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h Paper IF Citations

112 vnLassemblyafreeLmethodLofLphylogenyLreconstructionLusingLshortareadLsequencesLfromLpooledL
samplesLwithoutLbarcodesbLPLoSgComputationalgBiologyZL2021ZLelZLeeddmnhn 5

111 GeneticLVariantsLofLandLvreLvssociatedLWithLRiskLofLNonaSmallLxellLLungLxancerbLFrontiersging
OncologyZL2021ZLeeZLldnmfn 5.3 1

110 zffectiveLmachinealearningLassemblyLforLnextagenerationLampliconLsequencingLwithLveryLlowL
coveragebLBMCgBioinformaticsZL2019ZLfdZLkih 3.6 1

109 xompleteLmitochondrialLgenomeLofLtheLgreenalippedLmusselZLTMolluscaoLMytiloideaUZLfromLlongL
nanoporeLsequencingLreadsbLMitochondrialgDNAgPartgB:gResourcesZL2018ZLgZLeliaelk 0.5 9

108 NeutralLmodelsLofLshortatermLmicrobiomeLdynamicsLwithLhostLsubpopulationLstructureLandL
migrationLlimitationbLMicrobiomeZL2018ZLkZLmd 16.6 12

107 ’eedingLstrategyLshapesLgutLmetagenomicLenrichmentLandLfunctionalLspecializationLinLcaptiveL
lemursbLGutgMicrobesZL2018ZLnZLfdfafel 8.8 11

106 wambooLSpecialistsLfromLTwoLMammalianLOrdersLTPrimatesZLxarnivoraULShareLaLéighLNumberLofL
LowavbundanceLGutLMicrobesbLMicrobialgEcologyZL2018ZLlkZLflfafmh 4.4 20

105 éaploJuiceLoLaccurateLhaplotypeLassemblyLfromLaLpoolLofLsequencesLwithLknownLrelativeL
concentrationsbLBMCgBioinformaticsZL2018ZLenZLgmn 3.6 1

104
ReassemblingLhaplotypesLinLaLmixtureLofLpooledLampliconsLwhenLtheLrelativeLconcentrationsLareL
knownoLvLproofaofaconceptLstudyLonLtheLefficientLdesignLofLnextagenerationLsequencingLstrategiesbL
PLoSgONEZL2018ZLegZLedenidnd

3.7 3

103 TheLzvolutionaryLValueLofLéelpfulLMicrobesoLvLResponseLtoLShapirabLTrendsgingEcologygandgEvolutionZL
2017ZLgfZLmhami 10.9 5

102 SynthesisLxentersLasLxriticalLResearchLInfrastructurebLBioScienceZL2017ZLklZLlidalin 5.7 29

101 ModelsLofLmicrobiomeLevolutionLincorporatingLhostLandLmicrobialLselectionbLMicrobiomeZL2017ZLiZLefl 16.6 22

100 IdentifyingLpredictorsLofLtimeainhomogeneousLviralLevolutionaryLprocessesbLVirusgEvolutionZL2016ZLfZLvewdfg3.7 9

99 xomputationalLzvaluationLofLtheLStrictLMasterLandLRandomLTemplateLModelsLofLzndogenousL
RetrovirusLzvolutionbLPLoSgONEZL2016ZLeeZLedekfhih 3.7 1

98 LinkingLzvolutionZLzcologyZLandLéealthoLTrixzMbLBioScienceZL2015ZLkiZLlhmalhn 5.7

97 zstimationLofLevolutionaryLparametersLusingLshortZLrandomLandLpartialLsequencesLfromLmixedL
samplesLofLanonymousLindividualsbLBMCgBioinformaticsZL2015ZLekZLgil 3.6

96 PatternsLofLgutLbacterialLcolonizationLinLthreeLprimateLspeciesbLPLoSgONEZL2015ZLedZLedefhkem 3.7 37
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95 NeutralLModelsLofLMicrobiomeLzvolutionbLPLoSgComputationalgBiologyZL2015ZLeeZLeeddhgki 5 35

94 ’requencyadependentLselectionLdrivesLéwevgLseroconversionLinLchronicLhepatitisLwLvirusLinfectionbL
EvolutionugMedicinegandgPublicgHealthZL2014ZLfdehZLean 3 3

