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133 önvironmentOdominatesOoverOhostOgeneticsOinOshapingOhumanOgutOmicrobiotafONaturedO2018dOmmmdOjihejim50.4 1170

132 PopulationelevelOanalysisOofOgutOmicrobiomeOvariationfOSciencedO2016dOkmjdOmnhel 33.3 1120

131 PopulationebasedOmetagenomicsOanalysisOrevealsOmarkersOforOgutOmicrobiomeOcompositionOandO
diversityfOSciencedO2016dOkmjdOmnmeq 33.3 929

130 ProtonOpumpOinhibitorsOaffectOtheOgutOmicrobiomefOGutdO2016dOnmdOolhep 19.2 575

129 GutOmicrobiomeOstructureOandOmetabolicOactivityOinOinflammatoryObowelOdiseasefONatureg
MicrobiologydO2019dOldOjqkekhm 26.6 512

128 LinkingOtheOHumanOGutOMicrobiomeOtoOInflammatoryO–ytokineOProductionO–apacityfOCelldO2016dOinodOiijmeiiknfep56.2 457

127 TheOeffectOofOhostOgeneticsOonOtheOgutOmicrobiomefONaturegGeneticsdO2016dOlpdOilhoeilij 36.3 434

126 TheOgeneticsOofOplantOmetabolismfONaturegGeneticsdO2006dOkpdOpljeq 36.3 401

125 –ausalOrelationshipsOamongOtheOgutOmicrobiomedOshortechainOfattyOacidsOandOmetabolicOdiseasesfO
NaturegGeneticsdO2019dOmidOnhhenhm 36.3 378

124 TheOGutOMicrobiomeO–ontributesOtoOaOSubstantialOProportionOofOtheOVariationOinOzloodOLipidsfO
CirculationgResearchdO2015dOiiodOpioejl 15.7 368

123 InterplayOofOhostOgeneticsOandOgutOmicrobiotaOunderlyingOtheOonsetOandOclinicalOpresentationOofO
inflammatoryObowelOdiseasefOGutdO2018dOnodOihpeiiq 19.2 368

122 GenomeewideOassociationOstudyOidentifiesOsixOnewOlociOinfluencingOpulseOpressureOandOmeanOarterialO
pressurefONaturegGeneticsdO2011dOlkdOihhmeii 36.3 338

121
RegulatoryOnetworkOconstructionOinOyrabidopsisObyOusingOgenomeewideOgeneOexpressionO
quantitativeOtraitOlocifOProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofg
AmericadO2007dOihldOiohpeik

11.5 269

120 TranseeQTLsOrevealOthatOindependentOgeneticOvariantsOassociatedOwithOaOcomplexOphenotypeO
convergeOonOintermediateOgenesdOwithOaOmajorOroleOforOtheOHLyfOPLoSgGeneticsdO2011dOodOeihhjiqo 6 261

119 –ommonOvariantsOinOjjOlociOareOassociatedOwithOQRSOdurationOandOcardiacOventricularOconductionfO
NaturegGeneticsdO2010dOljdOihnpeon 36.3 249

118 MappingOdeterminantsOofOgeneOexpressionOplasticityObyOgeneticalOgenomicsOinO–fOelegansfOPLoSg
GeneticsdO2006dOjdOejjj 6 210

117 HumanOdiseaseeassociatedOgeneticOvariationOimpactsOlargeOintergenicOnonecodingORNyOexpressionfO
PLoSgGeneticsdO2013dOqdOeihhkjhi 6 209
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116 SystemewideOmolecularOevidenceOforOphenotypicObufferingOinOyrabidopsisfONaturegGeneticsdO2009dOlidOinneo36.3 205

115 ImpactOofOcommonlyOusedOdrugsOonOtheOcompositionOandOmetabolicOfunctionOofOtheOgutOmicrobiotafO
NaturegCommunicationsdO2020dOiidOknj 17.4 188

114 UnravelingOtheOregulatoryOmechanismsOunderlyingOtissueedependentOgeneticOvariationOofOgeneO
expressionfOPLoSgGeneticsdO2012dOpdOeihhjlki 6 163

