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h Paper IF Citations

247 StrainZlevelLfitnessLinLtheLgutLmicrobiomeLisLanLemergentLpropertyLofLglycansLandLaLsingleL
metaboliteaaLCellYL2022YLdkhYLhdfZhelaeed 56.2 3

246 wietaryLlignansYLplasmaLenterolactoneLlevelsYLandLmetabolicLriskLinLmenmLexploringLtheLroleLofLtheL
gutLmicrobiomeaaLBMCdMicrobiologyYL2022YLeeYLke 4.5 2

245 HumanLgutLbacteriaLproduceL˛⁄djZmodulatingLbile´ acidLmetabolitesaaLNatureYL2022YL 50.4 20

244 tssociationLofLmidlifeLantibioticLuseLwithLsubsequentLcognitiveLfunctionLinLwomenaaLPLoSdONEYL2022
YLdjYLeceigigl 3.7 1

243 StrainLidentificationLandLquantitativeLanalysisLinLmicrobialLcommunitiesaaLJournaldofdMoleculard
BiologyYL2022YLdijhke 6.5 3

242 wietaryLfiberLandLprobioticsLinfluenceLtheLgutLmicrobiomeLandLmelanomaLimmunotherapyL
responseaaLScienceYL2021YLfjgYLdifeZdigc 33.3 52

241 wensityZbasedLbinningLofLgeneLclustersLtoLinferLfunctionLorLevolutionaryLhistoryLusingL
zenezrouperaLBioinformaticsYL2021YL 7.2 1

240 ōheLzutLáicrobiomeLáodifiesLtheLtssociationLbetweenLaLáediterraneanLwietLandLwiabetesLinLΤSL
HispanicLbLLatinoLïopulationaLJournaldofdClinicaldEndocrinologydanddMetabolismYL2021YL 5.6 3

239 tssociationLuetweenLtheLSulfurLáicrobialLwietLandLRiskLofLvolorectalLvanceraLJAMAdNetworkdOpenYL
2021YLgYLeedfgfck 10.4 4

238 áultivariableLassociationLdiscoveryLinLpopulationZscaleLmetaZomicsLstudiesaLPLoSdComputationald
BiologyYL2021YLdjYLedcclgge 5 72

237 ReportingLguidelinesLforLhumanLmicrobiomeLresearchmLtheLSōêRáSLchecklistaLNaturedMedicineYL2021
YLejYLdkkhZdkle 50.5 19

236 êfLmiceLandLmenLandLwomenmLSexualLdimorphismLofLtheLgutLmicrobiomeaaLInternationaldJournaldofd
WomenlsdDermatologyYL2021YLjYLhffZhfk 2 0

235 ōheLoralLmicrobiomeLinLrelationLtoLpancreaticLcancerLriskLinLtfricanLtmericansaLBritishdJournaldofd
CancerYL2021YL 8.7 2

234 êverviewLofLtheLáicrobiomeLtmongLçursesLstudyLTáicroZçULasLanLexampleLofLprospectiveL
characterizationLofLtheLmicrobiomeLwithinLcohortLstudiesaLNaturedProtocolsYL2021YLdiYLejegZejfd 18.8 2

233 tLframeworkLforLmicrobiomeLscienceLinLpublicLhealthaLNaturedMedicineYL2021YLejYLjiiZjjg 50.5 14

232  nterplayLbetweenLdietLandLgutLmicrobiomeYLandLcirculatingLconcentrationsLofLtrimethylamineL
çZoxidemLfindingsLfromLaLlongitudinalLcohortLofLΤSLmenaLGutYL2021YL 19.2 10

231 tLpolymorphismLinLtheLpromoterLofLyRtSdLisLaLcandidateLSçïLassociatedLwithLmetastaticLprostateL
canceraLProstateYL2021YLkdYLikfZilf 4.2 1
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230  ntegratingLtaxonomicYLfunctionalYLandLstrainZlevelLprofilingLofLdiverseLmicrobialLcommunitiesLwithL
biouakeryLfaLELifeYL2021YLdcYL 8.9 114

229 wietaryLfiberLintakeYLtheLgutLmicrobiomeYLandLchronicLsystemicLinflammationLinLaLcohortLofLadultL
menaLGenomedMedicineYL2021YLdfYLdce 14.4 10

228 ïlantZuasedLwietL ndexLandLáetabolicLRiskLinLáenmLxxploringLtheLRoleLofLtheLzutLáicrobiomeaL
JournaldofdNutritionYL2021YLdhdYLejkcZejkl 4.1 2

227 StatisticalLapproachesLforLdifferentialLexpressionLanalysisLinLmetatranscriptomicsaLBioinformaticsYL
2021YLfjYLifgZigd 7.2 2

226 áetatranscriptomicsLforLtheLHumanLáicrobiomeLandLáicrobialLvommunityLyunctionalLïrofilingaL
AnnualdReviewdofdBiomedicaldDatadScienceYL2021YLgYLejlZfdd 5.6 7

225 ōheLhumanLgutLmicrobiotaLinLpeopleLwithLamyotrophicLlateralLsclerosisaLAmyotrophicdLaterald
SclerosisdanddFrontotemporaldDegenerationYL2021YLeeYLdkiZdlg 3.6 16

224 tLïhaseLdbLSafetyLStudyLofLSxRZekjYLaLSporeZuasedLáicrobiomeLōherapeuticYLforLtctiveLáildLtoL
áoderateLΤlcerativeLvolitisaLGastroenterologyYL2021YLdicYLddhZdejaefc 13.3 25

223 áicrobiomeLuiomarkersmLêneLStepLvloserLinLçtyLwLvirrhosisaLHepatologyYL2021YLjfYLecifZecii 11.2 2

222  dentificationLofLçaturalLvR SïRLSystemsLandLōargetsLinLtheLHumanLáicrobiomeaLCelldHostdandd
MicrobeYL2021YLelYLlgZdciaeg 23.4 3

221 WholeLmicrobialLcommunityLviabilityLisLnotLquantitativelyLreflectedLbyLpropidiumLmonoazideL
sequencingLapproachaLMicrobiomeYL2021YLlYLdj 16.6 10

220 tssociationLofLwithLSpecificLōZcellLSubsetsLinLtheLvolorectalLvarcinomaLáicroenvironmentaLClinicald
CancerdResearchYL2021YLejYLekdiZekei 12.9 12

219 ōheLgutLmicrobiomeLmodulatesLtheLprotectiveLassociationLbetweenLaLáediterraneanLdietLandL
cardiometabolicLdiseaseLriskaLNaturedMedicineYL2021YLejYLfffZfgf 50.5 63

