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m Paper IF Citations

110 GeneiousLvasicnLanLintegratedLandLextendableLdesktopLsoftwareLplatformLforLtheLorganizationLandL
analysisLofLsequenceLdatabLBioinformaticsZL2012ZLflZLejhkam 7.2 11253

109 vyuSTnLvayesianLevolutionaryLanalysisLbyLsamplingLtreesbLBMClEvolutionarylBiologyZL2007ZLkZLfeh 3 9349

108 vayesianLphylogeneticsLwithLvyuUtiLandLtheLvyuSTLebkbLMolecularlBiologylandlEvolutionZL2012ZLfmZLemjmakg8.3 7409

107 RelaxedLphylogeneticsLandLdatingLwithLconfidencebLPLoSlBiologyZL2006ZLhZLell 9.7 4483

106 vyuSTLfnLaLsoftwareLplatformLforLvayesianLevolutionaryLanalysisbLPLoSlComputationallBiologyZL2014ZL
edZLeeddgigk 5 3659

105 PosteriorLSummarizationLinLvayesianLPhylogeneticsLUsingLTracerLebkbLSystematiclBiologyZL2018ZLjkZLmdeamdh8.4 3267

104 vayesianLcoalescentLinferenceLofLpastLpopulationLdynamicsLfromLmolecularLsequencesbLMolecularl
BiologylandlEvolutionZL2005ZLffZLeeliamf 8.3 2280

103 vayesianLinferenceLofLspeciesLtreesLfromLmultilocusLdatabLMolecularlBiologylandlEvolutionZL2010ZLfkZLikdald8.3 1880

102 vayesianLphylogeneticLandLphylodynamicLdataLintegrationLusingLvyuSTLebedbLViruslEvolutionZL2018ZL
hZLveydej 3.7 1199

101 vayesianLphylogeographyLfindsLitsLrootsbLPLoSlComputationallBiologyZL2009ZLiZLeedddifd 5 1101

100 vyuSTLfbinLunLadvancedLsoftwareLplatformLforLvayesianLevolutionaryLanalysisbLPLoSlComputationall
BiologyZL2019ZLeiZLeeddjjid 5 1014

99 TimeLdependencyLofLmolecularLrateLestimatesLandLsystematicLoverestimationLofLrecentLdivergenceL
timesbLMolecularlBiologylandlEvolutionZL2005ZLffZLeijeal 8.3 840

98 whoosingLappropriateLsubstitutionLmodelsLforLtheLphylogeneticLanalysisLofLproteinacodingL
sequencesbLMolecularlBiologylandlEvolutionZL2006ZLfgZLkam 8.3 562

97 vayesianLinferenceLofLpopulationLsizeLhistoryLfromLmultipleLlocibLBMClEvolutionarylBiologyZL2008ZLlZLflm 3 526

96 LanguageLphylogeniesLrevealLexpansionLpulsesLandLpausesLinLPacificLsettlementbLScienceZL2009ZLgfgZLhkmalg33.3 522

95 RiseLandLfallLofLtheLveringianLsteppeLbisonbLScienceZL2004ZLgdjZLeijeai 33.3 518

94 uccurateLmodelLselectionLofLrelaxedLmolecularLclocksLinLbayesianLphylogeneticsbLMolecularlBiologyl
andlEvolutionZL2013ZLgdZLfgmahg 8.3 416
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93 MappingLtheLoriginsLandLexpansionLofLtheLIndoayuropeanLlanguageLfamilybLScienceZL2012ZLggkZLmikajd 33.3 368

92 bModelTestnLvayesianLphylogeneticLsiteLmodelLaveragingLandLmodelLcomparisonbLBMClEvolutionaryl
BiologyZL2017ZLekZLhf 3 337

91 MeasurablyLevolvingLpopulationsbLTrendslinlEcologylandlEvolutionZL2003ZLelZLhleahll 10.9 300

90 virthadeathLskylineLplotLrevealsLtemporalLchangesLofLepidemicLspreadLinLéIVLandLhepatitisLwLvirusL
TéwVUbLProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaZL2013ZLeedZLfflagg11.5 295

89 vayesianLrandomLlocalLclocksZLorLoneLrateLtoLruleLthemLallbLBMClBiologyZL2010ZLlZLeeh 7.3 283

88 RatesLofLevolutionLinLancientLxNuLfromLudˆ'lieLpenguinsbLScienceZL2002ZLfmiZLffkdag 33.3 255

87 vayesianLyvolutionaryLunalysisLwithLvyuSTL2015ZL 237

86 StarvyuSTfLvringsLzasterLSpeciesLTreeLInferenceLandLuccurateLystimatesLofLSubstitutionLRatesbL
MolecularlBiologylandlEvolutionZL2017ZLghZLfedeafeeh 8.3 229