113 GutOmicrobiotaOcompositionOandOfunctionalOchangesOinOinflammatoryObowelOdiseaseOandOirritableO
bowelOsyndromefOSciencegTranslationalgMedicinedO2018dOihdO 17.5 159

112 HostOGeneticsOandOGutOMicrobiomerO–hallengesOandOPerspectivesfOTrendsgingImmunologydO2017dOkpdOnkkenlo14.4 149

111 GeneticalOgenomicsrOspotlightOonOQTLOhotspotsfOPLoSgGeneticsdO2008dOldOeihhhjkj 6 146

110 InteractionObetweenOdrugsOandOtheOgutOmicrobiomefOGutdO2020dOnqdOimiheimiq 19.2 136

109 StructuralOvariationOinOtheOgutOmicrobiomeOassociatesOwithOhostOhealthfONaturedO2019dOmnpdOlkelp 50.4 133

108 ynalysisOofOHLyOandOnoneHLyOallelesOcanOidentifyOindividualsOatOhighOriskOforOceliacOdiseasefO
GastroenterologydO2009dOikodOpklelhdOplhfeiek 13.3 103

107 yOProinflammatoryOGutOMicrobiotaOIncreasesOSystemicOInflammationOandOycceleratesO
ytherosclerosisfOCirculationgResearchdO2019dOijldOqleihh 15.7 103

106 GlobalOphylogeographyOandOancientOevolutionOofOtheOwidespreadOhumanOgutOvirusOcryssphagefO
NaturegMicrobiologydO2019dOldOiojoeiokn 26.6 100

105 RoleOofOgutOmicrobiotaOinOchronicOlowegradeOinflammationOasOpotentialOdriverOforOatheroscleroticO
cardiovascularOdiseaserOaOsystematicOreviewOofOhumanOstudiesfOObesitygReviewsdO2018dOiqdOioiqeiokl 10.6 98

104 ThreeOulcerativeOcolitisOsusceptibilityOlociOareOassociatedOwithOprimaryOsclerosingOcholangitisOandO
indicateOaOroleOforOILjdORöLdOandO–yRDqfOHepatologydO2011dOmkdOiqooepm 11.2 96

103 GeneticOandOepigeneticOregulationOofOgeneOexpressionOinOfetalOandOadultOhumanOliversfOBMCg
GenomicsdO2014dOimdOpnh 4.5 90

102 TheOinfluenceOofOprotonOpumpOinhibitorsOandOotherOcommonlyOusedOmedicationOonOtheOgutO
microbiotafOGutgMicrobesdO2017dOpdOkmiekmp 8.8 87

101 ynalysisOofOSNPsOwithOanOeffectOonOgeneOexpressionOidentifiesOUzöjLkOandOz–LkOasOpotentialOnewO
riskOgenesOforO–rohnVsOdiseasefOHumangMoleculargGeneticsdO2010dOiqdOklpjep 5.6 82

100 IntegrativeOanalysesOofOgeneticOvariationOinOenzymeOactivitiesOofOprimaryOcarbohydrateOmetabolismO
revealOdistinctOmodesOofOregulationOinOyrabidopsisOthalianafOGenomegBiologydO2008dOqdORijq 18.3 82

99 –ellOSpecificOeQTLOynalysisOwithoutOSortingO–ellsfOPLoSgGeneticsdO2015dOiidOeihhmjjk 6 81

(2015-2009)
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98 LargeescaleOassociationOanalysesOidentifyOhostOfactorsOinfluencingOhumanOgutOmicrobiomeO
compositionfONaturegGeneticsdO2021dOmkdOimneinm 36.3 80

97 PreparationOofOsuperhydrophobicgoleophilicOcopperOmeshOforOoilewaterOseparationfOAppliedgSurfaceg
SciencedO2017dOlijdOmqqenhm 6.7 79

96 yreOhypertriglyceridemiaOandOlowOHDLOcausalOfactorsOinOtheOdevelopmentOofOinsulinOresistancewfO
AtherosclerosisdO2014dOjkkdOikhep 3.1 78

95 SignalOtransductionOofOboneOmorphogeneticOproteinsOinOosteoblastOdifferentiationfOJournalgofgBoneg
andgJointgSurgerygugSeriesgAdO2003dOpmeyOSupplOkdOklep 5.6 78

