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j Paper IF Citations

86 MultimodalMinteractionsMofMdrugs[MnaturalMcompoundsMandMpollutantsMwithMtheMgutMmicrobiotaaaM
NaturenReviewsnMicrobiology[M2022[M 22.2 6

85 MicrobialMcommunitiesMformMrichMextracellularMmetabolomesMthatMfosterMmetabolicMinteractionsMandM
promoteMdrugMtoleranceaaMNaturenMicrobiology[M2022[M 26.6 4

84 MolecularMbiologyMforMgreenMrecovery]tMcallMforMactionaaMPLoSnBiology[M2022[Mec[Mefccdief 9.7 0

83 uioactivityMassessmentMofMnaturalMcompoundsMusingMmachineMlearningMmodelsMtrainedMonMtargetM
similarityMbetweenMdrugsaaMPLoSnComputationalnBiology[M2022[Mdk[Medcdccel 5 2

82 MetabolicMmemoryMunderlyingMminimalMresidualMdiseaseMinMbreastMcanceraMMolecularnSystemsnBiology[M
2021[Mdj[Medcdgd 12.2 2

81 UnravellingMtheMcollateralMdamageMofMantibioticsMonMgutMbacteriaaMNature[M2021[Mhll[Mdec]deg 50.4 21

80 QuantificationMofMwuloxetineMinMtheMuacterialMvultureMandMMediumMtoMStudyMwrug]gutMMicrobiomeM
InteractionsaMBio-protocol[M2021[Mdd[Megedg 0.9

79 TowardsMaMmechanisticMunderstandingMofMreciprocalMdrug]microbiomeMinteractionsaMMolecularn
SystemsnBiology[M2021[Mdj[Medcddi 12.2 15

78 wraftMzenomeMSequencesMofMyiveMyungalMStrainsMIsolatedMfromMKefiraMMicrobiologynResourcen
Announcements[M2021[Mdc[Meccdlhed 1.3

77 metazxMmMreconstructionMofMgenomeMscaleMmetabolicMmodelsMdirectlyMfromMmetagenomesaMNucleicn
AcidsnResearch[M2021[Mgl[Medei 20.1 11

76 PolarizationMofMmicrobialMcommunitiesMbetweenMcompetitiveMandMcooperativeMmetabolismaMNaturen
EcologynandnEvolution[M2021[Mh[Mdlh]ecf 12.3 35

75 vRISPRiMscreensMrevealMgenesMmodulatingMyeastMgrowthMinMlignocelluloseMhydrolysateaMBiotechnologyn
fornBiofuels[M2021[Mdg[Mgd 7.8 5

74 Model]guidedMdevelopmentMofManMevolutionarilyMstableMyeastMchassisaMMolecularnSystemsnBiology[M
2021[Mdj[Medcehf 12.2 3

73 tdaptiveMlaboratoryMevolutionMofMmicrobialMco]culturesMforMimprovedMmetaboliteMsecretionaM
MolecularnSystemsnBiology[M2021[Mdj[Medcdkl 12.2 3

72 uioaccumulationMofMtherapeuticMdrugsMbyMhumanMgutMbacteriaaMNature[M2021[Mhlj[Mhff]hfk 50.4 29

71 MetabolicMcooperationMandMspatiotemporalMnicheMpartitioningMinMaMkefirMmicrobialMcommunityaM
NaturenMicrobiology[M2021[Mi[Mdli]eck 26.6 44

70 ProteomicMcharacterizationMofMextracellularMvesiclesMproducedMbyMseveralMwineMyeastMspeciesaM
MicrobialnBiotechnology[M2020[Mdf[Mdhkd]dhli 6.3 12
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69 MxMOTxMforMstandardizedMgenome]scaleMmetabolicMmodelMtestingaMNaturenBiotechnology[M2020[Mfk[Meje]eji44.5 121

68 Single]cellMtranscriptomicsMidentifiesMvwggMasMaMmarkerMandMregulatorMofMendothelialMtoM
haematopoieticMtransitionaMNaturenCommunications[M2020[Mdd[Mhki 17.4 33

67 tntibiotics]inducedMmonodominanceMofMaMnovelMgutMbacterialMorderaMGut[M2019[Mik[Mdjkd]djlc 19.2 33

66 YeastMzenome]ScaleMMetabolicMModelsMforMSimulatingMzenotype]PhenotypeMRelationsaMProgressninn
MolecularnandnSubcellularnBiology[M2019[Mhk[Mddd]dff 3 8

65 yindingMyunctionalMwifferencesMuetweenMSpeciesMinMaMMicrobialMvommunitymMvaseMStudiesMinMWineM
yermentationMandMKefirMvultureaMFrontiersninnMicrobiology[M2019[Mdc[Mdfgj 5.7 52