93 ReducedLtotalLgeneticLdiversityLfollowingLtranslocationstLvLmetapopulationLapproachbLConservationg
GeneticsZL2013ZLehZLedhgaedii 2.6 8

92 IncreasedLviralLquasispeciesLevolutionLinLéwevgLseroconverterLpatientsLtreatedLwithLoralL
nucleosideLtherapybLJournalgofgHepatologyZL2013ZLimZLfelafh 13.4 26

91 ScienceLincubatorsoLsynthesisLcentersLandLtheirLroleLinLtheLresearchLecosystembLPLoSgBiologyZL2013ZL
eeZLeeddehkm 9.7 23

90 TransientLcompartmentalizationLofLsimianLimmunodeficiencyLvirusLvariantsLinLtheLbreastLmilkLofL
africanLgreenLmonkeysbLJournalgofgVirologyZL2013ZLmlZLeefnfan 6.6 6

89 xoalescentLentanglementLandLtheLconditionalLdependenceLofLtheLtimesLtoLcommonLancestryLofL
mutuallyLexclusiveLpairsLofLindividualsbLJournalgofgHeredityZL2013ZLedhZLmkane 2.4 2

88 xumulativeLviralLevolutionaryLchangesLinLchronicLhepatitisLwLvirusLinfectionLprecedesLhepatitisLwLeL
antigenLseroconversionbLGutZL2013ZLkfZLeghlaii 19.2 30

87 éIVaeLtransmissionLduringLearlyLantiretroviralLtherapyoLevaluationLofLtwoLéIVaeLtransmissionLeventsL
inLtheLéPTNLdifLpreventionLstudybLPLoSgONEZL2013ZLmZLeleiil 3.7 17

86 vssessingLtheLcomplexLspongeLmicrobiotaoLcoreZLvariableLandLspeciesaspecificLbacterialLcommunitiesL
inLmarineLspongesbLISMEgJournalZL2012ZLkZLikhalk 11.9 368

85 vLwayesianLmodelLforLclassifyingLallLdifferentiallyLexpressedLproteinsLsimultaneouslyLinLfyLPvGzL
gelsbLBMCgBioinformaticsZL2012ZLegZLegl 3.6 1

84 UltrafastLevolutionLandLlossLofLxRISPRsLfollowingLaLhostLshiftLinLaLnovelLwildlifeLpathogenZL
MycoplasmaLgallisepticumbLPLoSgGeneticsZL2012ZLmZLeeddfiee 6 95

83 TimeadependentLratesLofLmolecularLevolutionbLMoleculargEcologyZL2011ZLfdZLgdmlaede 5.7 383

82 zvidenceLforLreducedLselectionLpressureLonLtheLhepatitisLwLvirusLcoreLgeneLinLhepatitisLwLeL
antigenanegativeLchronicLhepatitisLwbLJournalgofgGeneralgVirologyZL2011ZLnfZLemddaemdm 4.9 4

81 vssociationsLbetweenLéLvLclassLILallelesLandLescapeLmutationsLinLtheLhepatitisLwLvirusLcoreLgeneLinL
NewLZealandaresidentLTongansbLJournalgofgVirologyZL2010ZLmhZLkfean 6.6 23

80 zcstaticLdisplayLcallsLofLtheLvdˆ'lieLpenguinLhonestlyLpredictLmaleLconditionLandLbreedingLsuccessbL
BehaviourZL2010ZLehlZLekiaemh 1.4 8

79 MolecularLepidemiologyLofLfelineLimmunodeficiencyLvirusLinLtheLdomesticLcatLT’elisLcatusUbL
VeterinarygImmunologygandgImmunopathologyZL2010ZLeghZLkmalh 2 24

78 UsingLlogisticLregressionLmodelsLtoLpredictLbreedingLsuccessLinLmaleLvdˆ'lieLpenguinsLTPygoscelisL
adeliaeUbLPolargBiologyZL2010ZLggZLedmgaednh 2 3
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77 TheLdistributionLofLfelineLimmunodeficiencyLvirusLinLtissueLcompartmentsLofLferalLdomesticLcatsbL
ArchivesgofgVirologyZL2010ZLeiiZLheeak 2.6 3

76 vLstatisticalLmodelLtoLidentifyLdifferentiallyLexpressedLproteinsLinLfyLPvGzLgelsbLPLoSg
ComputationalgBiologyZL2009ZLiZLeedddidn 5 11