94 GutOMicrobialOyssociationsOtoOPlasmaOMetabolitesOLinkedOtoO–ardiovascularOPhenotypesOandORiskfO
CirculationgResearchdO2019dOijldOiphpeipjh 15.7 77

93 IntestinalOmicrobiomeOcompositionOandOitsOrelationOtoOjointOpainOandOinflammationfONatureg
CommunicationsdO2019dOihdOlppi 17.4 73

92 GutOmicrobiotaOcompositionOassociatedOwithOstoolOconsistencyfOGutdO2016dOnmdOmlhej 19.2 72

91 SharedOgutdObutOdistinctOoralOmicrobiotaOcompositionOinOprimaryOSjˆ¶grenVsOsyndromeOandOsystemicO
lupusOerythematosusfOJournalgofgAutoimmunitydO2019dOqodOooepo 15.5 72

90 PharmacomicrobiomicsrOaOnovelOrouteOtowardsOpersonalizedOmedicinewfOProteingandgCelldO2018dOqdOlkjellm7.2 70

89 ynalysisOofOiikmOgutOmetagenomesOidentifiesOsexespecificOresistomeOprofilesfOGutgMicrobesdO2019dO
ihdOkmpeknn 8.8 65

88 RelationshipObetweenOgutOmicrobiotaOandOcirculatingOmetabolitesOinOpopulationebasedOcohortsfO
NaturegCommunicationsdO2019dOihdOmpik 17.4 63

87 StudyingOtheOgutOviromeOinOtheOmetagenomicOerarOchallengesOandOperspectivesfOBMCgBiologydO2019dO
iodOpl 7.3 62

86 yOliverespecificOlongOnoncodingORNyOwithOaOroleOinOcellOviabilityOisOelevatedOinOhumanOnonalcoholicO
steatohepatitisfOHepatologydO2017dOnndOoqlephp 11.2 61

85 GenomicOandOdrugOtargetOevaluationOofOqhOcardiovascularOproteinsOinOkhdqkiOindividualsfONatureg
MetabolismdO2020dOjdOiikmeiilp 14.6 61

84 PleiotropicOeffectsOofOlipidOgenesOonOplasmaOglucosedOHbyicdOandOHOMyeIROlevelsfODiabetesdO2014dO
nkdOkilqemp 0.9 54

83 IndividualOvariationsOinOcardiovascularediseaseerelatedOproteinOlevelsOareOdrivenObyOgeneticsOandOgutO
microbiomefONaturegGeneticsdO2018dOmhdOimjleimkj 36.3 54

82 SystemsOgeneticsrOαromOGWySOtoOdiseaseOpathwaysfOBiochimicagEtgBiophysicagActagugMoleculargBasisg
ofgDiseasedO2014dOipljdOiqhkeiqhq 6.9 53

81 αacileOdesignOofOsuperhydrophobicOandOsuperoleophilicOcopperOmeshOassistedObyOcandleOsootOforOoilO
waterOseparationfOColloidsgandgSurfacesgA:gPhysicochemicalgandgEngineeringgAspectsdO2018dOmkodOjqlekhj 5.1 51
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80 MultieethnicOstudiesOinOcomplexOtraitsfOHumangMoleculargGeneticsdO2011dOjhdORjhneik 5.6 51

79 GutOmicrobiomeOandOlipidOmetabolismrOfromOassociationsOtoOmechanismsfOCurrentgOpinionging
LipidologydO2016dOjodOjinejl 4.4 51

78 MetabolomicsOProfileOinODepressionrOyOPooledOynalysisOofOjkhOMetabolicOMarkersOinOmjpkO–asesO
WithODepressionOandOihdilmO–ontrolsfOBiologicalgPsychiatrydO2020dOpodOlhqelip 7.9 51

77 –ommonOgeneticOvariationOnearOtheOphospholambanOgeneOisOassociatedOwithOcardiacOrepolarisationrO
metaeanalysisOofOthreeOgenomeewideOassociationOstudiesfOPLoSgONEdO2009dOldOenikp 3.7 50

76 LongetermOdietaryOpatternsOareOassociatedOwithOproeinflammatoryOandOantieinflammatoryOfeaturesO
ofOtheOgutOmicrobiomefOGutdO2021dOohdOijpoeijqp 19.2 50

