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k Paper IF Citations

132 TheMmutationathonMhighlightsMtheMimportanceMofMreachingMstandardizationMinMestimatesMofM
pedigreebbasedMgermlineMmutationMratesccMELifeaM2022aMffaM 8.9 2

131 lossesMinMvertebratesMareMcoupledMtoMthoseMofMparalogsMandMccMProceedingshofhthehNationalhAcademyhofh
ScienceshofhthehUnitedhStateshofhAmericaaM2022aMffnaM 11.5 2

130 IncompleteMlineageMsortingMandMphenotypicMevolutionMinMmarsupialsccMCellaM2022aM 56.2 5

129 StudyingMmutationMrateMevolutionMinMprimatesbaMneedMforMsystematicMcomparisonMofMcomputationalM
pipelinescMGigaScienceaM2021aMfeaM 7.6 1

128 zvolutionaryMandMbiomedicalMinsightsMfromMaMmarmosetMdiploidMgenomeMassemblycMNatureaM2021aM
jniaMgglbghh 50.4 10

127 TheMgermlineMmutationalMprocessMinMrhesusMmacaqueMandMitsMimplicationsMforMphylogeneticMdatingcM
GigaScienceaM2021aMfeaM 7.6 6

126 SmallMRNvsMinMSeminalMPlasmaMasMNovelMwiomarkersMforMGermMxellMTumorscMCancersaM2021aMfhaM 6.6 5

125 zvaluatingMgeneticMcausesMofMazoospermiaoMWhatMcanMweMlearnMfromMaMcomplexMcellularMstructureMandM
singlebcellMtranscriptomicsMofMtheMhumanMtestistcMHumanhGeneticsaM2021aMfieaMfmhbgef 6.3 16

124 RecombinationM–acilitatesMvdaptiveMzvolutionMinMRhizobialMSoilMwacteriacMMolecularhBiologyhandh
EvolutionaM2021aMhmaMjimebjine 8.3 2

123 yifferentMhistoricalMgenerationMintervalsMinMhumanMpopulationsMinferredMfromMNeanderthalMfragmentM
lengthsMandMmutationMsignaturescMNaturehCommunicationsaM2021aMfgaMjhfl 17.4 4

122
IntegrationMandMreanalysisMofMtranscriptomicsMandMmethylomicsMdataMderivedMfromMbloodMandMtestisM
tissueMofMmenMwithMilaXXYMKlinefelterMsyndromeMindicatesMtheMprimaryMinvolvementMofMSertoliMcellsM
inMtheMtesticularMpathogenesiscMAmericanhJournalhofhMedicalhGeneticswhParthC:hSeminarshinhMedicalh
GeneticsaM2020aMfmiaMghnbgjj

3.1 4

121 zxtremeMgeneticMsignaturesMofMlocalMadaptationMduringMLotusMjaponicusMcolonizationMofMJapancM
NaturehCommunicationsaM2020aMffaMgjh 17.4 14

120 SymbiosisMgenesMshowMaMuniqueMpatternMofMintrogressionMandMselectionMwithinMaMspeciesMcomplexcM
MicrobialhGenomicsaM2020aMkaM 4.4 15

119 TheMlastMpiecesMofMaMpuzzlingMearlyMmeetingcMScienceaM2020aMhknaMfjkjbfjkk 33.3 0

118 TheMnatureMofMNeanderthalMintrogressionMrevealedMbyMglajkkMIcelandicMgenomescMNatureaM2020aMjmgaMlmbmh50.4 33

117 yirectMestimationMofMmutationsMinMgreatMapesMreconcilesMphylogeneticMdatingcMNaturehEcologyhandh
EvolutionaM2019aMhaMgmkbgng 12.3 67

116 TheMcomparativeMgenomicsMandMcomplexMpopulationMhistoryMofMbaboonscMSciencehAdvancesaM2019aMjaMeaauknil14.3 69
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115 wreakingM–reeoMTheMGenomicsMofMvllopolyploidyb–acilitatedMNicheMzxpansionMinMWhiteMxlovercMPlanth
CellaM2019aMhfaMfikkbfiml 11.6 37

