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83 ugeYspecificLrateLofLsevereLandLcriticalLSuRSYwoVYeLinfectionsLestimatedLwithLmultiYcountryL
seroprevalenceLstudiesaaLBMChInfectioushDiseasesXL2022XLeeXLfdd 4 3

82 ussessingLtheLburdenLofLwOVIxYdmLinLdevelopingLcountriesnLsystematicLreviewXLmetaYanalysisLandL
publicLpolicyLimplicationsaLBMJhGlobalhHealthXL2022XLkXLecclgkk 6.6 7

81 womparingL×enomicLPredictionLModelsLbyLMeansLofLwrossLValidationaLFrontiershinhPlanthScienceXL
2021XLdeXLkfghde 6.2 0

80 MappingLpleiotropicLlociLusingLaLfastYsequentialLtestingLalgorithmaLEuropeanhJournalhofhHumanh
GeneticsXL2021XLemXLdkieYdkkf 5.3 0

79 SexLxisparitiesLinLynrollmentLinLRecentLRandomizedLwlinicalLTrialsLofLucuteLStrokenLuLMetaYanalysisaL
JAMAhNeurologyXL2021XLklXLiiiYikk 17.2 12

78 OptimalLbreedingYvalueLpredictionLusingLaLsparseLselectionLindexaLGeneticsXL2021XLedlXL 4 6

77 OpportunitiesLandLlimitsLofLcombiningLmicrobiomeLandLgenomeLdataLforLcomplexLtraitLpredictionaL
GeneticshSelectionhEvolutionXL2021XLhfXLih 4.9 3

76 MultiYgenerationLgenomicLpredictionLofLmaizeLyieldLusingLparametricLandLnonYparametricLsparseL
selectionLindicesaLHeredityXL2021XLdekXLgefYgfe 3.6 1

75 RegularizedLselectionLindicesLforLbreedingLvalueLpredictionLusingLhyperYspectralLimageLdataaL
ScientifichReportsXL2020XLdcXLldmh 4.9 14

74 xecipheringLSexYSpecificL×eneticLurchitecturesLUsingLLocalLvayesianLRegressionsaLGeneticsXL2020XL
edhXLefdYegd 4 0

73 TheL×eneticLRegulationLofLulternativeLSplicingLinaLFrontiershinhPlanthScienceXL2020XLddXLhmc 6.2 0

72 TranscriptomeYvasedLPredictionLofLwomplexLTraitsLinLMaizeaLPlanthCellXL2020XLfeXLdfmYdhd 11.6 38

71 vreastLcancerLsurvivalLandLtheLexpressionLofLgenesLrelatedLtoLalcoholLdrinkingaLPLoShONEXL2020XLdhXLeceelmhk3.7 2

70 uNOVuYHxnLunalysisLofLvarianceLwhenLbothLinputLandLoutputLlayersLareLhighYdimensionalaLPLoSh
ONEXL2020XLdhXLecegfehd 3.7 0

69 uLdataYdrivenLsimulationLplatformLtoLpredictLcultivarsSLperformancesLunderLuncertainLweatherL
conditionsaLNaturehCommunicationsXL2020XLddXLglki 17.4 21

68 PhantomLypistasisLinL×enomicLSelectionnLOnLtheLPredictiveLubilityLofLypistaticLModelsaLG3:hGeneswh
GenomeswhGeneticsXL2020XLdcXLfdfkYfdgh 3.2 13

67 ucceleratingLforestLtreeLbreedingLbyLintegratingLgenomicLselectionLandLgreenhouseLphenotypingaL
PlanthGenomeXL2020XLdfXLeeccgl 4.4 8
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66 XylemLsystemsLgeneticsLanalysisLrevealsLaLkeyLregulatorLofLligninLbiosynthesisLinaLGenomehResearchXL
2020XLfcXLddfdYddgf 9.7 7

65 HaplovlockernLwreationLofLSubgroupYSpecificLHaplotypeLvlocksLandLLibrariesaLGeneticsXL2019XLedeXLdcghYdcid4 17

64 ImperfectLLinkageLxisequilibriumL×eneratesLPhantomLypistasisLTRLPerilsLofLvigLxataUaLG3:hGeneswh
GenomeswhGeneticsXL2019XLmXLdgemYdgfi 3.2 19

63 PerformanceLofLfourLmodelsLforLeyeLcolorLpredictionLinLanLItalianLpopulationLsampleaLForensich
SciencehInternational:hGeneticsXL2019XLgcXLdmeYecc 4.3 8