75 GeneticsOofOcoronaryOarteryOdiseaserOgenomeewideOassociationOstudiesOandObeyondfOAtherosclerosisdO
2012dOjjmdOieih 3.1 48

74 –allingOgenotypesOfromOpublicORNyesequencingOdataOenablesOidentificationOofOgeneticOvariantsOthatO
affectOgeneeexpressionOlevelsfOGenomegMedicinedO2015dOodOkh 14.4 45

73 UnderstandingOhumanOimmuneOfunctionOusingOtheOresourcesOfromOtheOHumanOαunctionalOGenomicsO
ProjectfONaturegMedicinedO2016dOjjdOpkiek 50.5 43

72 DefiningOgeneOandOQTLOnetworksfOCurrentgOpiniongingPlantgBiologydO2009dOijdOjlien 9.9 40

71 TheOgenomeOrevolutionOandOitsOroleOinOunderstandingOcomplexOdiseasesfOBiochimicagEtgBiophysicag
ActagugMoleculargBasisgofgDiseasedO2014dOipljdOippqeipqm 6.9 39

70 PlasmaOcholesterylOesterOtransferOproteinOisOpredominantlyOderivedOfromOKupfferOcellsfOHepatologydO
2015dOnjdOioihejj 11.2 37

69 LactateODegradationOPatternOShiftsOinORumenOycidosisOModelsfOFrontiersgingMicrobiologydO2019dOihdOinj 5.7 37

68 TheOlongetermOgeneticOstabilityOandOindividualOspecificityOofOtheOhumanOgutOmicrobiomefOCelldO2021dO
ipldOjkhjejkimfeij 56.2 32

67 LackOofOyssociationOzetweenOGeneticOVariantsOatOandOGenesOInvolvedOinOSyRSe–oVejOInfectionOandO
HumanOQuantitativeOPhenotypesfOFrontiersgingGeneticsdO2020dOiidOnik 4.5 31

66 DysbiosisOofOtheObuccalOmucosaOmicrobiomeOinOprimaryOSjˆ¶grenVsOsyndromeOpatientsfORheumatologydO
2018dOmodOjjjmejjkl 3.9 31

65 TheOimmunityedietemicrobiotaOaxisOinOtheOdevelopmentOofOmetabolicOsyndromefOCurrentgOpinionging
LipidologydO2015dOjndOokepi 4.4 30

64 DeterminingOtheOassociationObetweenOadipokineOexpressionOinOmultipleOtissuesOandOphenotypicO
featuresOofOnonealcoholicOfattyOliverOdiseaseOinOobesityfONutritiongandgDiabetesdO2015dOmdOeiln 4.7 29

63 OptimalOdesignOandOanalysisOofOgeneticOstudiesOonOgeneOexpressionfOGeneticsdO2006dOiojdOiqqkeq 4 29

(2006-2011)
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62 DetectionOofOstableOcommunityOstructuresOwithinOgutOmicrobiotaOcoeoccurrenceOnetworksOfromO
differentOhumanOpopulationsfOPeerJdO2018dOndOelkhk 3.1 28

61 öxtraintestinalOmanifestationsOandOcomplicationsOinOinflammatoryObowelOdiseaserOfromOsharedO
geneticsOtoOsharedObiologicalOpathwaysfOInflammatorygBowelgDiseasesdO2014dOjhdOqpoeql 4.5 27

60 LargeescaleOplasmaOmetabolomeOanalysisOrevealsOalterationsOinOHDLOmetabolismOinOmigrainefO
NeurologydO2019dOqjdOeipqqeeiqii 6.5 26

59 MetaNetworkrOaOcomputationalOprotocolOforOtheOgeneticOstudyOofOmetabolicOnetworksfONatureg
ProtocolsdO2007dOjdOnpmeql 18.8 25

58 GutOmicrobialOcoeabundanceOnetworksOshowOspecificityOinOinflammatoryObowelOdiseaseOandOobesityfO
NaturegCommunicationsdO2020dOiidOlhip 17.4 25

57 GWySOasOaODriverOofOGeneODiscoveryOinO–ardiometabolicODiseasesfOTrendsgingEndocrinologygandg
MetabolismdO2015dOjndOojjeokj 8.8 24