114 zvidenceMforM–asterMXMxhromosomeMzvolutionMinMSpiderscMMolecularhBiologyhandhEvolutionaM2019aMhkaMfgmfbfgnh8.3 8

113 SelectiveMsingleMmoleculeMsequencingMandMassemblyMofMaMhumanMYMchromosomeMofMvfricanMorigincM
NaturehCommunicationsaM2019aMfeaMi 17.4 47

112 TranscriptomeMprofilingMofMfetalMKlinefelterMtestisMtissueMrevealsMaMpossibleMinvolvementMofMlongM
nonbcodingMRNvsMinMgonocyteMmaturationcMHumanhMolecularhGeneticsaM2018aMglaMihebihn 5.6 28

111 yetectingMarchaicMintrogressionMusingManMunadmixedMoutgroupcMPLoShGeneticsaM2018aMfiaMefeelkif 6 42

110 yynamicMxopyMNumberMzvolutionMofMXbMandMYbLinkedMvmpliconicMGenesMinMHumanMPopulationscM
GeneticsaM2018aMgenaMnelbnge 4 19

109 TranscriptomeManalysisMofMtheMadultMhumanMKlinefelterMtestisMandMcellularitybmatchedMcontrolsM
revealsMdisturbedMdifferentiationMofMSertolibMandMLeydigMcellscMCellhDeathhandhDiseaseaM2018aMnaMjmk 9.8 17

108 zvidenceMthatMtheMrateMofMstrongMselectiveMsweepsMincreasesMwithMpopulationMsizeMinMtheMgreatMapescM
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaaM2017aMffiaMfkfhbfkfm 11.5 32

107 zvidenceMforMvdaptiveMIntrogressionMofMyiseaseMResistanceMGenesMvmongMxloselyMRelatedMSpeciescM
G3:hGeneswhGenomeswhGeneticsaM2017aMlaMgkllbgkmh 3.2 11

106 vMhighbcoverageMNeandertalMgenomeMfromMVindijaMxaveMinMxroatiacMScienceaM2017aMhjmaMkjjbkjm 33.3 312

105 LongbchainMnbhMandMnbkMpolyunsaturatedMfattyMacidsMandMriskMofMatrialMfibrillationoMResultsMfromMaM
yanishMcohortMstudycMPLoShONEaM2017aMfgaMeefnegkg 3.7 9

104 TranscriptomeManalysisMofMtheMresponseMofMwurmeseMpythonMtoMdigestioncMGigaScienceaM2017aMkaMfbfm 7.6 10

103 vssemblyMandManalysisMofMfeeMfullMMHxMhaplotypesMfromMtheMyanishMpopulationcMGenomehResearchaM
2017aMglaMfjnlbfkel 9.7 10

102 vnalysisMofMkgMhybridMassembledMhumanMYMchromosomesMexposesMrapidMstructuralMchangesMandMhighM
ratesMofMgeneMconversioncMPLoShGeneticsaM2017aMfhaMefeekmhi 6 23

101 SequencingMandMdeMnovoMassemblyMofMfjeMgenomesMfromMyenmarkMasMaMpopulationMreferencecM
NatureaM2017aMjimaMmlbnf 50.4 87

100 yemographicMHistoryMofMtheMGenusMPanMInferredMfromMWholeMMitochondrialMGenomeM
ReconstructionscMGenomehBiologyhandhEvolutionaM2016aMmaMgegebhe 3.9 18

99 NationwideMGenomicMStudyMinMyenmarkMRevealsMRemarkableMPopulationMHomogeneitycMGeneticsaM
2016aMgeiaMlffblgg 4 40

98 vMgenomicMhistoryMofMvboriginalMvustraliacMNatureaM2016aMjhmaMgelbgfi 50.4 268
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97 SpittingMforMScienceoMyanishMHighMSchoolMStudentsMxommitMtoMaMLargebScaleMSelfbReportedMGeneticM
StudycMPLoShONEaM2016aMffaMeefkfmgg 3.7 4

96 HighbresolutionMgeneticMmapsMofMLotusMjaponicusMandMLcMburttiiMbasedMonMrebsequencingMofM
recombinantMinbredMlinescMDNAhResearchaM2016aMghaMimlbini 4.5 5