75 yNvLbarcodingLofLtheLendemicLNewLZealandLleafrollerLmothLgeneraZLxtenopseustisLandL
PlanotortrixbLMoleculargEcologygResourcesZL2009ZLnZLkneam 8.4 17

74 OnLtheLuseLofLbootstrappedLtopologiesLinLcoalescentabasedLwayesianLMxMxLinferenceoLaL
comparisonLofLestimationLandLcomputationalLefficienciesbLEvolutionarygBioinformaticsZL2009ZLiZLnlaedi 1.9 2

73 xovariationLofLbranchLlengthsLinLphylogeniesLofLfunctionallyLrelatedLgenesbLPLoSgONEZL2009ZLhZLemhml 3.7 3

72 RecombinationLinLfelineLimmunodeficiencyLvirusLfromLferalLandLcompanionLdomesticLcatsbLVirologyg
JournalZL2008ZLiZLlk 6.1 17

71 TheLmolecularLbiologyLandLevolutionLofLfelineLimmunodeficiencyLvirusesLofLcougarsbLVeterinaryg
ImmunologygandgImmunopathologyZL2008ZLefgZLeiham 2 5

70 MaximumLlikelihoodLsupertreesbLSystematicgBiologyZL2008ZLilZLfhgaid 8.4 96

69 SelectingLtaxaLtoLsaveLorLsequenceoLdesirableLcriteriaLandLaLgreedyLsolutionbLSystematicgBiologyZL
2008ZLilZLmfiagh 8.4 16

68 TheLperilsLofLplentyoLwhatLareLweLgoingLtoLdoLwithLallLtheseLgenestbLPhilosophicalgTransactionsgofgtheg
RoyalgSocietygB:gBiologicalgSciencesZL2008ZLgkgZLgmngandf 5.8 64

67 ModellingLtheLevolutionLofLproteinLcodingLsequencesLsampledLfromLMeasurablyLzvolvingL
PopulationsbLGenomegInformaticsZL2008ZLfeZLeidakh 5

66 ViralLquasiaspeciesLevolutionLduringLhepatitisLweLantigenLseroconversionbLGastroenterologyZL2007ZL
eggZLnieam 13.3 104

65 RecombinationLinLfelineLlentiviralLgenomesLduringLexperimentalLcrossaspeciesLinfectionbLVirologyZL
2007ZLginZLehkaie 3.6 7

64 SQUINToLaLmultipleLalignmentLprogramLandLeditorbLBioinformaticsZL2007ZLfgZLeiigai 7.2 16

63 PhylogeneticLanalysisLofLfelineLimmunodeficiencyLvirusLinLferalLandLcompanionLdomesticLcatsLofL
NewLZealandbLJournalgofgVirologyZL2007ZLmeZLfnnnagddh 6.6 27

62 SourcesLofLvariationLinLancestralLsequenceLreconstructionLforLéIVaeLenvelopeLgenesbLEvolutionaryg
BioinformaticsZL2007ZLfZLigalk 1.9 2

61 zstimatingLpopulationLparametersLusingLtheLstructuredLserialLcoalescentLwithLwayesianLMxMxL
inferenceLwhenLsomeLdemesLareLhiddenbLEvolutionarygBioinformaticsZL2007ZLfZLfflagi 1.9 7

60 ’elineLLentivirusLzvolutionLinLxrossaSpeciesLInfectionLRevealsLzxtensiveLGatoavLMutationLandL
SelectionLonLKeyLResiduesLinLtheLViralLPolymerasebLJournalgofgVirologyZL2006ZLmdZLmmhiammhi 6.6 78
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59 ’elineLlentivirusLevolutionLinLcrossaspeciesLinfectionLrevealsLextensiveLGatoavLmutationLandL
selectionLonLkeyLresiduesLinLtheLviralLpolymerasebLJournalgofgVirologyZL2006ZLmdZLflfmagl 6.6 48

58 zstimatingLPopulationLParametersLusingLtheLStructuredLSerialLxoalescentLwithLwayesianLMxMxL
InferenceLwhenLsomeLyemesLareLéiddenbLEvolutionarygBioinformaticsZL2006ZLfZLeelknghgdkddfdd 1.9 7

