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89 UsingLunnoTreeLtoL’etLMoreLussignmentsZLzasterZLinLxIuMONxXMy’uNLMicrobiomeLunalysisbbL
MSystemsZL2022ZLkZLedehdlfe 7.6 2

88 InteractiveLanalysisLofLbiosurfactantsLinLfruitawasteLfermentationLsamplesLusingLvioSurfxvLandL
My’uNbbLScientificiReportsZL2022ZLefZLkkjm 4.9 0

87
RecoveryLofLcompleteLgenomesLandLnonachromosomalLrepliconsLfromLactivatedLsludgeLenrichmentL
microbialLcommunitiesLwithLlongLreadLmetagenomeLsequencingbLNpjiBiofilmsiandiMicrobiomesZL2021
ZLkZLfg

8.2 10

86 xIuMONxXMy’uNnLzastLandLyasyLTaxonomicLandLzunctionalLunalysisLofLShortLandLLongL
MicrobiomeLSequencesbLCurrentiProtocolsZL2021ZLeZLeim 9

85 InterplayLofLVariousLyvolutionaryLModesLinL’enomeLxiversificationLandLudaptiveLyvolutionLofLtheL
zamilybLFrontiersiiniMicrobiologyZL2021ZLefZLjgmmmi 5.7 0

84 OnLtheLupplicationLofLudvancedLMachineLLearningLMethodsLtoLunalyzeLynhancedZLMultimodalLxataL
fromLPersonsLInfectedLwithLwOVIxaembLComputationZL2021ZLmZLh 2.2 5

83 TegulaLâ��LexploringLaLgalaxyLofLtwoadimensionalLperiodicLtilingsbLComputeriAidediGeometriciDesignZL
2021ZLmdZLedfdfk 1.2 1

82 NormalisingLphylogeneticLnetworksbLMoleculariPhylogeneticsiandiEvolutionZL2021ZLejgZLedkfei 4.1 2

81 MuIRuaLrealatimeLtaxonomicLandLfunctionalLanalysisLofLlongLreadsLonLaLlaptopbLBMCiBioinformaticsZL
2020ZLfeZLgmd 3.6 1

80
TheLIsolateLspbLkxhwfLProducesLawaproateLatLMildlyLucidicLwonditionsLzromL–exosesnL’enomeLandL
rvOXLwomparisonLWithLRelatedLStrainsLandLwhainaylongatingLvacteriabLFrontiersiiniMicrobiologyZL
2020ZLeeZLimhifh

5.7 9

79 ynrichedLynvironmentalLwonditionsLModifyLtheL’utLMicrobiomeLwompositionLandLzecalLMarkersLofL
InflammationLinLParkinsonTsLxiseasebLFrontiersiiniNeuroscienceZL2019ZLegZLedgf 5.1 5

78 unnotatedLbacterialLchromosomesLfromLframeashiftacorrectedLlongareadLmetagenomicLdatabL
MicrobiomeZL2019ZLkZLje 16.6 31

77 PhageLtailalikeLparticlesLareLversatileLbacterialLnanomachinesLaLuLminiareviewbLJournaliofiAdvancedi
ResearchZL2019ZLemZLkialh 13 15

76 IntroductionLtoLtheLunalysisLofLynvironmentalLSequencesnLMetagenomicsLwithLMy’uNbLMethodsiini
MoleculariBiologyZL2019ZLemedZLimeajdh 1.4 8

75 uutumnLulgorithmawomputationLofL–ybridizationLNetworksLforLRealisticLPhylogeneticLTreesbL
IEEE/ACMiTransactionsioniComputationaliBiologyiandiBioinformaticsZL2018ZLeiZLgmlahed 3 9

74 ’enomeLSequenceLofLU’reaterLWaxLMothVbLGenomeiAnnouncementsZL2018ZLjZL 53

73 SalmonellaLentericaLgenomesLfromLvictimsLofLaLmajorLsixteenthacenturyLepidemicLinLMexicobLNaturei
EcologyiandiEvolutionZL2018ZLfZLifdaifl 12.3 124
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72 My’uNaLRnLnewLalgorithmsLallowLaccurateLbinningLandLeasyLinteractiveLexplorationLofL
metagenomicLlongLreadsLandLcontigsbLBiologyiDirectZL2018ZLegZLj 7.2 83

71 IntestinalLxysbiosisZLvarrierLxysfunctionZLandLvacterialLTranslocationLuccountLforLwKxaRelatedL
SystemicLInflammationbLJournaliofitheiAmericaniSocietyiofiNephrology:iJASNZL2017ZLflZLkjalg 12.7 127