85 yvidenceLforLtimeLdependencyLofLmolecularLrateLestimatesbLSystematiclBiologyZL2007ZLijZLieiaff 8.4 222

84 walibratedLtreeLpriorsLforLrelaxedLphylogeneticsLandLdivergenceLtimeLestimationbLSystematiclBiology
ZL2012ZLjeZLeglahm 8.4 204

83 TheLepidemiologyLandLiatrogenicLtransmissionLofLhepatitisLwLvirusLinLygyptnLaLvayesianLcoalescentL
approachbLMolecularlBiologylandlEvolutionZL2003ZLfdZLgleak 8.3 202

82 mtxNuLvariationLpredictsLpopulationLsizeLinLhumansLandLrevealsLaLmajorLSouthernLusianLchapterLinL
humanLprehistorybLMolecularlBiologylandlEvolutionZL2008ZLfiZLhjlakh 8.3 189

81 vayesianLinferenceLofLsampledLancestorLtreesLforLepidemiologyLandLfossilLcalibrationbLPLoSl
ComputationallBiologyZL2014ZLedZLeeddgmem 5 179

80 vayesianLTotalayvidenceLxatingLRevealsLtheLRecentLwrownLRadiationLofLPenguinsbLSystematicl
BiologyZL2017ZLjjZLikakg 8.4 170

79
yvidenceLofLtheLrecombinantLoriginLofLaLbatLsevereLacuteLrespiratoryLsyndromeLTSuRSUalikeL
coronavirusLandLitsLimplicationsLonLtheLdirectLancestorLofLSuRSLcoronavirusbLJournalloflVirologyZL
2008ZLlfZLelemafj

6.6 152

78 GuidedLtreeLtopologyLproposalsLforLvayesianLphylogeneticLinferencebLSystematiclBiologyZL2012ZLjeZLeaee 8.4 143

77 SynonymousLsubstitutionLratesLpredictLéIVLdiseaseLprogressionLasLaLresultLofLunderlyingLreplicationL
dynamicsbLPLoSlComputationallBiologyZL2007ZLgZLefm 5 138

76 uccuracyLofLrateLestimationLusingLrelaxedaclockLmodelsLwithLaLcriticalLfocusLonLtheLearlyLmetazoanL
radiationbLMolecularlBiologylandlEvolutionZL2005ZLffZLegiiajg 8.3 138
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75 ystimatingLtheLbasicLreproductiveLnumberLfromLviralLsequenceLdatabLMolecularlBiologylandl
EvolutionZL2012ZLfmZLghkaik 8.3 136

74 yxtremeLreversedLsexualLsizeLdimorphismLinLtheLextinctLNewLZealandLmoaLxinornisbLNatureZL2003ZL
hfiZLekfai 50.4 134

73 TheLevolutionaryLhistoryLofLtheLextinctLratiteLmoaLandLNewLZealandLNeogeneLpaleogeographybL
ProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaZL2009ZLedjZLfdjhjaie 11.5 131

72 InferenceLofLviralLevolutionaryLratesLfromLmolecularLsequencesbLAdvanceslinlParasitologyZL2003ZLihZLggeail3.2 127

71 uLvirusLrevealsLpopulationLstructureLandLrecentLdemographicLhistoryLofLitsLcarnivoreLhostbLScienceZL
2006ZLgeeZLiglahe 33.3 122

70 PhylogeneticLevidenceLforLdeleteriousLmutationLloadLinLRNuLvirusesLandLitsLcontributionLtoLviralL
evolutionbLMolecularlBiologylandlEvolutionZL2007ZLfhZLlhiaif 8.3 119

69 vayesianLcoestimationLofLphylogenyLandLsequenceLalignmentbLBMClBioinformaticsZL2005ZLjZLlg 3.6 119

68
MolecularLphylogenyLofLcoleoidLcephalopodsLTMolluscanLwephalopodaULusingLaLmultigeneLapproachoL
theLeffectLofLdataLpartitioningLonLresolvingLphylogeniesLinLaLvayesianLframeworkbLMolecularl
PhylogeneticslandlEvolutionZL2005ZLgkZLhfjahe

4.1 105

67 uLvayesianLphylogeneticLmethodLtoLestimateLunknownLsequenceLagesbLMolecularlBiologylandl
EvolutionZL2011ZLflZLlkmalk 8.3 98