64 High]throughputMultrastructureMscreeningMusingMelectronMmicroscopyMandMfluorescentMbarcodingaM
JournalnofnCellnBiology[M2019[Medk[Mejlj]ekdd 7.3 13

63 LowMPhenotypicMPenetranceMandMTechnologicalMImpactMofMYeastM[M]MPrion]LikeMxlementsMonM
WinemakingaMFrontiersninnMicrobiology[M2018[Ml[Mffdd 5.7 3

62 vonjugativeMtranspositionMofMtheMvancomycinMresistanceMcarryingMTndhglmMenzymaticMrequirementsM
andMtargetMsiteMpreferencesaMMolecularnMicrobiology[M2018[Mdcj[Mifl]ihk 4.1 5

61 xxtensiveMimpactMofMnon]antibioticMdrugsMonMhumanMgutMbacteriaaMNature[M2018[Mhhh[Mief]iek 50.4 834

60 NutritionalMpreferencesMofMhumanMgutMbacteriaMrevealMtheirMmetabolicMidiosyncrasiesaMNaturen
Microbiology[M2018[Mf[Mhdg]hee 26.6 119

59 LaboratoryMevolutionMrevealsMregulatoryMandMmetabolicMtrade]offsMofMglycerolMutilizationMinM
SaccharomycesMcerevisiaeaMMetabolicnEngineering[M2018[Mgj[Mjf]ke 9.7 33

58 yastMautomatedMreconstructionMofMgenome]scaleMmetabolicMmodelsMforMmicrobialMspeciesMandM
communitiesaMNucleicnAcidsnResearch[M2018[Mgi[Mjhge]jhhf 20.1 185

57 MetabolicMmodelsMandMgeneMessentialityMdataMrevealMessentialMandMconservedMmetabolismMinM
prokaryotesaMPLoSnComputationalnBiology[M2018[Mdg[Medccihhi 5 12

56 yreeingMYeastMfromMtlcoholMtddictionMUJustVMtoMMakeMUItVMyatMInsteadaMCell[M2018[Mdjg[Mdfge]dfgg 56.2 0

55 MetabolicManchorMreactionsMforMrobustMbiorefiningaMMetabolicnEngineering[M2017[Mgc[Md]g 9.7 12

54 IntegrationMofMuiomassMyormulationsMofMzenome]ScaleMMetabolicMModelsMwithMxxperimentalMwataM
RevealsMUniversallyMxssentialMvofactorsMinMProkaryotesaMMetabolicnEngineering[M2017[Mfl[Mecc]eck 9.7 51

53 TowardsMstandardsMforMhumanMfecalMsampleMprocessingMinMmetagenomicMstudiesaMNaturen
Biotechnology[M2017[Mfh[Mdcil]dcji 44.5 355

52 YeastMvreatesMaMNicheMforMSymbioticMLacticMtcidMuacteriaMthroughMNitrogenMOverflowaMCellnSystems[M
2017[Mh[Mfgh]fhjaei 10.6 151
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51 ModelMmicrobialMcommunitiesMforMecosystemsMbiologyaMCurrentnOpinionninnSystemsnBiology[M2017[Mi[Mhd]hj 3.2 21

50 wraftMzenomeMSequencesMofMThreeMNovelMLow]tbundanceMSpeciesMStrainsMIsolatedMfromMKefirMzrainaM
GenomenAnnouncements[M2017[Mh[M 1

49 wraftMzenomeMSequenceMofMSu[MIsolatedMfromMKefiraMGenomenAnnouncements[M2017[Mh[M 1

48 MetabolicMshiftsMinMresidualMbreastMcancerMdriveMtumorMrecurrenceaMJournalnofnClinicalnInvestigation[M
2017[Mdej[Mecld]edch 15.9 78

47 SaccharomycesMcerevisiaeMmetabolismMinMecologicalMcontextaMFEMSnYeastnResearch[M2016[Mdi[M 3.1 28

46 YeastMmetabolicMchassisMdesignsMforMdiverseMbiotechnologicalMproductsaMScientificnReports[M2016[Mi[Melilg 4.9 22

45 TheMmetabolicMbackgroundMisMaMglobalMplayerMinMSaccharomycesMgeneMexpressionMepistasisaMNaturen
Microbiology[M2016[Md[Mdhcfc 26.6 53

44 MetabolicMinteractionsMinMmicrobialMcommunitiesmMuntanglingMtheMzordianMknotaMCurrentnOpinionninn
Microbiology[M2015[Mej[Mfj]gg 7.9 147