70 uLsimpleLstatisticalLtestLofLtaxonomicLorLfunctionalLhomogeneityLusingLreplicatedLmicrobiomeL
sequencingLsamplesbLJournaliofiBiotechnologyZL2017ZLfidZLhiaid 3.7 1

69 zastLandLsimpleLproteinaalignmentaguidedLassemblyLofLorthologousLgeneLfamiliesLfromLmicrobiomeL
sequencingLreadsbLMicrobiomeZL2017ZLiZLee 16.6 23

68 NeanderthalLbehaviourZLdietZLandLdiseaseLinferredLfromLancientLxNuLinLdentalLcalculusbLNatureZL
2017ZLihhZLgikagje 50.4 263

67 TheLuntibioticLResistantLTargetLSeekerLUuRTSVZLanLexplorationLengineLforLantibioticLclusterL
prioritizationLandLnovelLdrugLtargetLdiscoverybLNucleiciAcidsiResearchZL2017ZLhiZLWhfaWhl 20.1 96

66 SILVuZLRxPZL’reengenesZLNwvILandLOTTLaLhowLdoLtheseLtaxonomiesLcomparesbLBMCiGenomicsZL2017ZL
elZLeeh 4.5 201

65 zunctionalLunalysisLinLMetagenomicsLUsingLMy’uNLjL2017ZLjiakh 4

64 SoilLbiocharLamendmentLaffectsLtheLdiversityLofLnosZLtranscriptsnLImplicationsLforLNOLformationbL
ScientificiReportsZL2017ZLkZLgggl 4.9 36

63 uLmetagenomicabasedLsurveyLofLmicrobialLUdeVhalogenationLpotentialLinLaL’ermanLforestLsoilbL
ScientificiReportsZL2016ZLjZLflmil 4.9 29

62 RiboTaggernLfastLandLunbiasedLejScelSLprofilingLusingLwholeLcommunityLshotgunLmetagenomicLorL
metatranscriptomeLsurveysbLBMCiBioinformaticsZL2016ZLekZLidl 3.6 18

61 yxtensiveLMobilomeaxrivenL’enomeLxiversificationLinLMouseL’utaussociatedLvacteroidesLvulgatusL
mpkbLGenomeiBiologyiandiEvolutionZL2016ZLlZLeemkafdk 3.9 17

60 My’uNLwommunityLyditionLaLInteractiveLyxplorationLandLunalysisLofLLargeaScaleLMicrobiomeL
SequencingLxatabLPLoSiComputationaliBiologyZL2016ZLefZLeeddhmik 5 836

59 unalysisLofLxomainLurchitectureLandLPhylogeneticsLofLzamilyLfL’lycosideL–ydrolasesLU’–fVbLPLoSi
ONEZL2016ZLeeZLedejldgi 3.7 18

58 wharacterizationLofLtheL’utLMicrobialLwommunityLofLObeseLPatientsLzollowingLaLWeightaLossL
InterventionLUsingLWholeLMetagenomeLShotgunLSequencingbLPLoSiONEZL2016ZLeeZLedehmijh 3.7 146

57 SoilLbiocharLamendmentLshapesLtheLcompositionLofLNfOareducingLmicrobialLcommunitiesbLSciencei
ofitheiTotaliEnvironmentZL2016ZLijfZLgkmagmd 10.2 86

56 untibioticLSelectionLPressureLxeterminationLthroughLSequenceavasedLMetagenomicsbLAntimicrobiali
AgentsiandiChemotherapyZL2015ZLimZLkggiahi 5.9 47

55 zastLandLsensitiveLproteinLalignmentLusingLxIuMONxbLNatureiMethodsZL2015ZLefZLimajd 21.6 4165
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54 yffectsLofLsurgicalLandLdietaryLweightLlossLtherapyLforLobesityLonLgutLmicrobiotaLcompositionLandL
nutrientLabsorptionbLBioMediResearchiInternationalZL2015ZLfdeiZLldjfhl 3 190

53 PreawolumbianLmycobacterialLgenomesLrevealLsealsLasLaLsourceLofLNewLWorldLhumanLtuberculosisbL
NatureZL2014ZLiehZLhmhak 50.4 358

52 uLpoorLmanTsLvLuSTXaahighathroughputLmetagenomicLproteinLdatabaseLsearchLusingLPuUxubL
BioinformaticsZL2014ZLgdZLglam 7.2 43

51 yndotoxicityLofLlipopolysaccharideLasLaLdeterminantLofLTacellamediatedLcolitisLinductionLinLmicebL
GastroenterologyZL2014ZLehjZLkjiaki 13.3 51