57 SourcesLofLVariationLinLvncestralLSequenceLReconstructionLforLéIVaeLznvelopeLGenesbLEvolutionaryg
BioinformaticsZL2006ZLfZLeelknghgdkddfdd 1.9 1

56 IntegratingLgenealogyLandLepidemiologyoLtheLancestralLinfectionLandLselectionLgraphLasLaLmodelLforL
reconstructingLhostLvirusLhistoriesbLTheoreticalgPopulationgBiologyZL2005ZLkmZLkiali 1.2 8

55 VectorLquantizationLofLaminoLacidsoLvnalysisLofLtheLéIVLVgLloopLregionbLJournalgofgStatisticalg
PlanninggandgInferenceZL2005ZLegdZLfllafnm 0.8 2

54 zvolutionLofLrelativeLsynonymousLcodonLusageLinLéumanLImmunodeficiencyLVirusLtypeaebLJournalgofg
BioinformaticsgandgComputationalgBiologyZL2005ZLgZLeilakm 1 29

53
éumanLimmunodeficiencyLvirusLtypeLeLsubtypeLwLancestralLenvelopeLproteinLisLfunctionalLandLelicitsL
neutralizingLantibodiesLinLrabbitsLsimilarLtoLthoseLelicitedLbyLaLcirculatingLsubtypeLwLenvelopebL
JournalgofgVirologyZL2005ZLlnZLeefehafh

6.6 103

52 UsingLtemporallyLspacedLsequencesLtoLsimultaneouslyLestimateLmigrationLratesZLmutationLrateLandL
populationLsizesLinLmeasurablyLevolvingLpopulationsbLGeneticsZL2004ZLekmZLfhdlafd 4 35

51 PervasiveLgenomicLrecombinationLofLéIVaeLinLvivobLGeneticsZL2004ZLeklZLeilgamg 4 125

50 ModelingLtheLsiteaspecificLvariationLofLselectionLpatternsLalongLlineagesbLProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaZL2004ZLedeZLefnilakf 11.5 132

49 ImmunogenLsequenceoLtheLfourthLtierLofLvIySLvaccineLdesignbLExpertgReviewgofgVaccinesZL2004ZLgZLSeiean 5.2 41

48 GenealogiesLfromLTimeaStampedLSequenceLyatabLLecturegNotesgingStatisticsZL2004ZLehnaele 2.9 5

47 UsingLPzwwLzLforLtheLevolutionaryLanalysisLofLseriallyLsampledLmolecularLsequencesbLCurrentg
ProtocolsgingBioinformaticsZL2004ZLxhapterLkZLUnitLkbm 24.2 1

46 vnLvssessmentLofLMatrixLRepresentationLwithLxompatibilityLinLSupertreeLxonstructionbL
ComputationalgBiologyZL2004ZLgiakg 0.7 26

45 PredictingLdemographicLgroupLstructuresLbasedLonLyNvLsequenceLdatabLMoleculargBiologygandg
EvolutionZL2003ZLfdZLeekmamd 8.3 5

44 InferringLevolutionaryLratesLusingLseriallyLsampledLsequencesLfromLseveralLpopulationsbLMolecularg
BiologygandgEvolutionZL2003ZLfdZLfdedam 8.3 13

43 xonsensusLandLancestralLstateLéIVLvaccinesbLScienceZL2003ZLfnnZLeieiampLauthorLreplyLeieiam 33.3 112

42 yNvLsurveillanceoLwebabasedLmolecularLidentificationLofLwhalesZLdolphinsZLandLporpoisesbLJournalgofg
HeredityZL2003ZLnhZLeeeah 2.4 82
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41 MeasurablyLevolvingLpopulationsbLTrendsgingEcologygandgEvolutionZL2003ZLemZLhmeahmm 10.9 300

40 zpidemiologyZLgeneticLdiversityZLandLevolutionLofLendemicLfelineLimmunodeficiencyLvirusLinLaL
populationLofLwildLcougarsbLJournalgofgVirologyZL2003ZLllZLnilmamn 6.6 68

39 SamplingLandLProcessingLéIVLMolecularLSequencesoLvLxomputationalLzvolutionaryLwiologistâ��sL
PerspectiveL2002ZLeael 5

38 vLheteroduplexLmethodLforLdetectionLofLtargetedLsubapopulationsLofLbacterialLcommunitiesbLFEMSg
MicrobiologygLettersZL2002ZLfdmZLnaeg 2.9 4