218 ōheLcolorectalLcancerZassociatedLfaecalLmicrobiomeLofLdevelopingLcountriesLresemblesLthatLofL
developedLcountriesaLGenomedMedicineYL2021YLdfYLej 14.4 5

217 ōriclosanLōoleranceL sLwrivenLbyLaLvonservedLáechanismLinLwiverseLSpeciesaLApplieddandd
EnvironmentaldMicrobiologyYL2021YLkjYL 4.8 3

216 áicrobiomeLtnalysisLofLáoreLōhanLeYcccLçHSLuowelLvancerLScreeningLïrogrammeLSamplesLShowsL
theLïotentialLtoL mproveLScreeningLtccuracyaLClinicaldCancerdResearchYL2021YLejYLeegiZeehg 12.9 1

215 ōheLSulfurLáicrobialLwietL sLtssociatedLWithL ncreasedLRiskLofLxarlyZênsetLvolorectalLvancerL
ïrecursorsaLGastroenterologyYL2021YLdidYLdgefZdgfeaeg 13.3 6

214 ōheLSulfurLáicrobialLwietLandLRiskLofLvolorectalLvancerLbyLáolecularLSubtypesLandL ntratumoralL
áicrobialLSpeciesLinLtdultLáenaLClinicaldanddTranslationaldGastroenterologyYL2021YLdeYLeccffk 4.2 1

213 tLstatisticalLmodelLforLdescribingLandLsimulatingLmicrobialLcommunityLprofilesaLPLoSdComputationald
BiologyYL2021YLdjYLedcckldf 5 5

(2021-2021)

3



212 tLbacterialLbileLacidLmetaboliteLmodulatesLōLactivityLthroughLtheLnuclearLhormoneLreceptorLçRgtdaL
CelldHostdanddMicrobeYL2021YLelYLdfiiZdfjjael 23.4 22

211 áicrobiomeLconnectionsLwithLhostLmetabolismLandLhabitualLdietLfromLdYclkLdeeplyLphenotypedL
individualsaLNaturedMedicineYL2021YLejYLfedZffe 50.5 124

210 weterminantsLofLStaphylococcusLaureusLcarriageLinLtheLdevelopingLinfantLnasalLmicrobiomeaL
GenomedBiologyYL2020YLedYLfcd 18.3 4

209 ïreciseLphylogeneticLanalysisLofLmicrobialLisolatesLandLgenomesLfromLmetagenomesLusingL
ïhyloïhltnLfacaLNaturedCommunicationsYL2020YLddYLehcc 17.4 99

208 ï vRΤSteLforLpredictionLofLmetagenomeLfunctionsaLNaturedBiotechnologyYL2020YLfkYLikhZikk 44.5 696

207 ōheLzutLáicrobiomeLáodifiesLtheLïrotectiveLxffectsLofLaLáediterraneanLwietLtgainstL
vardiometabolicLwiseaseLRiskaLCurrentdDevelopmentsdindNutritionYL2020YLgYLdhljZdhlj 0.4 1

206
tnalysisLofLdfedLxubacteriumLrectaleLgenomesLfromLmetagenomesLuncoversLcomplexL
phylogeographicLpopulationLstructureLandLsubspeciesLfunctionalLadaptationsaLGenomedBiologyYL
2020YLedYLdfk

18.3 27

205 zlobalLchemicalLeffectsLofLtheLmicrobiomeLincludeLnewLbileZacidLconjugationsaLNatureYL2020YLhjlYLdefZdel50.4 129

204 áobilizableLantibioticLresistanceLgenesLareLpresentLinLdustLmicrobialLcommunitiesaLPLoSdPathogensYL
2020YLdiYLedcckedd 7.6 16

203 zrowthLeffectsLofLçZacylethanolaminesLonLgutLbacteriaLreflectLalteredLbacterialLabundancesLinL
inflammatoryLbowelLdiseaseaLNaturedMicrobiologyYL2020YLhYLgkiZglj 26.6 25

202 tssociationLuetweenLSulfurZáetabolizingLuacterialLvommunitiesLinLStoolLandLRiskLofLwistalL
volorectalLvancerLinLáenaLGastroenterologyYL2020YLdhkYLdfdfZdfeh 13.3 50

201 StructureLofLtheLáucosalLandLStoolLáicrobiomeLinLLynchLSyndromeaLCelldHostdanddMicrobeYL2020YLejYLhkhZiccaeg23.4 20

200 weliveryLáodeLtffectsLStabilityLofLxarlyL nfantLzutLáicrobiotaaLCelldReportsdMedicineYL2020YLdYLdccdhi 18 32

199 tssociationLofLautophagyLstatusLwithLamountLofLyusobacteriumLnucleatumLinLcolorectalLcanceraL
JournaldofdPathologyYL2020YLehcYLfljZgck 9.4 16

198 StrainZlevelLepidemiologyLofLmicrobialLcommunitiesLandLtheLhumanLmicrobiomeaLGenomedMedicineYL
2020YLdeYLjd 14.4 25

197 ōheLinterleukinZffLreceptorLcontributesLtoLpulmonaryLresponsesLtoLozoneLinLmaleLmicemLroleLofLtheL
microbiomeaLRespiratorydResearchYL2019YLecYLdlj 7.3 11

196 êïdlLvorticosteroidLresponseLrectalLgeneLsignatureLandLassociatedLmicrobialLvariationLinL
treatmentLnaˆflveLulcerativeLcolitisaLJournaldofdCrohnlsdanddColitisYL2019YLdfYLScdfZScdg 1.5

195 vomparativeLgenomicsLandLgenomeLbiologyLofaLEmergingdMicrobesdanddInfectionsYL2019YLkYLkejZkgc 18.9 4
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194 çaturallyLacquiredLimmunityLagainstLimmatureLgametocytesaLSciencedTranslationaldMedicineYL2019YL
ddYL 17.5 24

193 áultiZomicsLofLtheLgutLmicrobialLecosystemLinLinflammatoryLbowelLdiseasesaLNatureYL2019YLhilYLihhZiie 50.4 761

192 uacteroidesZwerivedLSphingolipidsLtreLvriticalLforLáaintainingL ntestinalLHomeostasisLandL
SymbiosisaLCelldHostdanddMicrobeYL2019YLehYLiikZikcaej 23.4 112

191 xstablishingLWhatLvonstitutesLaLHealthyLHumanLzutLáicrobiomemLStateLofLtheLScienceYLRegulatoryL
vonsiderationsYLandLyutureLwirectionsaLJournaldofdNutritionYL2019YLdglYLdkkeZdklh 4.1 91

190 êbeseL ndividualsLwithLandLwithoutLōypeLeLwiabetesLShowLwifferentLzutLáicrobialLyunctionalL
vapacityLandLvompositionaLCelldHostdanddMicrobeYL2019YLeiYLeheZeigaedc 23.4 120