56 yOsystemObiologyOperspectiveOonOenvironmentehostemicrobeOinteractionsfOHumangMoleculargGenetics
dO2018dOjodORipoeRiql 5.6 23

55 yntieinflammatoryOGutOMicrobialOPathwaysOyreODecreasedODuringO–rohnVsODiseaseOöxacerbationsfO
JournalgofgCrohnnsgandgColitisdO2019dOikdOilkqeillq 1.5 22

54 GeneticOandOMicrobialOyssociationsOtoOPlasmaOandOαecalOzileOycidsOinOObesityORelateOtoOPlasmaO
LipidsOandOLiverOαatO–ontentfOCellgReportsdO2020dOkkdOihpjij 10.6 22

53 yppleOorOpearrOsizeOandOshapeOmatterfOCellgMetabolismdO2015dOjidOmhoep 24.6 21

52 IntegrationOofOepidemiologicdOpharmacologicdOgeneticOandOgutOmicrobiomeOdataOinOaO
drugemetaboliteOatlasfONaturegMedicinedO2020dOjndOiiheiio 50.5 19

51 önvironmentalOfactorsOshapingOtheOgutOmicrobiomeOinOaODutchOpopulationffONaturedO2022dO 50.4 19

50 IntereTissueOGeneO–oeöxpressionONetworksObetweenOMetabolicallyOHealthyOandOUnhealthyOObeseO
IndividualsfOPLoSgONEdO2016dOiidOehinomiq 3.7 18

49 LipopolysaccharideOLowersO–holesterylOösterOTransferOProteinObyOyctivatingOαlgph–leclfVsiglLyn–O
KupfferO–ellOSubsetsfOJournalgofgthegAmericangHeartgAssociationdO2018dOodO 6 17

48 –orrelationOofOgeneticOriskOandOmessengerORNyOexpressionOinOaOThiogILjkOpathwayOanalysisOinO
inflammatoryObowelOdiseasefOInflammatorygBowelgDiseasesdO2014dOjhdOoooepj 4.5 16

47 GutOmicrobiomeOandObileOacidsOinOobesityerelatedOdiseasesfOBestgPracticegandgResearchgingClinicalg
EndocrinologygandgMetabolismdO2021dOkmdOihilqk 6.5 14

46 ImmunochipOmetaeanalysisOinOöuropeanOandOyrgentinianOpopulationsOidentifiesOtwoOnovelOgeneticO
lociOassociatedOwithOceliacOdiseasefOEuropeangJournalgofgHumangGeneticsdO2020dOjpdOkikekjk 5.3 14

45 yOGWySOmetaeanalysisOsuggestsOrolesOforOxenobioticOmetabolismOandOionOchannelOactivityOinOtheO
biologyOofOstoolOfrequencyfOGutdO2017dOnndOomneomp 19.2 12
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44 IdentificationdOHeritabilitydOandORelationOWithOGeneOöxpressionOofONovelODNyOMethylationOLociOforO
zloodOPressurefOHypertensiondO2020dOondOiqmejhm 8.5 12

43 yssociationOofOInsulinOResistanceOandOTypeOjODiabetesOWithOGutOMicrobialODiversityrOyO
MicrobiomeeWideOynalysisOαromOPopulationOStudiesfOJAMAgNetworkgOpendO2021dOldOejiippii 10.4 12

42 –holangiopathyOandOziliaryOαibrosisOinO–ypjcoheDeficientOMiceOyreOαullyOReversedObyO
UrsodeoxycholicOycidfOCellulargandgMoleculargGastroenterologygandgHepatologydO2021dOiidOihlmeihnq 7.9 11

41 –ombiningOmicroarraysOandOgeneticOanalysisfOBriefingsgingBioinformaticsdO2005dOndOikmelm 13.4 10

40 LimitedOevidenceOforOparenteofeoriginOeffectsOinOinflammatoryObowelOdiseaseOassociatedOlocifOPLoSg
ONEdO2012dOodOelmjpo 3.7 9

39 LargeescaleOassociationOanalysesOidentifyOhostOfactorsOinfluencingOhumanOgutOmicrobiomeOcomposition 9

38 WholeOexomeOsequencingOanalysesOrevealOgeneemicrobiotaOinteractionsOinOtheOcontextOofOIzDfOGutdO
2021dOohdOjpmejqn 19.2 9