95 SelectiveMSweepsMacrossMTwentyMMillionsMYearsMofMPrimateMzvolutioncMMolecularhBiologyhandh
EvolutionaM2016aMhhaMhekjbheli 8.3 18

94 NovelMvariationMandMdeMnovoMmutationMratesMinMpopulationbwideMdeMnovoMassembledMyanishMtrioscM
NaturehCommunicationsaM2015aMkaMjnkn 17.4 119

93 InferenceMofMpurifyingMandMpositiveMselectionMinMthreeMsubspeciesMofMchimpanzeesMVPanMtroglodytesWM
fromMexomeMsequencingcMGenomehBiologyhandhEvolutionaM2015aMlaMffggbhg 3.9 25

92 ModelingMLinkageMyisequilibriumMIncreasesMvccuracyMofMPolygenicMRiskMScorescMAmericanhJournalhofh
HumanhGeneticsaM2015aMnlaMjlkbng 11 649

91 zxtremeMselectiveMsweepsMindependentlyMtargetedMtheMXMchromosomesMofMtheMgreatMapescM
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaaM2015aMffgaMkifhbm 11.5 52

90 StrongMSelectiveMSweepsMonMtheMXMxhromosomeMinMtheMHumanbxhimpanzeeMvncestorMzxplainMItsMLowM
yivergencecMPLoShGeneticsaM2015aMffaMefeejijf 6 39

89 SpiderMgenomesMprovideMinsightMintoMcompositionMandMevolutionMofMvenomMandMsilkcMNatureh
CommunicationsaM2014aMjaMhlkj 17.4 169

88
vMfinebscaleMrecombinationMmapMofMtheMhumanbchimpanzeeMancestorMrevealsMfasterMchangeMinM
humansMthanMinMchimpanzeesMandMaMstrongMimpactMofMGxbbiasedMgeneMconversioncMGenomehResearchaM
2014aMgiaMiklbli

9.7 27

87 IdentifyingMdiseaseMassociatedMgenesMbyMnetworkMpropagationcMBMChSystemshBiologyaM2014aMmMSupplM
faMSk 3.5 20

86 UnravelingMrecombinationMrateMevolutionMusingMancestralMrecombinationMmapscMBioEssaysaM2014aMhkaMmngbnee4.1 4

85 LineageMsortingMinMapescMAnnualhReviewhofhGeneticsaM2014aMimaMjfnbhj 14.5 26

84 WholebgenomeManalysesMresolveMearlyMbranchesMinMtheMtreeMofMlifeMofMmodernMbirdscMScienceaM2014aM
hikaMfhgebhf 33.3 1182

83 VariationMandMassociationMtoMdiabetesMinMgeeeMfullMmtyNvMsequencesMminedMfromManMexomeMstudyMinM
aMyanishMpopulationcMEuropeanhJournalhofhHumanhGeneticsaM2014aMggaMfeiebj 5.3 23

82 RatesMandMpatternsMofMgreatMapeMretrotranspositioncMProceedingshofhthehNationalhAcademyhofhSciencesh
ofhthehUnitedhStateshofhAmericaaM2013aMffeaMfhijlbkg 11.5 46

81 GreatMapeMgeneticMdiversityMandMpopulationMhistorycMNatureaM2013aMinnaMilfbj 50.4 574

80 zvolutionMandMdiversityMofMcopyMnumberMvariationMinMtheMgreatMapeMlineagecMGenomehResearchaM2013aM
ghaMfhlhbmg 9.7 119
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79 SOvPindeloMefficientMidentificationMofMindelsMfromMshortMpairedMreadscMGenomehResearchaM2013aMghaMfnjbgee9.7 92

78 OrthologousMgenesMidentifiedMbyMtranscriptomeMsequencingMinMtheMspiderMgenusMStegodyphuscMBMCh
GenomicsaM2012aMfhaMle 4.5 31

77 vssociationMmappingMandMdiseaseoMevolutionaryMperspectivescMMethodshinhMolecularhBiologyaM2012aM
mjkaMgljbnf 1.4 2