189 ïredictiveLmetabolomicLprofilingLofLmicrobialLcommunitiesLusingLampliconLorLmetagenomicL
sequencesaLNaturedCommunicationsYL2019YLdcYLfdfi 17.4 89

188 ReproducibleYLinteractiveYLscalableLandLextensibleLmicrobiomeLdataLscienceLusingLö  áxLeaLNatured
BiotechnologyYL2019YLfjYLkheZkhj 44.5 4050

187 ōheLïrevotellaLcopriLvomplexLvomprisesLyourLwistinctLvladesLΤnderrepresentedLinLWesternizedL
ïopulationsaLCelldHostdanddMicrobeYL2019YLeiYLiiiZijlaej 23.4 141

186 ïhylogenomicsLofLdcYhjhLgenomesLrevealsLevolutionaryLproximityLbetweenLdomainsLuacteriaLandL
trchaeaaLNaturedCommunicationsYL2019YLdcYLhgjj 17.4 89

185 zenomicLvariationLandLstrainZspecificLfunctionalLadaptationLinLtheLhumanLgutLmicrobiomeLduringL
earlyLlifeaLNaturedMicrobiologyYL2019YLgYLgjcZgjl 26.6 97

184 ΤlcerativeLcolitisLmucosalLtranscriptomesLrevealLmitochondriopathyLandLpersonalizedLmechanismsL
underlyingLdiseaseLseverityLandLtreatmentLresponseaLNaturedCommunicationsYL2019YLdcYLfk 17.4 98

183 LowLōristetraprolinLxxpressionL sLtssociatedLwithLLethalLïrostateLvanceraLCancerdEpidemiologyd
BiomarkersdanddPreventionYL2019YLekYLhkgZhlc 4 4

182 xxtensiveLΤnexploredLHumanLáicrobiomeLwiversityLRevealedLbyLêverLdhcYcccLzenomesLfromL
áetagenomesLSpanningLtgeYLzeographyYLandLLifestyleaLCellYL2019YLdjiYLiglZiieaeec 56.2 588

181 HáïdiSwatamLxfficientLtccessLtoLtheLHumanLáicrobiomeLïrojectLōhroughLuioconductoraLAmericand
JournaldofdEpidemiologyYL2019YLdkkYLdcefZdcei 3.8 21

180 zutLmicrobiomeLstructureLandLmetabolicLactivityLinLinflammatoryLbowelLdiseaseaLNatured
MicrobiologyYL2019YLgYLelfZfch 26.6 512

179 SexLwifferencesLinLïulmonaryLResponsesLtoLêzoneLinLáiceaLRoleLofLtheLáicrobiomeaLAmericand
JournaldofdRespiratorydCelldanddMoleculardBiologyYL2019YLicYLdlkZeck 5.7 28

178 tLscreenLofLvrohnSsLdiseaseZassociatedLmicrobialLmetabolitesLidentifiesLascorbateLasLaLnovelL
metabolicLinhibitorLofLactivatedLhumanLōLcellsaLMucosaldImmunologyYL2019YLdeYLghjZgij 9.2 31

177 LongZtermLuseLofLantibioticsLandLriskLofLcolorectalLadenomaaLGutYL2018YLijYLijeZijk 19.2 93

(2018-2019)
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176 biouakerymLaLmetaSomicLanalysisLenvironmentaLBioinformaticsYL2018YLfgYLdefhZdefj 7.2 108

175 xnterotypesLinLtheLlandscapeLofLgutLmicrobialLcommunityLcompositionaLNaturedMicrobiologyYL2018YL
fYLkZdi 26.6 387

174 áetatranscriptomeLofLhumanLfaecalLmicrobialLcommunitiesLinLaLcohortLofLadultLmenaLNatured
MicrobiologyYL2018YLfYLfhiZfii 26.6 103

173 StabilityLofLtheLhumanLfaecalLmicrobiomeLinLaLcohortLofLadultLmenaLNaturedMicrobiologyYL2018YLfYLfgjZfhh26.6 104

172 wynamicsLofLmetatranscriptionLinLtheLinflammatoryLbowelLdiseaseLgutLmicrobiomeaLNatured
MicrobiologyYL2018YLfYLffjZfgi 26.6 249

171  nterplayLofLhostLgeneticsLandLgutLmicrobiotaLunderlyingLtheLonsetLandLclinicalLpresentationLofL
inflammatoryLbowelLdiseaseaLGutYL2018YLijYLdckZddl 19.2 368

170 ōheLRoleLofLzutLáicrobiomeLinLtheLïathogenesisLofLïrostateLvancermLtLïrospectiveYLïilotLStudyaL
UrologyYL2018YLdddYLdeeZdek 1.6 81

169 áotherZtoZ nfantLáicrobialLōransmissionLfromLwifferentLuodyLSitesLShapesLtheLwevelopingL nfantL
zutLáicrobiomeaLCelldHostdanddMicrobeYL2018YLegYLdffZdghaeh 23.4 435

168 StrainZLevelLtnalysisLofLáotherZtoZvhildLuacterialLōransmissionLduringLtheLyirstLyewLáonthsLofLLifeaL
CelldHostdanddMicrobeYL2018YLegYLdgiZdhgaeg 23.4 189

167 HostLgeneticLvariationLandLitsLmicrobiomeLinteractionsLwithinLtheLHumanLáicrobiomeLïrojectaL
GenomedMedicineYL2018YLdcYLi 14.4 86

166 uoneLáarrowL sLaLáajorLïarasiteLReservoirLinLïlasmodiumLvivaxL nfectionaLMBioYL2018YLlYL 7.8 93

165 uifidobacteriumLzenusLinLvolorectalLvarcinomaLōissueLinLrelationLtoLōumorLvharacteristicsLandL
ïatientLSurvivalaLFASEBdJournalYL2018YLfeYLgcjaf 0.9

164 tntimicrobialLvhemicalsLtssociateLwithLáicrobialLyunctionLandLtntibioticLResistanceL ndoorsaL
MSystemsYL2018YLfYL 7.6 46

163 vontinuityLofLtranscriptomesLamongLcolorectalLcancerLsubtypesLbasedLonLmetaZanalysisaLGenomed
BiologyYL2018YLdlYLdge 18.3 12

162 ōheLtmountLofLuifidobacteriumLzenusLinLvolorectalLvarcinomaLōissueLinLRelationLtoLōumorL
vharacteristicsLandLvlinicalLêutcomeaLAmericandJournaldofdPathologyYL2018YLdkkYLekflZekhe 5.8 31

161 vompositionalLandLōemporalLvhangesLinLtheLzutLáicrobiomeLofLïediatricLΤlcerativeLvolitisLïatientsL
treLLinkedLtoLwiseaseLvourseaLCelldHostdanddMicrobeYL2018YLegYLiccZidcaeg 23.4 93