62 vayesianLanalysisLandLpredictionLofLhybridLperformanceaLPlanthMethodsXL2019XLdhXLdg 5.8 25

61 v×xataLYLuLSuiteLofLRLPackagesLforL×enomicLunalysisLwithLvigLxataaLG3:hGeneswhGenomeswhGeneticsXL
2019XLmXLdfkkYdflf 3.2 6

60 OwMunLzastXLMemoryYyfficientLzactorizationLofLProhibitivelyLLargeLRelationshipLMatricesaLG3:hGeneswh
GenomeswhGeneticsXL2019XLmXLdfYdm 3.2 1

59 ModelingLHeterogeneityLinLtheL×eneticLurchitectureLofLythnicallyLxiverseL×roupsLUsingLRandomL
yffectLInteractionLModelsaLGeneticsXL2019XLeddXLdfmhYdgck 4 18

58 venchmarkingLParametricLandLMachineLLearningLModelsLforL×enomicLPredictionLofLwomplexLTraitsaL
G3:hGeneswhGenomeswhGeneticsXL2019XLmXLfimdYfkce 3.2 37

57 MicroarrayL×eneLyxpressionLxatasetLReYanalysisLRevealsLVariabilityLinLInfluenzaLInfectionLandL
VaccinationaLFrontiershinhImmunologyXL2019XLdcXLeidi 8.4 6

56 xiagnosingLpregnancyLstatusLusingLinfraredLspectraLandLmilkLcompositionLinLdairyLcowsaLJournalhofh
DairyhScienceXL2018XLdcdXLegmiYehch 4 25

55 whangesLinLmilkLcharacteristicsLandLfattyLacidLprofileLduringLtheLestrousLcycleLinLdairyLcowsaLJournalh
ofhDairyhScienceXL2018XLdcdXLmdfhYmdhf 4 17

54 vayesianLfunctionalLregressionLasLanLalternativeLstatisticalLanalysisLofLhighYthroughputLphenotypingL
dataLofLmodernLagricultureaLPlanthMethodsXL2018XLdgXLgi 5.8 7

53 UntanglingLtheLcomplexLrelationshipsLbetweenLincidentLgoutLriskXLserumLurateXLandLitsL
comorbiditiesaLArthritishResearchhandhTherapyXL2018XLecXLmc 5.7 10

52 womplexYTraitLPredictionLinLtheLyraLofLvigLxataaLTrendshinhGeneticsXL2018XLfgXLkgiYkhg 8.5 30

51 WholeY×enomeLMultiYomicLStudyLofLSurvivalLinLPatientsLwithL×lioblastomaLMultiformeaLG3:hGeneswh
GenomeswhGeneticsXL2018XLlXLfiekYfifi 3.2 10

50 uccurateL×enomicLPredictionLofLHumanLHeightaLGeneticsXL2018XLedcXLgkkYgmk 4 67

49 wanLxeepLLearningLImproveL×enomicLPredictionLofLwomplexLHumanLTraitssaLGeneticsXL2018XLedcXLlcmYldm4 79
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48 HeatLMapsLofLHypertensionXLxiabetesLMellitusXLandLSmokingLinLtheLwontinentalLUnitedLStatesaL
Circulation:hCardiovascularhQualityhandhOutcomesXL2017XLdcXL 5.8 23

47 PredictionLofLyearsLofLlifeLafterLdiagnosisLofLbreastLcancerLusingLomicsLandLomicYbyYtreatmentL
interactionsaLEuropeanhJournalhofhHumanhGeneticsXL2017XLehXLhflYhgg 5.3 18

46 ×enomicLmodelsLwithLgenotypeLˆ�LenvironmentLinteractionLforLpredictingLhybridLperformancenLanL
applicationLinLmaizeLhybridsaLTheoreticalhandhAppliedhGeneticsXL2017XLdfcXLdgfdYdggc 6 29

45 yvaluatingLSequenceYvasedL×enomicLPredictionLwithLanLyfficientLNewLSimulatoraLGeneticsXL2017XL
echXLmfmYmhf 4 20

44 ×enomicLSelectionLinLPlantLvreedingnLMethodsXLModelsXLandLPerspectivesaLTrendshinhPlanthScienceXL
2017XLeeXLmidYmkh 13.1 548

43 UseLofLHyperspectralLImageLxataLOutperformsLVegetationLIndicesLinLPredictionLofLMaizeLYieldaLCroph
ScienceXL2017XLhkXLehdkYeheg 2.4 35