43 MetabolicMdependenciesMdriveMspeciesMco]occurrenceMinMdiverseMmicrobialMcommunitiesaMProceedingsn
ofnthenNationalnAcademynofnSciencesnofnthenUnitednStatesnofnAmerica[M2015[Mdde[Miggl]hg 11.5 366

42 woMgenome]scaleMmodelsMneedMexactMsolversMorMclearerMstandardsraMMolecularnSystemsnBiology[M2015[M
dd[Mkfd 12.2 41

41 vomputationalMtoolsMforMmodelingMxenometabolismMofMtheMhumanMgutMmicrobiotaaMTrendsninn
Biotechnology[M2014[Mfe[Mdhj]ih 15.1 17

40 SystemsMbiologyMperspectivesMonMminimalMandMsimplerMcellsaMMicrobiologynandnMolecularnBiologyn
Reviews[M2014[Mjk[Mgkj]hcl 13.2 42

39 vontributionMofMnetworkMconnectivityMinMdeterminingMtheMrelationshipMbetweenMgeneMexpressionMandM
metaboliteMconcentrationMchangesaMPLoSnComputationalnBiology[M2014[Mdc[Medccfhje 5 52

38 Model]guidedMidentificationMofMgeneMdeletionMtargetsMforMmetabolicMengineeringMinMSaccharomycesM
cerevisiaeaMMethodsninnMolecularnBiology[M2014[Mddhe[Mekd]lg 1.4 2

37
OverexpressionMofMO]methyltransferaseMleadsMtoMimprovedMvanillinMproductionMinMbakerTsMyeastMonlyM
whenMcomplementedMwithMmodel]guidedMnetworkMengineeringaMBiotechnologynandnBioengineering[M
2013[Mddc[Mihi]l

4.9 32

36 IndustrialMsystemsMbiologyMofMSaccharomycesMcerevisiaeMenablesMnovelMsuccinicMacidMcellMfactoryaM
PLoSnONE[M2013[Mk[Mehgdgg 3.7 125

35 IdentificationMofMmetabolicMengineeringMtargetsMthroughManalysisMofMoptimalMandMsub]optimalMroutesaM
PLoSnONE[M2013[Mk[Meidigk 3.7 15

34 ImpactMofMstoichiometryMrepresentationMonMsimulationMofMgenotype]phenotypeMrelationshipsMinM
metabolicMnetworksaMPLoSnComputationalnBiology[M2012[Mk[Medccejhk 5 27
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33 InvolvementMofMaMnaturalMfusionMofMaMcytochromeMPghcMandMaMhydrolaseMinMmycophenolicMacidM
biosynthesisaMAppliednandnEnvironmentalnMicrobiology[M2012[Mjk[Mglck]df 4.8 44

32 RandomMsamplingMofMelementaryMfluxMmodesMinMlarge]scaleMmetabolicMnetworksaMBioinformatics[M2012
[Mek[Mihdh]ihed 7.2 53

31 PredictionMandMidentificationMofMsequencesMcodingMforMorphanMenzymesMusingMgenomicMandM
metagenomicMneighboursaMMolecularnSystemsnBiology[M2012[Mk[Mhkd 12.2 25

30 tMnewMclassMofMIMPMdehydrogenaseMwithMaMroleMinMself]resistanceMofMmycophenolicMacidMproducingM
fungiaMBMCnMicrobiology[M2011[Mdd[Mece 4.5 38

29 PHUSxRMUPrimerMHelpMforMUSxRVmMaMnovelMtoolMforMUSxRMfusionMprimerMdesignaMNucleicnAcidsnResearch[M
2011[Mfl[MWid]j 20.1 14

28 yluxMcouplingMandMtranscriptionalMregulationMwithinMtheMmetabolicMnetworkMofMtheMphotosyntheticM
bacteriumMSynechocystisMspaMPvvikcfaMBiotechnologynJournal[M2011[Mi[Mffc]ge 5.6 45

27
VersatileMenzymeMexpressionMandMcharacterizationMsystemMforMtspergillusMnidulans[MwithMtheM
PenicilliumMbrevicompactumMpolyketideMsynthaseMgeneMfromMtheMmycophenolicMacidMgeneMclusterMasM
aMtestMcaseaMAppliednandnEnvironmentalnMicrobiology[M2011[Mjj[Mfcgg]hd

4.8 76

26 MetabolicMnetworkMtopologyMrevealsMtranscriptionalMregulatoryMsignaturesMofMtypeMeMdiabetesaMPLoSn
ComputationalnBiology[M2010[Mi[Medcccjel 5 66

25 uioMetMToolboxmMgenome]wideManalysisMofMmetabolismaMNucleicnAcidsnResearch[M2010[Mfk[MWdgg]l 20.1 82

24 ImprovedMvanillinMproductionMinMbakerTsMyeastMthroughMinMsilicoMdesignaMMicrobialnCellnFactories[M2010[M
l[Mkg 6.4 196