37 ImmuneamediatedLpositiveLselectionLdrivesLhumanLimmunodeficiencyLvirusLtypeLeLmolecularL
variationLandLpredictsLdiseaseLdurationbLJournalgofgVirologyZL2002ZLlkZLeeleiafd 6.6 100

36 SelectionLforLhumanLimmunodeficiencyLvirusLtypeLeLrecombinantsLinLaLpatientLwithLrapidL
progressionLtoLvIySbLJournalgofgVirologyZL2002ZLlkZLedklhamh 6.6 64

35 zstimatingLmutationLparametersZLpopulationLhistoryLandLgenealogyLsimultaneouslyLfromL
temporallyLspacedLsequenceLdatabLGeneticsZL2002ZLekeZLegdlafd 4 744

34 TheLinferenceLofLstepwiseLchangesLinLsubstitutionLratesLusingLserialLsequenceLsamplesbLMolecularg
BiologygandgEvolutionZL2001ZLemZLegkiale 8.3 45

33 TransitionLbetweenLstochasticLevolutionLandLdeterministicLevolutionLinLtheLpresenceLofLselectionoL
generalLtheoryLandLapplicationLtoLvirologybLMicrobiologygandgMoleculargBiologygReviewsZL2001ZLkiZLeieami13.2 123

32 SubstitutionLmodelLofLsequenceLevolutionLforLtheLhumanLimmunodeficiencyLvirusLtypeLeLsubtypeLwL
gpefdLgeneLoverLtheLxfaViLregionbLJournalgofgMoleculargEvolutionZL2001ZLigZLiiakf 3.1 12

31 GeneticLanalysisLofLviralLvariantsLselectedLinLtransmissionLofLhumanLimmunodeficiencyLvirusesLtoL
newbornsbLAIDSgResearchgandgHumangRetrovirusesZL2000ZLekZLeffgagg 1.6 29

30 ReconstructingLgenealogiesLofLserialLsamplesLunderLtheLassumptionLofLaLmolecularLclockLusingL
serialasampleLUPGMvbLMoleculargBiologygandgEvolutionZL2000ZLelZLemdlaei 8.3 76

29 TestingLtheLhypothesisLofLaLrecombinantLoriginLofLhumanLimmunodeficiencyLvirusLtypeLeLsubtypeLzbL
JournalgofgVirologyZL2000ZLlhZLedlifaki 6.6 57

28 LikelihoodabasedLtestsLofLtopologiesLinLphylogeneticsbLSystematicgBiologyZL2000ZLhnZLkifald 8.4 930

27 zxaminationLofLTrichodermaLphylogeniesLderivedLfromLribosomalLyNvLsequenceLdatabLMycologicalg
ResearchZL2000ZLedhZLfgagh 32

26 xonsistentLviralLevolutionaryLchangesLassociatedLwithLtheLprogressionLofLhumanLimmunodeficiencyL
virusLtypeLeLinfectionbLJournalgofgVirologyZL1999ZLlgZLedhmnaidf 6.6 790

25 éIVaeLdynamicsLinLchildrenbLJournalgofgAcquiredgImmunegDeficiencygSyndromesZL1999ZLfdZLhkmalg 27

24 éIVLevolutionaryLgeneticsbLProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofg
AmericaZL1999ZLnkZLediinake 11.5 12
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23 xoalescentLestimatesLofLéIVaeLgenerationLtimeLinLvivobLProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaZL1999ZLnkZLfemlane 11.5 94

22 zvolutionLofLhumanLimmunodeficiencyLvirusLtypeLeLenvelopeLsequencesLinLinfectedLindividualsLwithL
differingLdiseaseLprogressionLprofilesbLVirologyZL1998ZLfheZLfiean 3.6 74

21 xombinabilityLofLphylogeniesLandLbootstrapLconfidenceLenvelopesbLSystematicgBiologyZL1998ZLhlZLlflagg 8.4 5

20 zvolutionLofLenvelopeLsequencesLfromLtheLgenitalLtractLandLperipheralLbloodLofLwomenLinfectedL
withLcladeLvLhumanLimmunodeficiencyLvirusLtypeLebLJournalgofgVirologyZL1998ZLlfZLmfhdaie 6.6 118