76 yNvMTopoisomerasesMmaintainMpromotersMinMaMstateMcompetentMforMtranscriptionalMactivationMinM
SaccharomycesMcerevisiaecMPLoShGeneticsaM2012aMmaMefeehfgm 6 29

75 TheMbonoboMgenomeMcomparedMwithMtheMchimpanzeeMandMhumanMgenomescMNatureaM2012aMimkaMjglbhf 50.4 350

74 InsightsMintoMhominidMevolutionMfromMtheMgorillaMgenomeMsequencecMNatureaM2012aMimhaMfknblj 50.4 517

73 vMnewMisolationMwithMmigrationMmodelMalongMcompleteMgenomesMinfersMveryMdifferentMdivergenceM
processesMamongMcloselyMrelatedMgreatMapeMspeciescMPLoShGeneticsaM2012aMmaMefeehfgj 6 83

72
–usionMofMtwoMdivergentMfungalMindividualsMledMtoMtheMrecentMemergenceMofMaMuniqueMwidespreadM
pathogenMspeciescMProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaaM
2012aMfenaMfenjibn

11.5 133

71 zxtensiveMXblinkedMadaptiveMevolutionMinMcentralMchimpanzeescMProceedingshofhthehNationalhAcademyh
ofhScienceshofhthehUnitedhStateshofhAmericaaM2012aMfenaMgejibn 11.5 66

70 vnMeffortMtoMuseMhumanbbasedMexomeMcaptureMmethodsMtoManalyzeMchimpanzeeMandMmacaqueM
exomescMPLoShONEaM2012aMlaMeiekhl 3.7 24

69 xomparativeMandMdemographicManalysisMofMorangbutanMgenomescMNatureaM2011aMiknaMjgnbhh 50.4 431

68
TheMmakingMofMaMnewMpathogenoMinsightsMfromMcomparativeMpopulationMgenomicsMofMtheM
domesticatedMwheatMpathogenMMycosphaerellaMgraminicolaMandMitsMwildMsisterMspeciescMGenomeh
ResearchaM2011aMgfaMgfjlbkk

9.7 150

67 IncompleteMlineageMsortingMpatternsMamongMhumanaMchimpanzeeaMandMorangutanMsuggestMrecentM
orangutanMspeciationMandMwidespreadMselectioncMGenomehResearchaM2011aMgfaMhinbjk 9.7 152

66 GenomicMdeterminantsMofMproteinMevolutionMandMpolymorphismMinMvrabidopsiscMGenomehBiologyhandh
EvolutionaM2011aMhaMfgfebn 3.9 71

65 zstimatingMdivergenceMtimeMandMancestralMeffectiveMpopulationMsizeMofMworneanMandMSumatranM
orangutanMsubspeciesMusingMaMcoalescentMhiddenMMarkovMmodelcMPLoShGeneticsaM2011aMlaMefeefhfn 6 69

64 TheMxoalescentMofMwacterialMPopulationsM2010aMfbfm 4

63 MolecularMevolutionMwithinMandMbetweenMselfbincompatibilityMspecificitiescMMolecularhBiologyhandh
EvolutionaM2010aMglaMffbge 8.3 22

62 WholebgenomeMandMchromosomeMevolutionMassociatedMwithMhostMadaptationMandMspeciationMofMtheM
wheatMpathogenMMycosphaerellaMgraminicolacMPLoShGeneticsaM2010aMkaMefeeffmn 6 106
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61 InsertionMandMdeletionMprocessesMinMrecentMhumanMhistorycMPLoShONEaM2010aMjaMemkje 3.7 22

60 vncestralMpopulationMgenomicsoMtheMcoalescentMhiddenMMarkovMmodelMapproachcMGeneticsaM2009aM
fmhaMgjnbli 4 80

59 LocalMphylogenyMmappingMofMquantitativeMtraitsoMhigherMaccuracyMandMbetterMrankingMthanM
singlebmarkerMassociationMinMgenomewideMscanscMGeneticsaM2009aMfmfaMlilbjh 4 12

58 zxpressionMofMdistinctMselfbincompatibilityMspecificitiesMinMvrabidopsisMthalianacMGeneticsaM2009aMfmgaMfhfhbgf4 39