160 ōemporalLdevelopmentLofLtheLgutLmicrobiomeLinLearlyLchildhoodLfromLtheLōxwwYLstudyaLNatureYL
2018YLhieYLhkfZhkk 50.4 619

159 ōheLhumanLgutLmicrobiomeLinLearlyZonsetLtypeLdLdiabetesLfromLtheLōxwwYLstudyaLNatureYL2018YL
hieYLhklZhlg 50.4 323
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158 waylightLexposureLmodulatesLbacterialLcommunitiesLassociatedLwithLhouseholdLdustaLMicrobiomeYL
2018YLiYLdjh 16.6 40

157 SpeciesZlevelLfunctionalLprofilingLofLmetagenomesLandLmetatranscriptomesaLNaturedMethodsYL2018YL
dhYLlieZlik 21.6 608

156 áultiomicsLtnalysesLtoLweliverLtheLáostLxffectiveLōreatmentLtoLxveryLïatientLWithL nflammatoryL
uowelLwiseaseaLGastroenterologyYL2018YLdhhYLedZeg 13.3 18

155 inLvolorectalLvancerLRelatesLtoL mmuneLResponseLwifferentiallyLbyLōumorLáicrosatelliteL nstabilityL
StatusaLCancerdImmunologydResearchYL2018YLiYLdfejZdffi 12.5 78

154 tmericanLzutmLanLêpenLïlatformLforLvitizenLScienceLáicrobiomeLResearchaLMSystemsYL2018YLfYL 7.6 336

153 gametocytesLdisplayLhomingLandLvascularLtransmigrationLinLtheLhostLboneLmarrowaLScienced
AdvancesYL2018YLgYLeaatfjjh 14.3 41

152 LactobacillusZweficientLvervicovaginalLuacterialLvommunitiesLtreLtssociatedLwithL ncreasedLH κL
tcquisitionLinLYoungLSouthLtfricanLWomenaLImmunityYL2017YLgiYLelZfj 32.3 320

151 ïredictionLofLcomplicatedLdiseaseLcourseLforLchildrenLnewlyLdiagnosedLwithLvrohnSsLdiseasemLaL
multicentreLinceptionLcohortLstudyaLLancetrdTheYL2017YLfklYLdjdcZdjdk 40 315

150 áicrobialLstrainZlevelLpopulationLstructureLandLgeneticLdiversityLfromLmetagenomesaLGenomed
ResearchYL2017YLejYLieiZifk 9.7 337

149 tLprominentLglycylLradicalLenzymeLinLhumanLgutLmicrobiomesLmetabolizesLZgZhydroxyZlZprolineaL
ScienceYL2017YLfhhYL 33.3 85

148 tSïirinL nterventionLforLtheLRxwuctionLofLcolorectalLcancerLriskLTtSï RxwUmLaLstudyLprotocolLforLaL
randomizedLcontrolledLtrialaLTrialsYL2017YLdkYLhc 2.8 30

147 ösevLinhibitionLasLanLantivirulenceLapproachLforLcolitisZassociatedLbacteriaaLProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaYL2017YLddgYLdgeZdgj 11.5 36

146 tccessibleYLcuratedLmetagenomicLdataLthroughLxxperimentHubaLNaturedMethodsYL2017YLdgYLdcefZdceg 21.6 136

145 tssessmentLofLvariationLinLmicrobialLcommunityLampliconLsequencingLbyLtheLáicrobiomeLöualityL
vontrolLTáuövULprojectLconsortiumaLNaturedBiotechnologyYL2017YLfhYLdcjjZdcki 44.5 240

144 xxperimentalLdesignLandLquantitativeLanalysisLofLmicrobialLcommunityLmultiomicsaLGenomedBiologyYL
2017YLdkYLeek 18.3 87

143 tLnovelLRuminococcusLgnavusLcladeLenrichedLinLinflammatoryLbowelLdiseaseLpatientsaLGenomed
MedicineYL2017YLlYLdcf 14.4 254

142 Schrˆ¶dingerSsLmicrobesmLōoolsLforLdistinguishingLtheLlivingLfromLtheLdeadLinLmicrobialLecosystemsaL
MicrobiomeYL2017YLhYLki 16.6 214

141 StrainsYLfunctionsLandLdynamicsLinLtheLexpandedLHumanLáicrobiomeLïrojectaLNatureYL2017YLhhcYLidZii 50.4 595

(2017-2018)
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140 ïotentialLroleLofLintratumorLbacteriaLinLmediatingLtumorLresistanceLtoLtheLchemotherapeuticLdrugL
gemcitabineaLScienceYL2017YLfhjYLddhiZddic 33.3 577

139 yluorideLwepletesLtcidogenicLōaxaLinLêralLbutLçotLzutLáicrobialLvommunitiesLinLáiceaLMSystemsYL
2017YLeYL 7.6 11

138  ndoleacrylicLtcidLïroducedLbyLvommensalLïeptostreptococcusLSpeciesLSuppressesL nflammationaL
CelldHostdanddMicrobeYL2017YLeeYLehZfjaei 23.4 287

137 tlterationsLinLoralLbacterialLcommunitiesLareLassociatedLwithLriskLfactorsLforLoralLandL
oropharyngealLcanceraLScientificdReportsYL2017YLjYLdjiki 4.9 63

136 tssociationLofLwietaryLïatternsLWithLRiskLofLvolorectalLvancerLSubtypesLvlassifiedLbyL
yusobacteriumLnucleatumLinLōumorLōissueaLJAMAdOncologyYL2017YLfYLledZlej 13.4 177

135 tLuayesianLmethodLforLdetectingLpairwiseLassociationsLinLcompositionalLdataaLPLoSdComputationald
BiologyYL2017YLdfYLedcchkhe 5 21

134 yusobacteriumLnucleatumLinLcolorectalLcarcinomaLtissueLandLpatientLprognosisaLGutYL2016YLihYLdljfZdlkc19.2 454

133 ΤncoveringLoralLçeisseriaLtropismLandLpersistenceLusingLmetagenomicLsequencingaLNatured
MicrobiologyYL2016YLdYLdicjc 26.6 46

132 çaturalLhistoryLofLtheLinfantLgutLmicrobiomeLandLimpactLofLantibioticLtreatmentLonLbacterialLstrainL
diversityLandLstabilityaLSciencedTranslationaldMedicineYL2016YLkYLfgfrakd 17.5 514

131 yusobacteriumLnucleatumLinLvolorectalLvarcinomaLōissueLtccordingLtoLōumorLLocationaLClinicaldandd
TranslationaldGastroenterologyYL2016YLjYLeecc 4.2 156