23 ReconstructionMandManalysisMofMgenome]scaleMmetabolicMmodelMofMaMphotosyntheticMbacteriumaMBMCn
SystemsnBiology[M2010[Mg[Mdhi 3.5 94

22 OptyluxmManMopen]sourceMsoftwareMplatformMforMinMsilicoMmetabolicMengineeringaMBMCnSystemsn
Biology[M2010[Mg[Mgh 3.5 258

21 zlobalMtranscriptionalMresponseMofMSaccharomycesMcerevisiaeMtoMtheMdeletionMofMSwHfaMBMCnSystemsn
Biology[M2009[Mf[Mdj 3.5 21

20 xnhancingMsesquiterpeneMproductionMinMSaccharomycesMcerevisiaeMthroughMinMsilicoMdrivenMmetabolicM
engineeringaMMetabolicnEngineering[M2009[Mdd[Mfek]fg 9.7 187

19 NaturalMcomputationMmeta]heuristicsMforMtheMinMsilicoMoptimizationMofMmicrobialMstrainsaMBMCn
Bioinformatics[M2008[Ml[Mgll 3.6 75

18 trchitectureMofMtranscriptionalMregulatoryMcircuitsMisMknittedMoverMtheMtopologyMofMbio]molecularM
interactionMnetworksaMBMCnSystemsnBiology[M2008[Me[Mdj 3.5 104

17 OptimalMfed]batchMcultivationMwhenMmassMtransferMbecomesMlimitingaMBiotechnologynandn
Bioengineering[M2007[Mlk[Mjci]dc 4.9 13

16 TheMmetabolicMresponseMofMheterotrophicMtrabidopsisMcellsMtoMoxidativeMstressaMPlantnPhysiology[M
2007[Mdgf[Mfde]eh 6.6 199

(2007-2012)
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15 zlobalMtranscriptionalMandMphysiologicalMresponsesMofMSaccharomycesMcerevisiaeMtoMammonium[M
L]alanine[MorML]glutamineMlimitationaMAppliednandnEnvironmentalnMicrobiology[M2006[Mje[Midlg]ecf 4.8 46

14 HapgMisMnotMessentialMforMactivationMofMrespirationMatMlowMspecificMgrowthMratesMinMSaccharomycesM
cerevisiaeaMJournalnofnBiologicalnChemistry[M2006[Mekd[Mdefck]dg 5.4 25

13 IntegrationMofMmetabolomeMdataMwithMmetabolicMnetworksMrevealsMreporterMreactionsaMMolecularn
SystemsnBiology[M2006[Me[Mhc 12.2 110

12 UncoveringMtranscriptionalMregulationMofMmetabolismMbyMusingMmetabolicMnetworkMtopologyaM
ProceedingsnofnthenNationalnAcademynofnSciencesnofnthenUnitednStatesnofnAmerica[M2005[Mdce[Meikh]l 11.5 445

11 xvolutionaryMprogrammingMasMaMplatformMforMinMsilicoMmetabolicMengineeringaMBMCnBioinformatics[M
2005[Mi[Mfck 3.6 312

10 TheMroleMofMhigh]throughputMtranscriptomeManalysisMinMmetabolicMengineeringaMBiotechnologynandn
BioprocessnEngineering[M2005[Mdc[Mfkh]fll 3.1 13

9 UseMofMgenome]scaleMmicrobialMmodelsMforMmetabolicMengineeringaMCurrentnOpinionninnBiotechnology[M
2004[Mdh[Mig]l 11.4 138

8 wissectingMtheMcollateralMdamageMofMantibioticsMonMgutMmicrobes 4

7 PolarizationMofMmicrobialMcommunitiesMbetweenMcompetitiveMandMcooperativeMmetabolism 3

6 yastMautomatedMreconstructionMofMgenome]scaleMmetabolicMmodelsMforMmicrobialMspeciesMandMcommunities 3

5 Single]cellMtranscriptomicsMidentifiesMvwggMasMaMnewMmarkerMandMregulatorMofMhaematopoieticMstemM
cellsMdevelopment 2

4 MemotemMtMcommunityMdrivenMeffortMtowardsMaMstandardizedMgenome]scaleMmetabolicMmodelMtestMsuite 26

3 xmergenceMofMstableMcoexistenceMinMaMcomplexMmicrobialMcommunityMthroughMmetabolicMcooperationM
andMspatio]temporalMnicheMpartitioning 8

2 vo]translationalMassemblyMcounteractsMpromiscuousMinteractions 1

1 metazxMmMreconstructionMofMgenomeMscaleMmetabolicMmodelsMdirectlyMfromMmetagenomes 1
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