57 IncreasedMrateMofMhumanMmutationsMwhereMyNvMandMRNvMpolymerasesMcollidecMTrendshinhGeneticsaM
2009aMgjaMjghbl 8.5 6

56 HaplotypeMfrequenciesMinMaMsubbregionMofMchromosomeMfnqfhchaMrelatedMtoMriskMandMprognosisMofM
canceraMdifferMdramaticallyMbetweenMethnicMgroupscMBMChMedicalhGeneticsaM2009aMfeaMge 2.1 14

55 UsingMbiologicalMnetworksMtoMsearchMforMinteractingMlociMinMgenomebwideMassociationMstudiescM
EuropeanhJournalhofhHumanhGeneticsaM2009aMflaMfghfbie 5.3 117

54
RecentMspeciationMofMxapsellaMrubellaMfromMxapsellaMgrandifloraaMassociatedMwithMlossMofM
selfbincompatibilityMandManMextremeMbottleneckcMProceedingshofhthehNationalhAcademyhofhScienceshofh
thehUnitedhStateshofhAmericaaM2009aMfekaMjgikbjf

11.5 170

53 RNvMpolymeraseMplaysMbothMsidesoMVividMandMbidirectionalMtranscriptionMaroundMandMupstreamMofM
activeMpromoterscMCellhCycleaM2009aMmaMffejbffff 4.7 12

52 TransmissionMratioMdistortionMinMvrabidopsisMlyrataoMeffectsMofMpopulationMdivergenceMandMtheM
SblocuscMHeredityaM2008aMfeeaMlfbm 3.6 13

51 GenomicMconsequencesMofMselectionMonMselfbincompatibilityMgenescMCurrenthOpinionhinhPlanthBiologyaM
2008aMffaMffkbgg 9.9 26

50 WhenMgametophyticMselfbincompatibilityMmeetsMgynodioecycMGeneticalhResearchaM2008aMneaMglbhj 1.1 12

49 SelectionMatMworkMinMselfbincompatibleMvrabidopsisMlyratacMIIcMSpatialMdistributionMofMSMhaplotypesMinM
IcelandcMGeneticsaM2008aMfmeaMfejfbn 4 23

48 RNvMexosomeMdepletionMrevealsMtranscriptionMupstreamMofMactiveMhumanMpromoterscMScienceaM2008aM
hggaMfmjfbi 33.3 584

47 RepeatedMadaptiveMintrogressionMatMaMgeneMunderMmultiallelicMbalancingMselectioncMPLoShGeneticsaM
2008aMiaMefeeefkm 6 105

46 GeneticMstructureaMlackMofMsexbbiasedMdispersalMandMbehavioralMflexibilityMinMtheMpairblivingMfatbtailedM
dwarfMlemuraMxheirogaleusMmediuscMBehavioralhEcologyhandhSociobiologyaM2007aMkfaMnihbnji 2.5 10

45 HeterogeneityMinMregionalMGxMcontentMandMdifferentialMusageMofMcodonsMandMaminoMacidsMinMGxbpoorM
andMGxbrichMregionsMofMtheMgenomeMofMvpisMmelliferacMMolecularhBiologyhandhEvolutionaM2007aMgiaMkffbn 8.3 18

44 GenomicMrelationshipsMandMspeciationMtimesMofMhumanaMchimpanzeeaMandMgorillaMinferredMfromMaM
coalescentMhiddenMMarkovMmodelcMPLoShGeneticsaM2007aMhaMel 6 235
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43 WholeMgenomeMassociationMmappingMbyMincompatibilitiesMandMlocalMperfectMphylogeniescMBMCh
BioinformaticsaM2006aMlaMiji 3.6 31

42 TheMtransitionMtoMselfbcompatibilityMinMvrabidopsisMthalianaMandMevolutionMwithinMSbhaplotypesMoverM
feMMyrcMMolecularhBiologyhandhEvolutionaM2006aMghaMflifbje 8.3 119

41 GeneReconbbaMcoalescentMbasedMtoolMforMfinebscaleMassociationMmappingcMBioinformaticsaM2006aMggaMghflbm7.2 8

40 SelectionMatMworkMinMselfbincompatibleMvrabidopsisMlyrataoMmatingMpatternsMinMaMnaturalMpopulationcM
GeneticsaM2006aMflgaMillbmi 4 40