130  nfectedLerythrocyteZderivedLextracellularLvesiclesLalterLvascularLfunctionLviaLregulatoryL
tgoeZmiRçtLcomplexesLinLmalariaaLNaturedCommunicationsYL2016YLjYLdejej 17.4 130

129 LinkingLtheLHumanLzutLáicrobiomeLtoL nflammatoryLvytokineLïroductionLvapacityaLCellYL2016YLdijYLddehZddfiaek56.2 457

128 SubZclinicalLdetectionLofLgutLmicrobialLbiomarkersLofLobesityLandLtypeLeLdiabetesaLGenomedMedicineYL
2016YLkYLdj 14.4 127

127  ntestinalLmicrobiomeLanalysesLidentifyLmelanomaLpatientsLatLriskLforLcheckpointZblockadeZinducedL
colitisaLNaturedCommunicationsYL2016YLjYLdcfld 17.4 524

126 yecalLáicrobiomeLinLxpidemiologicLStudiesZLetteraLCancerdEpidemiologydBiomarkersdanddPreventionYL
2016YLehYLkil 4 3

125 vomputationalLReconstructionLofLçy˛”uLïathwayL nteractionLáechanismsLduringLïrostateLvanceraL
PLoSdComputationaldBiologyYL2016YLdeYLedccgkec 5 17

124 ïanethLcellLdefectsLinLvrohnSsLdiseaseLpatientsLpromoteLdysbiosisaLJCIdInsightYL2016YLdYLekilcj 9.9 54

123 tLconservedLbacterialLproteinLinducesLpancreaticLbetaLcellLexpansionLduringLzebrafishL
developmentaLELifeYL2016YLhYL 8.9 64
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122
ïWxZdceLxlucidatingLōheLRoleLofLçonLJxJΤç bvoliZvampylobacterLinLōheLwevelopmentLofL
volorectalLvancerLΤtilisingLvomparativeLzenomicsLtoLStudyLōheirLïathogenicLïotentialaLGutYL2016YL
ihYLtdkkaeZtdkl

19.2

121 ΤrbanLōransitLSystemLáicrobialLvommunitiesLwifferLbyLSurfaceLōypeLandL nteractionLwithLHumansL
andLtheLxnvironmentaLMSystemsYL2016YLdYL 7.6 73

120
ōheLvhthonomonasLcalidiroseaLzenomeL sLHighlyLvonservedLacrossLzeographicLLocationsLandL
wistinctLvhemicalLandLáicrobialLxnvironmentsLinLçewLZealandSsLōaup¯�LκolcanicLZoneaLApplieddandd
EnvironmentaldMicrobiologyYL2016YLkeYLfhjeZkd

4.8 5

119 κariationLinLáicrobiomeLLïSL mmunogenicityLvontributesLtoLtutoimmunityLinLHumansaLCellYL2016YL
dihYLkgeZhf 56.2 584

118 ïopulationZbasedLmetagenomicsLanalysisLrevealsLmarkersLforLgutLmicrobiomeLcompositionLandL
diversityaLScienceYL2016YLfheYLhihZl 33.3 929

117 ōheLhealthyLhumanLmicrobiomeaLGenomedMedicineYL2016YLkYLhd 14.4 789

116 tntimicrobialLvhemicalsLtreLtssociatedLwithLxlevatedLtntibioticLResistanceLzenesLinLtheL ndoorL
wustLáicrobiomeaLEnvironmentaldSciencedkamp;dTechnologyYL2016YLhcYLlkcjZdh 10.3 93

115 velláappermLrapidLandLaccurateLinferenceLofLgeneLexpressionLinLdifficultZtoZisolateLcellLtypesaL
GenomedBiologyYL2016YLdjYLecd 18.3 13

114 ōranscriptionalLprofilingLdefinesLdynamicsLofLparasiteLtissueLsequestrationLduringLmalariaLinfectionaL
GenomedMedicineYL2015YLjYLdl 14.4 63

113 uiogeographyLofLtheLintestinalLmucosalLandLlumenalLmicrobiomeLinLtheLrhesusLmacaqueaLCelldHostd
anddMicrobeYL2015YLdjYLfkhZfld 23.4 185

112 SequencingLandLbeyondmLintegratingLmolecularLSomicsSLforLmicrobialLcommunityLprofilingaLNatured
ReviewsdMicrobiologyYL2015YLdfYLficZje 22.2 394

111  dentifyingLpersonalLmicrobiomesLusingLmetagenomicLcodesaLProceedingsdofdthedNationaldAcademyd
ofdSciencesdofdthedUniteddStatesdofdAmericaYL2015YLddeYLxelfcZk 11.5 270

110 tssociationsLbetweenLhostLgeneLexpressionYLtheLmucosalLmicrobiomeYLandLclinicalLoutcomeLinLtheL
pelvicLpouchLofLpatientsLwithLinflammatoryLbowelLdiseaseaLGenomedBiologyYL2015YLdiYLij 18.3 119

109 áetaïhltneLforLenhancedLmetagenomicLtaxonomicLprofilingaLNaturedMethodsYL2015YLdeYLlceZf 21.6 1107

108 vompleteLgenomeLsequenceLofLtheLthermophilicLtcidobacteriaYLïyrinomonasLmethylaliphatogenesL
typeLstrainLKeeTōUaLStandardsdindGenomicdSciencesYL2015YLdcYLdcd 13

107 vrossZbiomeLcomparisonLofLmicrobialLassociationLnetworksaLFrontiersdindMicrobiologyYL2015YLiYLdecc 5.7 102

106 vervicovaginalLbacteriaLareLaLmajorLmodulatorLofLhostLinflammatoryLresponsesLinLtheLfemaleL
genitalLtractaLImmunityYL2015YLgeYLlihZji 32.3 343

105 yusobacteriumLnucleatumLandLōLvellsLinLvolorectalLvarcinomaaLJAMAdOncologyYL2015YLdYLihfZid 13.4 336

(2015-2016)
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104 ōheLmicrobiomeLqualityLcontrolLprojectmLbaselineLstudyLdesignLandLfutureLdirectionsaLGenomed
BiologyYL2015YLdiYLeji 18.3 140

103 ōheLdynamicsLofLtheLhumanLinfantLgutLmicrobiomeLinLdevelopmentLandLinLprogressionLtowardLtypeL
dLdiabetesaLCelldHostdanddMicrobeYL2015YLdjYLeicZjf 23.4 639

102 zenomicLSequencingLandLêtherLōoolsLforLStudyingLáicrobialLvommunitiesaLMicrobedMagazineYL2015YL
dcYLgdlZgeh 3