66 yvaluatingLaLmultigeneLenvironmentalLxNuLapproachLforLbiodiversityLassessmentbLGigaScienceZL
2015ZLhZLhj 7.6 97

65 vayesianLInferenceLofLSpeciesLNetworksLfromLMultilocusLSequenceLxatabLMolecularlBiologylandl
EvolutionZL2018ZLgiZLidhaiek 8.3 94

64 PhylogeneticLanalysisLrevealsLaLcorrelationLbetweenLtheLexpansionLofLveryLvirulentLinfectiousLbursalL
diseaseLvirusLandLreassortmentLofLitsLgenomeLsegmentLvbLJournalloflVirologyZL2006ZLldZLlidgam 6.6 91

63 TheLmolecularLpopulationLgeneticsLofLéIVaeLgroupLObLGeneticsZL2004ZLejkZLedimajl 4 89

62 ModelLaveragingLandLvayesLfactorLcalculationLofLrelaxedLmolecularLclocksLinLvayesianL
phylogeneticsbLMolecularlBiologylandlEvolutionZL2012ZLfmZLkieaje 8.3 88

61 ypidemicLdynamicsLrevealedLinLdengueLevolutionbLMolecularlBiologylandlEvolutionZL2010ZLfkZLleeal 8.3 85

60 yfficientLvayesianLinferenceLunderLtheLstructuredLcoalescentbLBioinformaticsZL2014ZLgdZLffkfam 7.2 78

59 SimultaneousLreconstructionLofLevolutionaryLhistoryLandLepidemiologicalLdynamicsLfromLviralL
sequencesLwithLtheLbirthadeathLSIRLmodelbLJournalloflthelRoyallSocietylInterfaceZL2014ZLeeZLfdegeedj 4.1 78

58 womputationalLPerformanceLandLStatisticalLuccuracyLofLVvyuSTLandLwomparisonsLwithLOtherL
MethodsbLSystematiclBiologyZL2016ZLjiZLgleamj 8.4 77
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57 uccommodatingLtheLeffectLofLancientLxNuLdamageLonLinferencesLofLdemographicLhistoriesbL
MolecularlBiologylandlEvolutionZL2009ZLfjZLfhial 8.3 77

56 ReconstructingLgenealogiesLofLserialLsamplesLunderLtheLassumptionLofLaLmolecularLclockLusingL
serialasampleLUPGMubLMolecularlBiologylandlEvolutionZL2000ZLekZLeldkaei 8.3 76

55 PhylodynamicsLwithLMigrationnLuLwomputationalLzrameworkLtoLQuantifyLPopulationLStructureLfromL
GenomicLxatabLMolecularlBiologylandlEvolutionZL2016ZLggZLfedfaej 8.3 71

54 InfluenzaLaLvirusLmigrationLandLpersistenceLinLNorthLumericanLwildLbirdsbLPLoSlPathogensZL2013ZLmZLeeddgikd7.6 69

53 ypidemiologyZLgeneticLdiversityZLandLevolutionLofLendemicLfelineLimmunodeficiencyLvirusLinLaL
populationLofLwildLcougarsbLJournalloflVirologyZL2003ZLkkZLmiklalm 6.6 68

52 TheLgenealogicalLpopulationLdynamicsLofLéIVaeLinLaLlargeLtransmissionLchainnLbridgingLwithinLandL
amongLhostLevolutionaryLratesbLPLoSlComputationallBiologyZL2014ZLedZLeeddgidi 5 66

51 vayesianLcoalescentLinferenceLofLmajorLhumanLmitochondrialLxNuLhaplogroupLexpansionsLinLufricabL
ProceedingsloflthelRoyallSocietylB:lBiologicallSciencesZL2009ZLfkjZLgjkakg 4.4 66

50 xivergenceLtimeLestimatesLforLmajorLcephalopodLgroupsnLevidenceLfromLmultipleLgenesbLCladisticsZL
2006ZLffZLlmamj 3.5 63

49 yvolutionLofLtheLhumanLimmunodeficiencyLvirusLenvelopeLgeneLisLdominatedLbyLpurifyingLselectionbL
GeneticsZL2006ZLekhZLehheaig 4 58

48 GenomicLepidemiologyLrevealsLtransmissionLpatternsLandLdynamicsLofLSuRSawoVafLinLuotearoaLNewL
ZealandbLNaturelCommunicationsZL2020ZLeeZLjgie 17.4 57

47 PopulationLgeneticLestimationLofLtheLlossLofLgeneticLdiversityLduringLhorizontalLtransmissionLofL
éIVaebLBMClEvolutionarylBiologyZL2006ZLjZLfl 3 55