39 TheMeffectiveMsizeMofMtheMIcelandicMpopulationMandMtheMprospectsMforMLyMmappingoMinferenceMfromM
unphasedMmicrosatelliteMmarkerscMEuropeanhJournalhofhHumanhGeneticsaM2006aMfiaMfeiibjh 5.3 8

38 LongbtermMstabilityMandMeffectiveMpopulationMsizeMinMNorthMSeaMandMwalticMSeaMcodMVGadusMmorhuaWcM
MolecularhEcologyaM2006aMfjaMhgfbhf 5.7 96

37 MicrosatelliteManalysesMrevealMfinebscaleMgeneticMstructureMinMgreyMmouseMlemursMVMicrocebusM
murinusWcMMolecularhEcologyaM2005aMfiaMghkhblg 5.7 115

36 xoaSimoMaMflexibleMenvironmentMforMsimulatingMgeneticMdataMunderMcoalescentMmodelscMBMCh
BioinformaticsaM2005aMkaMgjg 3.6 57

35 zvidenceMofMrecombinationMamongMearlybvaccinationMeraMmeaslesMvirusMstrainscMBMChEvolutionaryh
BiologyaM2005aMjaMjg 3 28

34 PigsMinMsequenceMspaceoMaMeckkXMcoverageMpigMgenomeMsurveyMbasedMonMshotgunMsequencingcMBMCh
GenomicsaM2005aMkaMle 4.5 221

33 xomparativeManalysisMofMproteinMcodingMsequencesMfromMhumanaMmouseMandMtheMdomesticatedMpigcM
BMChBiologyaM2005aMhaMg 7.3 54

32 UnevenMsegregationMofMsporophyticMselfbincompatibilityMallelesMinMvrabidopsisMlyratacMJournalhofh
EvolutionaryhBiologyaM2004aMflaMjjibkf 2.3 48

31 TheMIcelandicMxancerMProjectbbaMpopulationbwideMapproachMtoMstudyingMcancercMNaturehReviewsh
CanceraM2004aMiaMimmbng 31.3 12

30 TheMzffectMofMznzymeMHeterozygosityMonMGrowthMinMaMStrictlyMOutcrossingMSpeciesaMtheM
SelfbIncompatibleMvrabisMPetraeaMVwrassicaceaeWcMHereditasaM2004aMfgmaMgfbhf 2.4 28

29 zstimatingMtheMnumberaMfrequencyaMandMdominanceMofMSballelesMinMaMnaturalMpopulationMofM
vrabidopsisMlyrataVwrassicaceaeWMwithMsporophyticMcontrolMofMselfbincompatibilitycMHeredityaM2003aMneaMiggbhf3.6 79

28 RelativeMrolesMofMmutationMandMrecombinationMinMgeneratingMallelicMpolymorphismMatManMMHxMclassMIIM
locusMinMPeromyscusMmaniculatuscMGeneticalhResearchaM2003aMmgaMmnbnn 1.1 74

27 HaplotypeMstructureMofMtheMstigmaticMselfbincompatibilityMgeneMinMnaturalMpopulationsMofMvrabidopsisM
lyratacMMolecularhBiologyhandhEvolutionaM2003aMgeaMflifbjh 8.3 69

26 xharacterizationMofMtheMgUbjUboligoadenylateMsynthetaseMubiquitinblikeMfamilycMNucleichAcidshResearchaM
2003aMhfaMhfkkblh 20.1 75

(2003-2006)
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25 yiversityMandMlinkageMofMgenesMinMtheMselfbincompatibilityMgeneMfamilyMinMvrabidopsisMlyratacMGeneticsaM
2003aMfkiaMfjfnbhj 4 47

24 SequenceManalysisMofMmeaslesMvirusMstrainsMcollectedMduringMtheMprebMandMearlybvaccinationMeraMinM
yenmarkMrevealsMaMconsiderableMdiversityMofMancientMstrainscMApmisaM2002aMffeaMffhbgg 3.4 5