42 vayesianL×enomicLPredictionLwithL×enotypeLˆ�LynvironmentLInteractionLKernelLModelsaLG3:hGeneswh
GenomeswhGeneticsXL2017XLkXLgdYhf 3.2 75

41 WillLvigLxataLwloseLtheLMissingLHeritabilityL×apsaLGeneticsXL2017XLeckXLddfhYddgh 4 34

40 PredictingLgrainLyieldLusingLcanopyLhyperspectralLreflectanceLinLwheatLbreedingLdataaLPlanth
MethodsXL2017XLdfXLg 5.8 72

39 ×enomeYwideLassociationLstudyLrevealsLputativeLregulatorsLofLbioenergyLtraitsLinLPopulusL
deltoidesaLNewhPhytologistXL2017XLedfXLkmmYldd 9.8 51

38 yxtendingLtheLMarkerLˆ�LynvironmentLInteractionLModelLforL×enomicYynabledLPredictionLandL
×enomeYWideLussociationLunalysisLinLxurumLWheataLCrophScienceXL2016XLhiXLedmfYeecm 2.4 69

37 ModellingLheterogeneityLamongLfitnessLfunctionsLusingLrandomLregressionaLMethodshinhEcologyhandh
EvolutionXL2016XLkXLkcYkm 7.7 4

36 IncreasedLProportionLofLVarianceLyxplainedLandLPredictionLuccuracyLofLSurvivalLofLvreastLwancerL
PatientsLwithLUseLofLWholeY×enomeLMultiomicLProfilesaLGeneticsXL2016XLecfXLdgehYfl 4 41

35 yffectivenessLofLshrinkageLandLvariableLselectionLmethodsLforLtheLpredictionLofLcomplexLhumanL
traitsLusingLdataLfromLdistantlyLrelatedLindividualsaLAnnalshofhHumanhGeneticsXL2015XLkmXLdeeYfh 2.2 9

34 xoLMolecularLMarkersLInformLuboutLPleiotropysaLGeneticsXL2015XLecdXLefYm 4 42

33 ×enomicLheritabilitynLwhatLisLitsaLPLoShGeneticsXL2015XLddXLedcchcgl 6 183

32 IncreasedLpredictionLaccuracyLinLwheatLbreedingLtrialsLusingLaLmarkerLˆ�LenvironmentLinteractionL
genomicLselectionLmodelaLG3:hGeneswhGenomeswhGeneticsXL2015XLhXLhimYle 3.2 155

31 ×eneticLwontrolLofLynvironmentalLVariationLofLTwoLQuantitativeLTraitsLofLxrosophilaLmelanogasterL
RevealedLbyLWholeY×enomeLSequencingaLGeneticsXL2015XLecdXLglkYmk 4 15
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30 ussessmentLofL×eneticLHeterogeneityLinLStructuredLPlantLPopulationsLUsingLMultivariateL
WholeY×enomeLRegressionLModelsaLGeneticsXL2015XLecdXLfefYfk 4 46

29 IncorporatingL×eneticLHeterogeneityLinLWholeY×enomeLRegressionsLUsingLInteractionsaLJournalhofh
AgriculturalwhBiologicalwhandhEnvironmentalhStatisticsXL2015XLecXLgikYgmc 1.9 24

28 uLPedigreeYvasedLReactionLNormLModelLforLPredictionLofLwottonLYieldLinLMultienvironmentLTrialsaL
CrophScienceXL2015XLhhXLddgfYddhd 2.4 42

27 uLScaleYworrectedLwomparisonLofLLinkageLxisequilibriumLLevelsLbetweenL×enicLandLNonY×enicL
RegionsaLPLoShONEXL2015XLdcXLecdgdedi 3.7 8

26 zWnLunLRLPackageLforLzinlayYWilkinsonLRegressionLthatLIncorporatesL×enomicbPedigreeLInformationL
andLwovarianceLStructuresLvetweenLynvironmentsaLG3:hGeneswhGenomeswhGeneticsXL2015XLiXLhlmYmk 3.2 15

25 uLreactionLnormLmodelLforLgenomicLselectionLusingLhighYdimensionalLgenomicLandLenvironmentalL
dataaLTheoreticalhandhAppliedhGeneticsXL2014XLdekXLhmhYick 6 275

24 MultipleLmetabolicLgeneticLriskLscoresLandLtypeLeLdiabetesLriskLinLthreeLracialbethnicLgroupsaLJournalh
ofhClinicalhEndocrinologyhandhMetabolismXL2014XLmmXLydldgYl 5.6 18