50 MicrobialLcommunityLanalysisLusingLMy’uNbLMethodsiiniEnzymologyZL2013ZLigeZLhjiali 1.7 144

49 IdentifyingLaLspeciesLtreeLsubjectLtoLrandomLlateralLgeneLtransferbLJournaliofiTheoreticaliBiologyZL
2013ZLgffZLleamg 2.3 13

48 zastLcomputationLofLminimumLhybridizationLnetworksbLBioinformaticsZL2012ZLflZLemeak 7.2 36

47 xendroscopeLgnLanLinteractiveLtoolLforLrootedLphylogeneticLtreesLandLnetworksbLSystematiciBiologyZL
2012ZLjeZLedjeak 8.4 1033

46 wRySTaaclassificationLresourcesLforLenvironmentalLsequenceLtagsbLPLoSiONEZL2012ZLkZLehmggh 3.7 167

45 IntegrativeLanalysisLofLenvironmentalLsequencesLusingLMy’uNhbLGenomeiResearchZL2011ZLfeZLeiifajd 9.7 1019

44 uLsurveyLofLcombinatorialLmethodsLforLphylogeneticLnetworksbLGenomeiBiologyiandiEvolutionZL2011ZL
gZLfgagi 3.9 138

43 ReferenceaguidedLassemblyLofLfourLdiverseLurabidopsisLthalianaLgenomesbLProceedingsiofithei
NationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaZL2011ZLedlZLedfhmaih 11.5 190

42 TanglegramsLforLrootedLphylogeneticLtreesLandLnetworksbLBioinformaticsZL2011ZLfkZLifhlaij 7.2 66

41 womparisonLofLmultipleLmetagenomesLusingLphylogeneticLnetworksLbasedLonLecologicalLindicesbL
ISMEiJournalZL2010ZLhZLefgjahf 11.9 39

40 PhylogeneticLnetworksLdoLnotLneedLtoLbeLcomplexnLusingLfewerLreticulationsLtoLrepresentL
conflictingLclustersbLBioinformaticsZL2010ZLfjZLiefhage 7.2 40

39 MeetingLreportnLtheLterabaseLmetagenomicsLworkshopLandLtheLvisionLofLanLyarthLmicrobiomeL
projectbLStandardsiiniGenomiciSciencesZL2010ZLgZLfhgal 187

38 PhylogeneticLNetworksnLwonceptsZLulgorithmsLandLupplicationsL2010ZL 223

37 womputingLgalledLnetworksLfromLrealLdatabLBioinformaticsZL2009ZLfiZLiliamg 7.2 49
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36 xrawingLrootedLphylogeneticLnetworksbLIEEE/ACMiTransactionsioniComputationaliBiologyiandi
BioinformaticsZL2009ZLjZLedgam 3 12

35 TheLmitochondrialLgenomeLsequenceLofLtheLTasmanianLtigerLUThylacinusLcynocephalusVbLGenomei
ResearchZL2009ZLemZLfegafd 9.7 83

34 MetaSimnLaLsequencingLsimulatorLforLgenomicsLandLmetagenomicsbLPLoSiONEZL2008ZLgZLeggkg 3.7 305

33 ImprovedLlayoutLofLphylogeneticLnetworksbLIEEE/ACMiTransactionsioniComputationaliBiologyiandi
BioinformaticsZL2008ZLiZLhkfahkm 3 13

32 SummarizingLMultipleL’eneLTreesLUsingLwlusterLNetworksbLLectureiNotesiiniComputeriScienceZL2008ZLfmjagdi0.9 20

31 SimultaneousLassessmentLofLsoilLmicrobialLcommunityLstructureLandLfunctionLthroughLanalysisLofL
theLmetaatranscriptomebLPLoSiONEZL2008ZLgZLefifk 3.7 558

30 zilteredLZaclosureLsupernetworksLforLextractingLandLvisualizingLrecurrentLsignalLfromLincongruentL
geneLtreesbLSystematiciBiologyZL2008ZLikZLmgmahk 8.4 22

29 yvolutionLofLurabidopsisLthalianaLmicroRNusLfromLrandomLsequencesbLRnaZL2008ZLehZLfhiiam 5.8 110

28 My’uNLanalysisLofLmetagenomicLdatabLGenomeiResearchZL2007ZLekZLgkkalj 9.7 2078

27 wommonLsequenceLpolymorphismsLshapingLgeneticLdiversityLinLurabidopsisLthalianabLScienceZL2007ZL
gekZLgglahf 33.3 596

26 xendroscopenLunLinteractiveLviewerLforLlargeLphylogeneticLtreesbLBMCiBioinformaticsZL2007ZLlZLhjd 3.6 952