23 RecombinationMinMMycoplasmaMhominiscMInfectionwhGeneticshandhEvolutionaM2002aMfaMgllbmj 4.5 13

22 IdentificationMandMcharacterizationMofMaMpolymorphicMreceptorMkinaseMgeneMlinkedMtoMtheM
selfbincompatibilityMlocusMofMvrabidopsisMlyratacMGeneticsaM2001aMfjmaMhmlbnn 4 104

21 IntrahaplotypeMpolymorphismMatMtheMwrassicaMSMlocuscMGeneticsaM2001aMfjnaMmffbgg 4 31

20 RecombinationaMbalancingMselectionMandMphylogeniesMinMMHxMandMselfbincompatibilityMgenescM
GeneticsaM2001aMfjnaMfmhhbii 4 56

19 RecombinationMandMtheMmolecularMclockcMMolecularhBiologyhandhEvolutionaM2000aMflaMfjlmbn 8.3 95

18 TheMeffectMofMsubdivisionMonMvariationMatMmultiballelicMlociMunderMbalancingMselectioncMGeneticalh
ResearchaM2000aMlkaMjfbkg 1.1 166

17 TheMeffectMofMhitchbhikingMonMgenesMlinkedMtoMaMbalancedMpolymorphismMinMaMsubdividedMpopulationcM
GeneticalhResearchaM2000aMlkaMkhblh 1.1 52

16 PopulationblevelMStudiesMofMMultiallelicMSelfbincompatibilityMLociaMwithMParticularMReferenceMtoM
wrassicaceaecMAnnalshofhBotanyaM2000aMmjaMgglbghn 4.1 36

15 xonsequencesMofMrecombinationMonMtraditionalMphylogeneticManalysiscMGeneticsaM2000aMfjkaMmlnbnf 4 415

14 MateMvvailabilityMandM–ecundityMSelectionMinMMultibvllelicMSelfbMIncompatibilityMSystemsMinMPlantscM
Evolution;hInternationalhJournalhofhOrganichEvolutionaM1998aMjgaMfn 3.8 44

13 MvTzMvVvILvwILITYMvNyM–zxUNyITYMSzLzxTIONMINMMULTIbvLLzLIxMSzL–bINxOMPvTIwILITYM
SYSTzMSMINMPLvNTScMEvolution;hInternationalhJournalhofhOrganichEvolutionaM1998aMjgaMfnbgn 3.8 71

12 TheMnumberMofMselfbincompatibilityMallelesMinMaMfiniteaMsubdividedMpopulationcMGeneticsaM1998aMfinaMffjhbkg4 68

11 vllelicMgenealogiesMinMsporophyticMselfbincompatibilityMsystemsMinMplantscMGeneticsaM1998aMfjeaMffmlbnm 4 36

10 zvolutionaryMdynamicsMofMsporophyticMselfbincompatibilityMallelesMinMplantscMGeneticsaM1997aMfilaMmhjbik 4 62

9 InbreedingMdepressionMandMoutbreedingMdepressionMinMplantscMHeredityaM1996aMllaMikfbikm 3.6 75

8 ModelingMLinkageMyisequilibriumMIncreasesMvccuracyMofMPolygenicMRiskMScores 13
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7 TheMgermlineMmutationalMprocessMinMrhesusMmacaqueMandMitsMimplicationsMforMphylogeneticMdating 3

6 yetectingMarchaicMintrogressionMwithoutMarchaicMreferenceMgenomes 1

5 yirectMestimationMofMmutationsMinMgreatMapesMrevealsMsignificantMrecentMhumanMslowdownMinMtheM
yearlyMmutationMrate 3

4 SelectiveMsingleMmoleculeMsequencingMandMassemblyMofMaMhumanMYMchromosomeMofMvfricanMorigin 1

3 TheMgenomicMarchitectureMofMintrogressionMamongMsiblingMspeciesMofMbacteria 4

2 yifferentMhistoricalMgenerationMintervalsMinMhumanMpopulationsMinferredMfromMNeanderthalMfragmentM
lengthsMandMpatternsMofMmutationMaccumulation 1

1 InferringMtheMProcessMofMHumanâ��xhimpanzeeMSpeciation 1
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