23 ×enomeYwideLregressionLandLpredictionLwithLtheLv×LRLstatisticalLpackageaLGeneticsXL2014XLdmlXLglfYmh 4 618

22 UnravelingLadditiveLfromLnonadditiveLeffectsLusingLgenomicLrelationshipLmatricesaLGeneticsXL2014XL
dmlXLdkhmYil 4 101

21 WholeYgenomeLregressionLandLpredictionLmethodsLappliedLtoLplantLandLanimalLbreedingaLGeneticsXL
2013XLdmfXLfekYgh 4 544

20 uLcommentaryLonLPitfallsLofLpredictingLcomplexLtraitsLfromLSNPsaLNaturehReviewshGeneticsXL2013XL
dgXLlmg 30.1 7

19 ×enomicLpredictionLinLanimalsLandLplantsnLsimulationLofLdataXLvalidationXLreportingXLandL
benchmarkingaLGeneticsXL2013XLdmfXLfgkYih 4 251

18 PredictionLofLcomplexLhumanLtraitsLusingLtheLgenomicLbestLlinearLunbiasedLpredictoraLPLoShGenetics
XL2013XLmXLedccficl 6 225

17 HeritabilityLofLpulmonaryLfunctionLestimatedLfromLpedigreeLandLwholeYgenomeLmarkersaLFrontiersh
inhGeneticsXL2013XLgXLdkg 4.5 36

16 InferencesLfromLgenomicLmodelsLinLstratifiedLpopulationsaLGeneticsXL2012XLdmeXLimfYkcg 4 56

15 PredictionLofLexpectedLyearsLofLlifeLusingLwholeYgenomeLmarkersaLPLoShONEXL2012XLkXLegcmig 3.7 15

14 ×enomicLPredictionLofLvreedingLValuesLwhenLModelingL×enotypeLˆ�LynvironmentLInteractionLusingL
PedigreeLandLxenseLMolecularLMarkersaLCrophScienceXL2012XLheXLkckYkdm 2.4 336

13 uLcomprehensiveLgeneticLapproachLforLimprovingLpredictionLofLskinLcancerLriskLinLhumansaLGeneticsXL
2012XLdmeXLdgmfYhce 4 44
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12 zactorsLuffectingLtheLuccuracyLofL×enotypeLImputationLinLPopulationsLfromLSeveralLMaizeL
vreedingLProgramsaLCrophScienceXL2012XLheXLihgYiif 2.4 98

11 ×enomicLSelectionLandLPredictionLinLPlantLvreedingaLJournalhofhCrophImprovementXL2011XLehXLefmYeid 1.4 100

10 veyondLmissingLheritabilitynLpredictionLofLcomplexLtraitsaLPLoShGeneticsXL2011XLkXLedccechd 6 192

9 PredictingLgeneticLpredispositionLinLhumansnLtheLpromiseLofLwholeYgenomeLmarkersaLNatureh
ReviewshGeneticsXL2010XLddXLllcYi 30.1 205

8 SemiYparametricLgenomicYenabledLpredictionLofLgeneticLvaluesLusingLreproducingLkernelLHilbertL
spacesLmethodsaLGeneticalhResearchXL2010XLmeXLemhYfcl 1.1 221

7 SearchingLforLrecursiveLcausalLstructuresLinLmultivariateLquantitativeLgeneticsLmixedLmodelsaL
GeneticsXL2010XLdlhXLiffYgg 4 64

6 PredictionLofLgeneticLvaluesLofLquantitativeLtraitsLinLplantLbreedingLusingLpedigreeLandLmolecularL
markersaLGeneticsXL2010XLdliXLkdfYeg 4 508

5 ModelingLrelationshipsLbetweenLcalvingLtraitsnLaLcomparisonLbetweenLstandardLandLrecursiveLmixedL
modelsaLGeneticshSelectionhEvolutionXL2010XLgeXLd 4.9 43

4 udditiveLgeneticLvariabilityLandLtheLvayesianLalphabetaLGeneticsXL2009XLdlfXLfgkYif 4 308

3 PredictingLquantitativeLtraitsLwithLregressionLmodelsLforLdenseLmolecularLmarkersLandLpedigreeaL
GeneticsXL2009XLdleXLfkhYlh 4 392

2 InferringLgeneticLvaluesLforLquantitativeLtraitsLnonYparametricallyaLGeneticalhResearchXL2008XLmcXLhehYgc 1.1 48

1 RegularizedLselectionLindicesLforLbreedingLvalueLpredictionLusingLhyperYspectralLimageLdata 1
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