37 HealthyO–otwinsOShareOGutOMicrobiomeOSignaturesOWithOTheirOInflammatoryOzowelODiseaseOTwinsO
andOUnrelatedOPatientsfOGastroenterologydO2021dOinhdOiqoheiqpm 13.3 8

36 PopulationewideOdiversityOandOstabilityOofOserumOantibodyOepitopeOrepertoiresOagainstOhumanO
microbiotafONaturegMedicinedO2021dOjodOilljeilmh 50.5 8

35 SL–kqypOmissenseOvariantOisOassociatedOwithO–rohnVsOdiseaseObutOdoesOnotOhaveOaOmajorOimpactOonO
gutOmicrobiomeOcompositionOinOhealthyOsubjectsfOPLoSgONEdO2019dOildOehjiikjp 3.7 7

34 öffectOofOhostOgeneticsOonOtheOgutOmicrobiomeOinOodokpOparticipantsOofOtheODutchOMicrobiomeO
ProjectffONaturegGeneticsdO2022dOmldOilkeimi 36.3 7

33 designGGrOanORepackageOandOwebOtoolOforOtheOoptimalOdesignOofOgeneticalOgenomicsOexperimentsfO
BMCgBioinformaticsdO2009dOihdOipp 3.6 6

32 –hallengesOandOfutureOdirectionsOforOstudyingOeffectsOofOhostOgeneticsOonOtheOgutOmicrobiomeffO
NaturegGeneticsdO2022dOmldOihheihn 36.3 6

31 –haracterizationOofOgutOmicrobialOstructuralOvariationsOasOdeterminantsOofOhumanObileOacidO
metabolismfOCellgHostgandgMicrobedO2021dOjqdOiphjeipilfem 23.4 6

30 TheODutchOMicrobiomeOProjectOdefinesOfactorsOthatOshapeOtheOhealthyOgutOmicrobiome 6

29 OralOMicrobiomeOinORelationOtoOPeriodontitisOSeverityOandOSystemicOInflammationfOInternationalg
JournalgofgMoleculargSciencesdO2021dOjjdO 6.3 6

28 TheO–ompositionOandOMetabolicOPotentialOofOtheOHumanOSmallOIntestinalOMicrobiotaOWithinOtheO
–ontextOofOInflammatoryOzowelODiseasefOJournalgofgCrohnnsgandgColitisdO2021dOimdOikjneikkp 1.5 6

27 GenomicOevaluationOofOcirculatingOproteinsOforOdrugOtargetOcharacterisationOandOprecisionOmedicine 5

(-2020)
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26 GlobalOphylogeographyOandOancientOevolutionOofOtheOwidespreadOhumanOgutOvirusOcryssphage 5

25 HowOgovernmentOregulationOofOinterbankOfinancingOimpactsOriskOforO–hineseOcommercialObanksfO
JournalgofgAsiangEconomicsdO2020dOnndOihiilp 2.2 5

24 yOsystematicOanalysisOofOmetabolicOpathwaysOinOtheOhumanOgutOmicrobiota 5

23 StabilityOofOtheOhumanOgutOviromeOandOeffectOofOglutenefreeOdietfOCellgReportsdO2021dOkmdOihqikj 10.6 4

22 yOzenchmarkOofOGeneticOVariantO–allingOPipelinesOUsingOMetagenomicOShorteReadOSequencingfO
FrontiersgingGeneticsdO2021dOijdOnlpjjq 4.5 4

21 OptimalOdesignOofOgeneticOstudiesOofOgeneOexpressionOwithOtwoecolorOmicroarraysOinOoutbredO
crossesfOGeneticsdO2008dOiphdOinqiep 4 3

20 DiscoverydOdiversitydOandOfunctionalOassociationsOofOcrysselikeOphagesOinOhumanOgutOmetagenomesO
fromOfourODutchOcohortsffOCellgReportsdO2022dOkpdOiihjhl 10.6 3

19 LackOofOassociationObetweenOgeneticOvariantsOatOy–öjOandOTMPRSSjOgenesOinvolvedOinOSyRSe–oVejO
infectionOandOhumanOquantitativeOphenotypes 3