25 SequenceLandLexpressionLdifferencesLunderlieLfunctionalLspecializationLofLurabidopsisLmicroRNusL
miReimLandLmiRgembLDevelopmentaliCellZL2007ZLegZLeeiafi 10.2 306

24 MetagenomicsLtoLpaleogenomicsnLlargeascaleLsequencingLofLmammothLxNubLScienceZL2006ZLgeeZLgmfah 33.3 435

23 upplicationLofLphylogeneticLnetworksLinLevolutionaryLstudiesbLMoleculariBiologyiandiEvolutionZL2006
ZLfgZLfihajk 8.3 5807

22 SpecificityLpredictionLofLadenylationLdomainsLinLnonribosomalLpeptideLsynthetasesLUNRPSVLusingL
transductiveLsupportLvectorLmachinesLUTSVMsVbLNucleiciAcidsiResearchZL2005ZLggZLikmmaldl 20.1 352

21 WholeagenomeLshotgunLassemblyLandLcomparisonLofLhumanLgenomeLassembliesbLProceedingsiofi
theiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaZL2004ZLedeZLemejafe 11.5 142

20 womparativeLanalysisLofLfourLwampylobacteralesbLNatureiReviewsiMicrobiologyZL2004ZLfZLlkfali 22.2 80

19 wonstructingLsplitsLgraphsbLIEEE/ACMiTransactionsioniComputationaliBiologyiandiBioinformaticsZL
2004ZLeZLedmaei 3 82
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18 TheLOrbifoldLNotationLforLTwoaximensionalL’roupsbLStructuraliChemistryZL2002ZLegZLfhkafik 1.8 34

17 uLcomparisonLofLwholeagenomeLshotgunaderivedLmouseLchromosomeLejLandLtheLhumanLgenomebL
ScienceZL2002ZLfmjZLejjeake 33.3 305

16 TheLsequenceLofLtheLhumanLgenomebLScienceZL2001ZLfmeZLegdhaie 33.3 10609

15 –owLmoleculesLevolveLinLeubacteriabLMoleculariBiologyiandiEvolutionZL2000ZLekZLlgial 8.3 42

14 SystematicLenumerationLofLcrystallineLnetworksbLNatureZL1999ZLhddZLjhhajhk 50.4 249

13 xiskacoveringZLaLfastaconvergingLmethodLforLphylogeneticLtreeLreconstructionbLJournaliofi
ComputationaliBiologyZL1999ZLjZLgjmalj 1.7 109

12 OrbifoldLTriangulationsLandLwrystallographicL’roupsbLPeriodicaiMathematicaiHungaricaZL1997ZLghZLfmaii 0.4 4

11 TwoadimensionalLgroupsZLorbifoldsLandLtilingsbLGeometriaeiDedicataZL1996ZLjdZLlm 0.5 7

10 TheLgenerationLandLclassificationLofLtileakatransitiveLtilingsLofLtheLyuclideanLplaneZLtheLsphereLandL
theLhyperbolicLplanebLGeometriaeiDedicataZL1993ZLhkZLfjmafmj 0.5 45

9 OnLtilingsLofLtheLplanebLGeometriaeiDedicataZL1987ZLfhZLfmi 0.5 32

8 ImprovingLrecoveryLofLmemberLgenomesLfromLenrichmentLreactorLmicrobialLcommunitiesLusingL
MinIONâ��basedLlongLreadLmetagenomics 2

7 MuLTnLzastLalignmentLandLanalysisLofLmetagenomicLxNuLsequenceLdataLappliedLtoLtheLTyroleanLIceman 51

6 SalmonellaLentericagenomesLrecoveredLfromLvictimsLofLaLmajorLejthLcenturyLepidemicLinLMexico 11

5 unalysisLproceduresLforLassessingLrecoveryLofLhighLqualityZLcompleteZLclosedLgenomesLfromL
NanoporeLlongLreadLmetagenomeLsequencing 4

4 ynhancedLwOVIxaemLdataLforLimprovedLpredictionLofLsurvival 1

3 TheLisolateLwaproiciproducensLspbLkxhwfLproducesLnacaproateLatLmildlyLacidicLconditionsLfromL
hexosesnLgenomeLandLrvOXLcomparisonLwithLrelatedLstrainsLandLchainaelongatingLbacteria 2

2 unnotatedLbacterialLchromosomesLfromLframeashiftacorrectedLlongLreadLmetagenomicLdata 1

1 ynrichedLenvironmentalLconditionsLmodifyLtheLgutLmicrobiomeLcompositionLandLfecalLmarkersLofL
inflammationLinLParkinsonâ��sLdisease 1
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