46 PhylogeneticLandLepidemicLmodelingLofLrapidlyLevolvingLinfectiousLdiseasesbLInfection,lGeneticslandl
EvolutionZL2011ZLeeZLelfiahe 4.5 51

45 TheLevolutionaryLgeneticsLofLviralLemergencebLCurrentlTopicslinlMicrobiologylandlImmunologyZL2007ZL
geiZLieajj 3.3 50

44 TheLfossilizedLbirthadeathLmodelLforLtheLanalysisLofLstratigraphicLrangeLdataLunderLdifferentL
speciationLmodesbLJournalloflTheoreticallBiologyZL2018ZLhhkZLheaii 2.3 45

43 TheLinferenceLofLstepwiseLchangesLinLsubstitutionLratesLusingLserialLsequenceLsamplesbLMolecularl
BiologylandlEvolutionZL2001ZLelZLegjiake 8.3 45

42 TamingLtheLvyuSTauLwommunityLTeachingLMaterialLResourceLforLvyuSTLfbLSystematiclBiologyZL2018ZL
jkZLekdaekh 8.4 43

41 uLstochasticLsimulatorLofLbirthadeathLmasterLequationsLwithLapplicationLtoLphylodynamicsbL
MolecularlBiologylandlEvolutionZL2013ZLgdZLehldamg 8.3 43

40 JointLinferenceLofLmicrosatelliteLmutationLmodelsZLpopulationLhistoryLandLgenealogiesLusingL
transdimensionalLMarkovLwhainLMonteLwarlobLGeneticsZL2011ZLellZLeieajh 4 43
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39 walibratedLbirthadeathLphylogeneticLtimeatreeLpriorsLforLbayesianLinferencebLSystematiclBiologyZL
2015ZLjhZLgjmalg 8.4 34

38 SimulatingLgeneLtreesLunderLtheLmultispeciesLcoalescentLandLtimeadependentLmigrationbLBMCl
EvolutionarylBiologyZL2013ZLegZLhh 3 34

37 GenomicLyvidenceLofLInazlightLTransmissionLofLSuRSawoVafLxespiteLPredepartureLTestingbLEmergingl
InfectiouslDiseasesZL2021ZLfkZLjlkajmg 10.2 30

36 vayesianLselectionLofLnucleotideLsubstitutionLmodelsLandLtheirLsiteLassignmentsbLMolecularlBiologyl
andlEvolutionZL2013ZLgdZLjjmall 8.3 27

35 ImpactsLofLxNuLextractionLandLPwRLonLxNuLmetabarcodingLestimatesLofLsoilLbiodiversitybLMethodsl
inlEcologylandlEvolutionZL2019ZLedZLefdaegg 7.7 27

34 InferringLuncestralLRecombinationLGraphsLfromLvacterialLGenomicLxatabLGeneticsZL2017ZLfdiZLlikalkd 4 26

33 NeotenousLoriginsLforLpelagicLoctopusesbLCurrentlBiologyZL2004ZLehZLRgddae 6.3 26

32 éowLaccurateLandLrobustLareLtheLphylogeneticLestimatesLofLuustronesianLlanguageLrelationshipssbL
PLoSlONEZL2010ZLiZLemikg 3.7 23

31 vayesianLphylogeneticLestimationLofLfossilLagesbLPhilosophicallTransactionsloflthelRoyallSocietylB:l
BiologicallSciencesZL2016ZLgkeZL 5.8 22

30 PostamortemLxNuLdamageLhotspotsLinLvisonLTvisonLbisonULprovideLevidenceLforLbothLdamageLandL
mutationalLhotspotsLinLhumanLmitochondrialLxNubLJournalloflArchaeologicallScienceZL2005ZLgfZLedigaedjd2.9 22

29 zullyLvayesianLtestsLofLneutralityLusingLgenealogicalLsummaryLstatisticsbLBMClGeneticsZL2008ZLmZLjl 2.6 21

28 yxtinctionLtimesLinLautocatalyticLsystemsbLJournalloflPhysicallChemistrylAZL2010ZLeehZLedhleame 2.8 20

27 ystimatingLtheLbiodiversityLofLterrestrialLinvertebratesLonLaLforestedLislandLusingLxNuLbarcodesL
andLmetabarcodingLdatabLEcologicallApplicationsZL2019ZLfmZLedelkk 4.9 19

26 éowLwellLcanLtheLexponentialagrowthLcoalescentLapproximateLconstantarateLbirthadeathL
populationLdynamicssbLProceedingsloflthelRoyallSocietylB:lBiologicallSciencesZL2015ZLflfZLfdeidhfd 4.4 19