18 yOcrosseomicsOintegrativeOstudyOofOmetabolicOsignaturesOofOchronicOobstructiveOpulmonaryOdiseasefO
BMCgPulmonarygMedicinedO2020dOjhdOiqk 3.5 3

17 RoleOofOtheOgutOmicrobiomeOinOmediatingOlactoseOintoleranceOsymptomsfOGutdO2022dOoidOjimejio 19.2 3

16 LongONone–odingORNysOInvolvedOinOProgressionOofONoneylcoholicOαattyOLiverODiseaseOtoO
SteatohepatitisfOCellsdO2021dOihdO 7.9 3

15 SystemsOgeneticsOapproachOrevealsOcrossetalkObetweenObileOacidsOandOintestinalOmicrobesfOPLoSg
GeneticsdO2019dOimdOeihhpkho 6 2

14 HematopoieticONpciOmutationOshiftsOgutOmicrobiotaOcompositionOinOLdlrOmiceOonOaOhighefatdO
highecholesterolOdietfOScientificgReportsdO2019dOqdOilqmn 4.9 2

13 LowOproductionOofOij˛–ehydroxylatedObileOacidsOpreventsOhepaticOsteatosisOinO–ypjcohOmiceObyO
reducingOfatOabsorptionfOJournalgofgLipidgResearchdO2021dOihhikl 6.3 2

12 PatientOattitudesOtowardsOfaecalOsamplingOforOgutOmicrobiomeOstudiesOandOclinicalOcareOrevealO
positiveOengagementOandOroomOforOimprovementfOPLoSgONEdO2021dOindOehjlqlhm 3.7 2

11 IsOgutOmicrobiotaOaOrelevantOandOcompetitiveOdietaryOtargetOforOcardioemetabolicOhealthwO
ProceedingsOofOanOexpertOworkshopfOTrendsgingFoodgSciencegandgTechnologydO2018dOpidOilneiml 15.3 2

10 InflammatoryOProteinOProfilesOinOPlasmaOofO–andidaemiaOPatientsOandOtheO–ontributionOofOHostO
GeneticsOtoOTheirOVariabilityfOFrontiersgingImmunologydO2021dOijdOnnjioi 8.4 2

9 yOcombinationOofOfecalOcalprotectinOandOhumanObetaedefensinOjOfacilitatesOdiagnosisOandOmonitoringO
ofOinflammatoryObowelOdiseasefOGutgMicrobesdO2021dOikdOiqlkjpp 8.8 2
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8
LargeOHDLOparticlesOnegativelyOassociateOwithOleukocyteOcountsOindependentOofOcholesterolOeffluxO
capacityrOyOcrossOsectionalOstudyOinOtheOpopulationebasedOLifeLinesODööPOcohortffOAtherosclerosisdO
2022dOklkdOjhejo

3.1 1

7 TheOroleOofOtheOgutOmicrobiomeOinOgraftOfibrosisOafterOpediatricOliverOtransplantationfOHumang
GeneticsdO2021dOilhdOohqeojl 6.3 1

6 OPjqOLongetermOdietaryOpatternsOareOassociatedOwithOproeinflammatoryOandOantieinflammatoryO
featuresOofOtheOgutOmicrobiomefOJournalgofgCrohnnsgandgColitisdO2021dOimdOShjpeShjq 1.5 0

5
OPhiOInedepthOcharacterisationOofOhostOgeneticsOandOgutOmicrobiomeOunravelsOnovelO
hostâ��microbiomeOinteractionsOinOinflammatoryObowelOdiseasefOJournalgofgCrohnnsgandgColitisdO2019dO
ikdOShhieShhi

1.5

4 OPhilOynalysisOofOioqjOgutOmetagenomesOrevealsOmicrobialOtreatmentOtargetsOforOinflammatoryO
bowelOdiseaseOandOirritableObowelOsyndromefOJournalgofgCrohnnsgandgColitisdO2018dOijdOShiheShih 1.5

3 PSikOeOofOPlasmaOcholesterylOesterOtransferOproteinrOaObiomarkerOforOhepaticOmacrophagesfO
NederlandsgTijdschriftgVoorgDiabetologiedO2013dOiidOiqmeiqm 0
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