101 HighZSpecificityLōargetedLyunctionalLïrofilingLinLáicrobialLvommunitiesLwithLShortuRxwaLPLoSd
ComputationaldBiologyYL2015YLddYLedccghhj 5 146

100 vompactLgraphicalLrepresentationLofLphylogeneticLdataLandLmetadataLwithLzraïhltnaLPeerJYL2015YL
fYLedcel 3.1 415

99 tLreproducibleLapproachLtoLhighZthroughputLbiologicalLdataLacquisitionLandLintegrationaLPeerJYL
2015YLfYLejld 3.1 11

98 zeneZtargetedLmetagenomicLanalysisLofLglucanZbranchingLenzymeLgeneLprofilesLamongLhumanLandL
animalLfecalLmicrobiotaaLISMEdJournalYL2014YLkYLglfZhcf 11.9 23

97 yunctionalLandLphylogeneticLassemblyLofLmicrobialLcommunitiesLinLtheLhumanLmicrobiomeaLTrendsd
indMicrobiologyYL2014YLeeYLeidZi 12.4 129

96 áetaSomicLanalyticLtechniquesLforLstudyingLtheLintestinalLmicrobiomeaLGastroenterologyYL2014YLdgiYLdgfjZdggkaed13.3 116

95 ōheLtreatmentZnaiveLmicrobiomeLinLnewZonsetLvrohnSsLdiseaseaLCelldHostdanddMicrobeYL2014YLdhYLfkeZfle23.4 1836

94 RelatingLtheLmetatranscriptomeLandLmetagenomeLofLtheLhumanLgutaLProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaYL2014YLdddYLxefelZfk 11.5 410

93 vomparativeLmetaZanalysisLofLprognosticLgeneLsignaturesLforLlateZstageLovarianLcanceraLJournaldofd
thedNationaldCancerdInstituteYL2014YLdciYL 9.7 77

92 weterminingLmicrobialLproductsLandLidentifyingLmolecularLtargetsLinLtheLhumanLmicrobiomeaLCelld
MetabolismYL2014YLecYLjfdZjgd 24.6 68

91 zutLmicrobiomeLcompositionLandLfunctionLinLexperimentalLcolitisLduringLactiveLdiseaseLandL
treatmentZinducedLremissionaLISMEdJournalYL2014YLkYLdgcfZdj 11.9 275

90  nflammatoryLbowelLdiseaseLasLaLmodelLforLtranslatingLtheLmicrobiomeaLImmunityYL2014YLgcYLkgfZhg 32.3 237

89 HumanLmicrobiomeLsciencemLvisionLforLtheLfutureYLuethesdaYLáwYLJulyLegLtoLeiYLecdfaLMicrobiomeYL
2014YLeYL 16.6 18

88 tdvancingLtheLmicrobiomeLresearchLcommunityaLCellYL2014YLdhlYLeejZfc 56.2 50

87 áetaRefmLaLpanZgenomicLdatabaseLforLcomparativeLandLcommunityLmicrobialLgenomicsaLNucleicd
AcidsdResearchYL2014YLgeYLwidjZeg 20.1 46
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86 vomplexLhostLgeneticsLinfluenceLtheLmicrobiomeLinLinflammatoryLbowelLdiseaseaLGenomedMedicineYL
2014YLiYLdcj 14.4 253

85 ReprogramingLofLgutLmicrobiomeLenergyLmetabolismLbyLtheLyΤōeLvrohnSsLdiseaseLriskL
polymorphismaLISMEdJournalYL2014YLkYLedlfZeci 11.9 140

84 vrossZstudyLvalidationLforLtheLassessmentLofLpredictionLalgorithmsaLBioinformaticsYL2014YLfcYLidchZde 7.2 44

83 áˆ¡sZoZmenosmLaLsimpleLsignLaveragingLmethodLforLdiscriminationLinLgenomicLdataLanalysisaL
BioinformaticsYL2014YLfcYLfcieZl 7.2 29

82 SkinLmicrobiomeLimbalanceLinLpatientsLwithLSōtōdbSōtōfLdefectsLimpairsLinnateLhostLdefenseL
responsesaLJournaldofdInnatedImmunityYL2014YLiYLehfZie 6.9 67

81 RiskLpredictionLforLlateZstageLovarianLcancerLbyLmetaZanalysisLofLdhehLpatientLsamplesaLJournaldofd
thedNationaldCancerdInstituteYL2014YLdciYL 9.7 123

80 ïediatricLvrohnLdiseaseLpatientsLexhibitLspecificLilealLtranscriptomeLandLmicrobiomeLsignatureaL
JournaldofdClinicaldInvestigationYL2014YLdegYLfidjZff 15.9 320

79 ïredictiveLfunctionalLprofilingLofLmicrobialLcommunitiesLusingLdiSLrRçtLmarkerLgeneLsequencesaL
NaturedBiotechnologyYL2013YLfdYLkdgZed 44.5 5270

78 ïhyloïhltnLisLaLnewLmethodLforLimprovedLphylogeneticLandLtaxonomicLplacementLofLmicrobesaL
NaturedCommunicationsYL2013YLgYLefcg 17.4 511

77 yunctionalLprofilingLofLtheLgutLmicrobiomeLinLdiseaseZassociatedLinflammationaLGenomedMedicineYL
2013YLhYLih 14.4 39

76 ōwoZstageLmicrobialLcommunityLexperimentalLdesignaLISMEdJournalYL2013YLjYLeffcZl 11.9 16

75  ntegrativeLanalysisLofLtheLmicrobiomeLandLmetabolomeLofLtheLhumanLintestinalLmucosalLsurfaceL
revealsLexquisiteLinterZrelationshipsaLMicrobiomeYL2013YLdYLdj 16.6 175

74 xarlyLmicrobialLandLmetabolomicLsignaturesLpredictLlaterLonsetLofLnecrotizingLenterocolitisLinL
pretermLinfantsaLMicrobiomeYL2013YLdYLdf 16.6 213

73 ōryptophanLbiosynthesisLprotectsLmycobacteriaLfromLvwgLōZcellZmediatedLkillingaLCellYL2013YLdhhYLdeliZfck56.2 222

72 SixtyLyearsLofLgenomeLbiologyaLGenomedBiologyYL2013YLdgYLddf 18.3 4

71 uiodiversityLandLfunctionalLgenomicsLinLtheLhumanLmicrobiomeaLTrendsdindGeneticsYL2013YLelYLhdZk 8.5 167

70 ōranslatingLtheLhumanLmicrobiomeaLNaturedBiotechnologyYL2013YLfdYLfcgZk 44.5 25

69 vomputationalLmetaSomicsLforLmicrobialLcommunityLstudiesaLMoleculardSystemsdBiologyYL2013YLlYLiii 12.2 216