19 TheLzffectsLofLPopulationLwottlenecksLonLMultilocusLyNvLVariationLinLRobinsbLJournalgofgHeredityZL
1997ZLmmZLelnaemk 2.4 27

18 yynamicsLofLsyncytiumainducingLandLnonasyncytiumainducingLtypeLeLhumanLimmunodeficiencyL
virusesLduringLprimaryLinfectionbLAIDSgResearchgandgHumangRetrovirusesZL1997ZLegZLehhlaie 1.6 11

17 QuantitationLofLtargetLmoleculesLfromLpolymeraseLchainLreactionabasedLlimitingLdilutionLassaysbL
AIDSgResearchgandgHumangRetrovirusesZL1997ZLegZLlglahf 1.6 126

16 GeneticLdiversityLofLfelineLimmunodeficiencyLvirusoLdualLinfectionZLrecombinationZLandLdistinctL
evolutionaryLratesLamongLenvelopeLsequenceLcladesbLJournalgofgVirologyZL1997ZLleZLhfheaig 6.6 112

15 OnLcombiningLcladogramsbLTaxonZL1996ZLhiZLfklaflh 0.8 30

14 éIVLquasispeciesLandLresamplingbLScienceZL1996ZLflgZLheiak 33.3 148

13 éumanLimmunodeficiencyLvirusLtypeLeLmolecularLevolutionLandLtheLmeasureLofLselectionbLAIDSg
ResearchgandgHumangRetrovirusesZL1996ZLefZLekmeai 1.6 28

12 xovariabilityLofLVgLloopLaminoLacidsbLAIDSgResearchgandgHumangRetrovirusesZL1996ZLefZLehdeaee 1.6 32

11 yescriptionLofLxaldicellulosiruptorLsaccharolyticusLgenbLnovbZLspbLnovoLanLobligatelyLanaerobicZL
extremelyLthermophilicZLcellulolyticLbacteriumbLFEMSgMicrobiologygLettersZL1994ZLefdZLfkgak 2.9 166

10 vLrandomisationLtestLofLtheLnullLhypothesisLthatLtwoLcladogramsLareLsampleLestimatesLofLaL
parametricLphylogeneticLtreebLNewgZealandgJournalgofgBotanyZL1993ZLgeZLfilafkm 1 78

9 vLcommentLonLwaumSsLmethodLforLcombiningLphylogeneticLtreesbLTaxonZL1993ZLhfZLkgeakgk 0.8 38

8 xalibratingLtheLbootstrapLtestLofLmonophylybLInternationalgJournalgforgParasitologyZL1993ZLfgZLidlaeh 4.3 28

7 TwoLOptimalityLxriteriaLforLSelectingLSubsetsLofLMostLParsimoniousLTreesbLSystematicgBiologyZL1992ZL
heZLgg 8.4

6 TheLeffectLofLhabitatLonLtheLhelminthLparasitesLofLanLislandLpopulationLofLtheLPolynesianLratLTRattusL
exulansUbLJournalgofgZoologyZL1992ZLfflZLednaefi 2 8
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5 vLMOyI’IxvTIONLTOLWézzLzRSSLxOMwINvTORIvLLWzIGéTSLxvLxULvTIONSbbLCladisticsZL1992ZLmZLekiaeld3.5 8

4 SpecificLandLgeneralLformulaeLforLtheLnumberLofLbandLcombinationsLforLdifferentLcolourabandingL
regimesbLNewgZealandgJournalgofgZoologyZL1990ZLelZLfmiafmm 0.8

3 SurficialLsedimentaheavyLmetalLassociationsLinLtheLvvonaéeathcoteLzstuaryZLNewLZealandbLNewg
ZealandgJournalgofgMarinegandgFreshwatergResearchZL1989ZLfgZLfiiafkf 1.3 6

2 zstimatingLtheLvncestralLStatesLofLaLxontinuousaValuedLxharacterLUsingLSquaredaxhangeL
ParsimonyoLvnLvnalyticalLSolution 2

1 éaploJuiceoLvccurateLhaplotypeLassemblyLfromLaLpoolLofLsequencesLwithLknownLrelativeLconcentrations 1
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