKingdomqXL2005XLbfbXLedjYeeg 2.9 18

88 rnLagrYlikeLtwoYcomponentLregulatoryLsystemLinL—actobacillusLplantarumLisLinvolvedLinLproductionL
ofLaLnovelLcyclicLpeptideLandLregulationLofLadherenceZLJournalgofgBacteriologyXL2005XLbihXLfcceYdf 3.5 131

87 vxploringL—actobacillusLplantarumLgenomeLdiversityLbyLusingLmicroarraysZLJournalgofgBacteriologyXL
2005XLbihXLgbbjYch 3.5 210

86 xenomeYwideLdetectionLandLanalysisLofLcellLwallYboundLproteinsLwithL—αxTxYlikeLsortingLmotifsZL
JournalgofgBacteriologyXL2005XLbihXLejciYde 3.5 129

85 —actateLracemizationLasLaLrescueLpathwayLforLsupplyingLuYlactateLtoLtheLcellLwallLbiosynthesisL
machineryLinL—actobacillusLplantarumZLJournalgofgBacteriologyXL2005XLbihXLghfaYgb 3.5 74

84 siodiversityYbasedLidentificationLandLfunctionalLcharacterizationLofLtheLmannoseYspecificLadhesinL
ofL—actobacillusLplantarumZLJournalgofgBacteriologyXL2005XLbihXLgbciYdg 3.5 242
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83 xenomeYbasedLinLsilicoLdetectionLofLputativeLmanganeseLtransportLsystemsLinL—actobacillusL
plantarumLandLtheirLgeneticLanalysisZLMicrobiologygpUnitedgKingdomqXL2005XLbfbXLbccjYdi 2.9 54

82 tompleteLsequencesLofLfourLplasmidsLofL—actococcusLlactisLsubspZLcremorisLS–bbLrevealLextensiveL
adaptationLtoLtheLdairyLenvironmentZLAppliedgandgEnvironmentalgMicrobiologyXL2005XLhbXLidhbYic 4.8 114

81 yighYlevelLacetaldehydeLproductionLinL—actococcusLlactisLbyLmetabolicLengineeringZLAppliedgandg
EnvironmentalgMicrobiologyXL2005XLhbXLbbajYbd 4.8 62

80  ajorLroleLofLàruYdependentLlactateLdehydrogenasesLinLaerobicLlactateLutilizationLinL—actobacillusL
plantarumLduringLearlyLstationaryLphaseZLJournalgofgBacteriologyXL2004XLbigXLgggbYg 3.5 58

79 zdentificationLandLfunctionalLcharacterizationLofLtheL—actococcusLlactisLrfbLoperonXLrequiredLforL
dTuαYrhamnoseLsiosynthesisZLJournalgofgBacteriologyXL2004XLbigXLbcdjYei 3.5 29

78 SelectionLandLcharacterizationLofLconditionallyLactiveLpromotersLinL—actobacillusLplantarumXLusingL
alanineLracemaseLasLaLpromoterLprobeZLAppliedgandgEnvironmentalgMicrobiologyXL2004XLhaXLdbaYh 4.8 31

77 tharacterizationLandLfunctionalLanalysisLofLtheLpoxsLgeneXLwhichLencodesLpyruvateLoxidaseLinL
—actobacillusLplantarumZLJournalgofgBacteriologyXL2004XLbigXLdhejYfj 3.5 79

76
xeneticLcharacterizationLofLtheLbileLsaltLresponseLinL—actobacillusLplantarumLandLanalysisLofL
responsiveLpromotersLinLvitroLandLinLsituLinLtheLgastrointestinalLtractZLJournalgofgBacteriologyXL2004XL
bigXLhicjYdf

3.5 114

75
TheLcompleteLgenomesLofL—actobacillusLplantarumLandL—actobacillusLjohnsoniiLrevealLextensiveL
differencesLinLchromosomeLorganizationLandLgeneLcontentZLMicrobiologygpUnitedgKingdomqXL2004XL
bfaXLdgabYdgbb

2.9 87

74 TwoLarginineLrepressorsLregulateLarginineLbiosynthesisLinL—actobacillusLplantarumZLJournalgofg
BacteriologyXL2004XLbigXLgafjYgj 3.5 21

73 SugarLutilisationLandLconservationLofLtheLgalYlacLgeneLclusterLinLStreptococcusLthermophilusZL
SystematicgandgAppliedgMicrobiologyXL2004XLchXLbaYh 4.2 28

72 αostYgenomicsLofLlacticLacidLbacteriaLandLotherLfoodYgradeLbacteriaLtoLdiscoverLgutLfunctionalityZL
CurrentgOpiniongingBiotechnologyXL2004XLbfXLigYjd 11.4 47

71 xenomeLdataLminingLofLlacticLacidLbacteriakLtheLimpactLofLbioinformaticsZLCurrentgOpinionging
BiotechnologyXL2004XLbfXLbafYbf 11.4 53

70 zdentificationLofL—actobacillusLplantarumLgenesLthatLareLinducedLinLtheLgastrointestinalLtractLofL
miceZLJournalgofgBacteriologyXL2004XLbigXLfhcbYj 3.5 198

69 αotentialLandLopportunitiesLforLuseLofLrecombinantLlacticLacidLbacteriaLinLhumanLhealthZLAdvancesging
AppliedgMicrobiologyXL2004XLfgXLbYge 4.9 58

68 QuorumLsensingLcontrolLofLlantibioticLproductionlLnisinLandLsubtilinLautoregulateLtheirLownL
biosynthesisZLPeptidesXL2004XLcfXLbeafYbe 3.8 177

67 rutoregulationLofLsubtilinLbiosynthesisLinLsacillusLsubtiliskLtheLroleLofLtheLspaYboxLinL
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