(2013-2014)
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68 tLguideLtoLenterotypesLacrossLtheLhumanLbodymLmetaZanalysisLofLmicrobialLcommunityLstructuresLinL
humanLmicrobiomeLdatasetsaLPLoSdComputationaldBiologyYL2013YLlYLedccekif 5 359

67 SimultaneousLquantificationLofLmultipleLbacteriaLbyLtheLuactovhipLmicroarrayLdesignedLtoLtargetL
speciesZspecificLmarkerLgenesaLPLoSdONEYL2013YLkYLehhjig 3.7 14

66  nferringLdevelopmentalLstageLcompositionLfromLgeneLexpressionLinLhumanLmalariaaLPLoSd
ComputationaldBiologyYL2013YLlYLedccffle 5 40

65 curatedêvarianwatamLclinicallyLannotatedLdataLforLtheLovarianLcancerLtranscriptomeaLDatabase:dthed
JournaldofdBiologicaldDatabasesdanddCurationYL2013YLecdfYLbatcdf 5 123

64 xxpansionLofLintestinalLïrevotellaLcopriLcorrelatesLwithLenhancedLsusceptibilityLtoLarthritisaLELifeYL
2013YLeYLecdece 8.9 1092

63 ïassingLmessagesLbetweenLbiologicalLnetworksLtoLrefineLpredictedLinteractionsaLPLoSdONEYL2013YLkYLeigkfe3.7 108

62 tuthorLresponsemLxxpansionLofLintestinalLïrevotellaLcopriLcorrelatesLwithLenhancedLsusceptibilityLtoL
arthritisL2013YL 8

61 xarlyLintestinalLcolonizationLphenotypesLpredictLnecrotizingLenterocolitisLinLpretermLinfantsaLFASEBd
JournalYL2013YLejYLfhjad 0.9

60 xxpressionLprofilingLofLarchivalLtumorsLforLlongZtermLhealthLstudiesaLClinicaldCancerdResearchYL2012YL
dkYLidfiZgi 12.9 25

59 vompositionLofLtheLadultLdigestiveLtractLbacterialLmicrobiomeLbasedLonLsevenLmouthLsurfacesYL
tonsilsYLthroatLandLstoolLsamplesaLGenomedBiologyYL2012YLdfYLRge 18.3 572

58 wysfunctionLofLtheLintestinalLmicrobiomeLinLinflammatoryLbowelLdiseaseLandLtreatmentaLGenomed
BiologyYL2012YLdfYLRjl 18.3 1668

57 tssessmentLofLcolorectalLcancerLmolecularLfeaturesLalongLbowelLsubsitesLchallengesLtheL
conceptionLofLdistinctLdichotomyLofLproximalLversusLdistalLcolorectumaLGutYL2012YLidYLkgjZhg 19.2 429

56 ōheLHumanLáicrobiomeLïrojectmLaLcommunityLresourceLforLtheLhealthyLhumanLmicrobiomeaLPLoSd
BiologyYL2012YLdcYLedccdfjj 9.7 268

55 áetagenomicLmicrobialLcommunityLprofilingLusingLuniqueLcladeZspecificLmarkerLgenesaLNatured
MethodsYL2012YLlYLkddZg 21.6 1120

54 volorectalLcancermLaLtaleLofLtwoLsidesLorLaLcontinuumraLGutYL2012YLidYLjlgZj 19.2 192

53 áetabolicLreconstructionLforLmetagenomicLdataLandLitsLapplicationLtoLtheLhumanLmicrobiomeaLPLoSd
ComputationaldBiologyYL2012YLkYLedccefhk 5 730

52 áicrobialLcoZoccurrenceLrelationshipsLinLtheLhumanLmicrobiomeaLPLoSdComputationaldBiologyYL2012YL
kYLedcceici 5 914

51 vhapterLdemLHumanLmicrobiomeLanalysisaLPLoSdComputationaldBiologyYL2012YLkYLedccekck 5 310
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50 uioinformaticsLforLtheLHumanLáicrobiomeLïrojectaLPLoSdComputationaldBiologyYL2012YLkYLedccejjl 5 54

49 zlobalLassessmentLofLgenomicLregionsLrequiredLforLgrowthLinLáycobacteriumLtuberculosisaLPLoSd
PathogensYL2012YLkYLedccelgi 7.6 181

48 zenomicLanalysisLidentifiesLassociationLofLyusobacteriumLwithLcolorectalLcarcinomaaLGenomed
ResearchYL2012YLeeYLeleZk 9.7 1165

47 tLcaseLstudyLforLlargeZscaleLhumanLmicrobiomeLanalysisLusingLJvκ SsLmetagenomicsLreportsL
TáxōtRxïUaLPLoSdONEYL2012YLjYLeelcgg 3.7 10

46 tLmetagenomicLapproachLtoLcharacterizationLofLtheLvaginalLmicrobiomeLsignatureLinLpregnancyaL
PLoSdONEYL2012YLjYLefigii 3.7 426

45  ntegrativeLapproachesLforLmicroarrayLdataLanalysisaLMethodsdindMoleculardBiologyYL2012YLkceYLdhjZke 1.4 4

44 áetagenomicLbiomarkerLdiscoveryLandLexplanationaLGenomedBiologyYL2011YLdeYLRic 18.3 6301

43 áicrobialLcommunityLfunctionLandLbiomarkerLdiscoveryLinLtheLhumanLmicrobiomeL2011YLdeYLïgj 21

42 ōheLgenomeLofLthdjLcellZinducingLsegmentedLfilamentousLbacteriaLrevealsLextensiveLauxotrophyL
andLadaptationsLtoLtheLintestinalLenvironmentaLCelldHostdanddMicrobeYL2011YLdcYLeicZje 23.4 142

41 ōowardLanLefficientLmethodLofLidentifyingLcoreLgenesLforLevolutionaryLandLfunctionalLmicrobialL
phylogeniesaLPLoSdONEYL2011YLiYLeegjcg 3.7 67

40 HostLandLgutLmicrobiotaLsymbioticLfactorsmLlessonsLfromLinflammatoryLbowelLdiseaseLandL
successfulLsymbiontsaLCellulardMicrobiologyYL2011YLdfYLhckZdj 3.9 18

39 vurrentLconceptsLofLtheLintestinalLmicrobiotaLandLtheLpathogenesisLofLinfectionaLCurrentdInfectiousd
DiseasedReportsYL2011YLdfYLekZfg 3.9 79

38 zenomicsLinLecddmLchallengesLandLopportunitiesaLGenomedBiologyYL2011YLdeYLdfj 18.3

37 vomputationalLbiologymLplusLcSestLlaLmˆ“meLchoseYLplusLˆ§aLchangeaLGenomedBiologyYL2011YLdeYLfcj 18.3