25 ystimatingLypidemicLIncidenceLandLPrevalenceLfromLGenomicLxatabLMolecularlBiologylandlEvolutionZL
2019ZLgjZLeldhaelej 8.3 17

24 TheLspaceLofLultrametricLphylogeneticLtreesbLJournalloflTheoreticallBiologyZL2016ZLhdgZLemkafdl 2.3 17

23 InferringLepidemiologicalLdynamicsLwithLvayesianLcoalescentLinferencenLtheLmeritsLofLdeterministicL
andLstochasticLmodelsbLGeneticsZL2015ZLemmZLimiajdk 4 16

22 StatisticalLulignmentnLRecentLProgressZLNewLupplicationsZLandLwhallengesL2005ZLgkiahdi 16
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21 SuNTuaSIMnLsimulatingLviralLsequenceLevolutionLdynamicsLunderLselectionLandLrecombinationbLVirusl
EvolutionZL2019ZLiZLvezddg 3.7 15

20 uncientLxNunLwouldLtheLrealLNeandertalLpleaseLstandLupsbLCurrentlBiologyZL2004ZLehZLRhgeag 6.3 15

19 InferringLevolutionaryLratesLusingLseriallyLsampledLsequencesLfromLseveralLpopulationsbLMolecularl
BiologylandlEvolutionZL2003ZLfdZLfdedal 8.3 13

18 vayesianLphylodynamicsLofLavianLinfluenzaLuLvirusLémNfLinLusiaLwithLtimeadependentLpredictorsLofL
migrationbLPLoSlComputationallBiologyZL2019ZLeiZLeeddkelm 5 11

17 UseLofLGenomicsLtoLTrackLworonavirusLxiseaseLOutbreaksZLNewLZealandbLEmerginglInfectiousl
DiseasesZL2021ZLfkZLegekaegff 10.2 11

16 PhylodynamicLModelLudequacyLUsingLPosteriorLPredictiveLSimulationsbLSystematiclBiologyZL2019ZL
jlZLgilagjh 8.4 10

15 NovelLIntegrativeLModelingLofLMoleculesLandLMorphologyLacrossLyvolutionaryLTimescales 9

14 RecursiveLalgorithmsLforLphylogeneticLtreeLcountingbLAlgorithmslforlMolecularlBiologyZL2013ZLlZLfj 1.8 7

13 JointLinferenceLofLspeciesLhistoriesLandLgeneLflow 7

12 WithinahostLdemographicLfluctuationsLandLcorrelationsLinLearlyLretroviralLinfectionbLJournallofl
TheoreticallBiologyZL2012ZLfmiZLljamm 2.3 5

11 GenealogiesLfromLTimeaStampedLSequenceLxatabLLecturelNoteslinlStatisticsZL2004ZLehmaeke 2.9 5

10 bModelTestnLvayesianLphylogeneticLsiteLmodelLaveragingLandLmodelLcomparison 4

9 vayesianLinferenceLandLcomparisonLofLstochasticLtranscriptionLelongationLmodelsbLPLoSl
ComputationallBiologyZL2020ZLejZLeeddjkek 5 3

8 StarvyuSTfLbringsLfasterLspeciesLtreeLinferenceLandLaccurateLestimatesLofLsubstitutionLrates 3

7 ScalableLtotalaevidenceLinferenceLfromLmolecularLandLcontinuousLcharactersLinLaLvayesianLframework 3

6 TreeLmeasuresLandLtheLnumberLofLsegregatingLsitesLinLtimeastructuredLpopulationLsamplesbLBMCl
GeneticsZL2005ZLjZLgi 2.6 2

5 yvolutionaryLhistoryLofLcotranscriptionalLeditingLinLtheLparamyxoviralLphosphoproteinLgenebLVirusl
EvolutionZL2021ZLkZLveabdfl 3.7 2

4 ReportLofLtheLehthLGenomicLStandardsLwonsortiumLMeetingZLOxfordZLUKZLSeptemberLekafeZLfdefbbL
StandardslinlGenomiclSciencesZL2014ZLmZLefgjaefid 1

(2014-2019)
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3 PhylodynamicLmodelLadequacyLusingLposteriorLpredictiveLsimulations 1

2 upproximateLvayesianLcomputationLofLtranscriptionalLpausingLmechanisms 1

1 uLretrodictiveLstochasticLsimulationLalgorithmbLJournalloflComputationallPhysicsZL2010ZLffmZLgkkkagkme 4.1
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