36 êptimizedLapplicationLofLpenalizedLregressionLmethodsLtoLdiverseLgenomicLdataaLBioinformaticsYL
2011YLejYLffllZgci 7.2 56

35 SōtōfLexpressionYLmolecularLfeaturesYLinflammationLpatternsYLandLprognosisLinLaLdatabaseLofLjegL
colorectalLcancersaLClinicaldCancerdResearchYL2011YLdjYLdgheZie 12.9 138

34 tLquickLguideLtoLlargeZscaleLgenomicLdataLminingaLPLoSdComputationaldBiologyYL2010YLiYLedcccjjl 5 23

33 SimultaneousLgenomeZwideLinferenceLofLphysicalYLgeneticYLregulatoryYLandLfunctionalLpathwayL
componentsaLPLoSdComputationaldBiologyYL2010YLiYLedccdccl 5 17

(2010-2012)
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32  ntegratedLfunctionalLnetworksLofLprocessYLtissueYLandLdevelopmentalLstageLspecificLinteractionsLinL
trabidopsisLthalianaaLBMCdSystemsdBiologyYL2010YLgYLdkc 3.5 20

31 xpigenomicLdiversityLofLcolorectalLcancerLindicatedLbyLL çxZdLmethylationLinLaLdatabaseLofLkilL
tumorsaLMoleculardCancerYL2010YLlYLdeh 42.1 119

30 ōheLimpactLofLincompleteLknowledgeLonLevaluationmLanLexperimentalLbenchmarkLforLproteinL
functionLpredictionaLBioinformaticsYL2009YLehYLegcgZdc 7.2 29

29 wetailingLregulatoryLnetworksLthroughLlargeLscaleLdataLintegrationaLBioinformaticsYL2009YLehYLfeijZjg 7.2 64

28 ïredictingLcellularLgrowthLfromLgeneLexpressionLsignaturesaLPLoSdComputationaldBiologyYL2009YLhYLedcccehj5 78

27 vomputationallyLdrivenYLquantitativeLexperimentsLdiscoverLgenesLrequiredLforLmitochondrialL
biogenesisaLPLoSdGeneticsYL2009YLhYLedcccgcj 6 113

26 wirectingLexperimentalLbiologymLaLcaseLstudyLinLmitochondrialLbiogenesisaLPLoSdComputationald
BiologyYL2009YLhYLedcccfee 5 31

25 xxploringLtheLhumanLgenomeLwithLfunctionalLmapsaLGenomedResearchYL2009YLdlYLdclfZdci 9.7 159

24 zraphlemL nteractiveLexplorationLofLlargeYLdenseLgraphsaLBMCdBioinformaticsYL2009YLdcYLgdj 3.6 14

23 zlobalLpredictionLofLtissueZspecificLgeneLexpressionLandLcontextZdependentLgeneLnetworksLinL
vaenorhabditisLelegansaLPLoSdComputationaldBiologyYL2009YLhYLedcccgdj 5 71

22 vomputationalLanalysisLofLtheLyeastLproteomemLunderstandingLandLexploitingLfunctionalLspecificityL
inLgenomicLdataaLMethodsdindMoleculardBiologyYL2009YLhgkYLejfZlf 1.4 1

21 tssessingLtheLfunctionalLstructureLofLgenomicLdataaLBioinformaticsYL2008YLegYLiffcZk 7.2 10

20 voordinationLofLgrowthLrateYLcellLcycleYLstressLresponseYLandLmetabolicLactivityLinLyeastaLMoleculard
BiologydofdthedCellYL2008YLdlYLfheZij 3.5 405

19 ōheLSleipnirLlibraryLforLcomputationalLfunctionalLgenomicsaLBioinformaticsYL2008YLegYLdhhlZid 7.2 59

18 çearestLçeighborLçetworksmLclusteringLexpressionLdataLbasedLonLgeneLneighborhoodsaLBMCd
BioinformaticsYL2007YLkYLehc 3.6 44

17 xxploringLtheLfunctionalLlandscapeLofLgeneLexpressionmLdirectedLsearchLofLlargeLmicroarrayL
compendiaaLBioinformaticsYL2007YLefYLeileZl 7.2 202

16
tnalysisLofLphosphorylationLsitesLonLproteinsLfromLSaccharomycesLcerevisiaeLbyLelectronLtransferL
dissociationLTxōwULmassLspectrometryaLProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUnitedd
StatesdofdAmericaYL2007YLdcgYLedlfZk

11.5 509

15 tLscalableLmethodLforLintegrationLandLfunctionalLanalysisLofLmultipleLmicroarrayLdatasetsaL
BioinformaticsYL2006YLeeYLeklcZj 7.2 101
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14 utYxS tçLwtōtL çōxzRtō êçmLtLyΤçvō êçtLLïxRSïxvō κxL2006YL 9

13 uayesianLdataLintegrationmLaLfunctionalLperspectiveaLComputationaldSystemsdBioinformaticsdudLifed
SciencesdSocietydComputationaldSystemsdBioinformaticsdConferenceYL2006YLfgdZhd 6

12 ö  áxLemLReproducibleYLinteractiveYLscalableYLandLextensibleLmicrobiomeLdataLscience 36

11 tccessibleYLcuratedLmetagenomicLdataLthroughLxxperimentHub 3

10 zutLmicrobesLandLtheirLgenesLareLassociatedLwithLbrainLdevelopmentLandLcognitiveLfunctionLinL
healthyLchildren 1

9 ïopulationLStructureLwiscoveryLinLáetaZtnalyzedLáicrobialLvommunitiesLandL nflammatoryLuowelLwisease 3

8  ntegratingLtaxonomicYLfunctionalYLandLstrainZlevelLprofilingLofLdiverseLmicrobialLcommunitiesLwithL
biouakeryLf 22

7 HáïdiSwatamLxfficientLtccessLtoLtheLHumanLáicrobiomeLïrojectLthroughLuioconductor 1

6 ōheLïrevotellaLcopriLcomplexLcomprisesLfourLdistinctLcladesLthatLareLunderrepresentedLinL
WesternisedLpopulations 6

5 ï vRΤStemLtnLimprovedLandLcustomizableLapproachLforLmetagenomeLinference 228

4 wensityZbasedLbinningLofLgeneLclustersLtoLinferLfunctionLorLevolutionaryLhistoryLusingLzenezrouper 1

3 HumanLgutLbacteriaLproduceLōHdjZmodulatingLbileLacidLmetabolites 3

2 tLuacterialLuileLtcidLáetaboliteLáodulatesLōregLtctivityLthroughLtheLçuclearLHormoneLReceptorLçRgtd 1

1 áultivariableLtssociationLwiscoveryLinLïopulationZscaleLáetaZomicsLStudies 71
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