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k Paper IF Citations

100 GenomeeEnabledOPredictionOMethodsOBasedOonOMachineOLearningffOMethodskinkMolecularkBiologydO
2022dOkmopdOiqrekiq 1.4 0

99 PredictionOofObiologicalOageOandOevaluationOofOgenomeewideOdynamicOmethylomicOchangesO
throughoutOhumanOagingfOG3:kGenesykGenomesykGeneticsdO2021dO 3.2 1

98 FeatureOSelectionOStabilityOandOzccuracyOofOPredictionOModelsOforOGenomicOPredictionOofOResidualO
FeedOIntakeOinOPigsOUsingOMachineOLearningfOFrontierskinkGeneticsdO2021dOikdOoiinho 4.5 5

97 DeepOlearningOversusOparametricOandOensembleOmethodsOforOgenomicOpredictionOofOcomplexO
phenotypesfOGeneticskSelectionkEvolutiondO2020dOnkdOik 4.9 44

96 IntegrationOofOsingleOnucleotideOvariantsOandOwholeegenomeODNzOmethylationOprofilesOforO
classificationOofOrheumatoidOarthritisOcasesOfromOcontrolsfOHereditydO2020dOikmdOonqeopm 3.6 8

95 zOMultipleeTraitOBayesianOLassoOforOGenomeeEnabledOznalysisOandOPredictionOofOComplexOTraitsfO
GeneticsdO2020dOkimdOlhnelli 4 5

94 InferringOtraitespecificOsimilarityOamongOindividualsOfromOmolecularOmarkersOandOphenotypesOwithO
BayesianOregressionfOTheoreticalkPopulationkBiologydO2020dOilkdOmpenr 1.2 4

93 MachineOLearningOPredictionOofOCrossbredOPigOFeedOEfficiencyOandOGrowthORateOFromOSingleO
NucleotideOPolymorphismsfOFrontierskinkGeneticsdO2020dOiidOnopqiq 4.5 4

92 NewODeepOLearningOGenomiceBasedOPredictionOModelOforOMultipleOTraitsOwithOBinarydOOrdinaldOandO
ContinuousOPhenotypesfOG3:kGenesykGenomesykGeneticsdO2019dOrdOinmneinno 3.2 41

91 zOrobustOBayesianOgenomeebasedOmedianOregressionOmodelfOTheoreticalkandkAppliedkGeneticsdO2019dO
ilkdOinqpeioho 6 1

90 DeepOKernelOandODeepOLearningOforOGenomeeBasedOPredictionOofOSingleOTraitsOinOMultienvironmentO
BreedingOTrialsfOFrontierskinkGeneticsdO2019dOihdOiioq 4.5 25

89 JointOUseOofOGenomedOPedigreedOandOTheirOInteractionOwithOEnvironmentOforOPredictingOtheO
PerformanceOofOWheatOLinesOinONewOEnvironmentsfOG3:kGenesykGenomesykGeneticsdO2019dOrdOkrknekrlm 3.2 7

88
zOBenchmarkingOBetweenODeepOLearningdOSupportOVectorOMachineOandOBayesianOThresholdOBestO
LinearOUnbiasedOPredictionOforOPredictingOOrdinalOTraitsOinOPlantOBreedingfOG3:kGenesykGenomesyk
GeneticsdO2019dOrdOohieoiq

3.2 51

87 zOcertainOinvarianceOpropertyOofOBLUEOinOaOwholeegenomeOregressionOcontextfOJournalkofkAnimalk
BreedingkandkGeneticsdO2019dOilodOiileiip 2.9 2

86 zpplicationsOofOMachineOLearningOMethodsOtoOGenomicOSelectionOinOBreedingOWheatOforORustO
ResistancefOPlantkGenomedO2018dOiidOiphihm 4.4 58

85 PredictionOofOComplexOTraitssORobustOzlternativesOtoOBestOLinearOUnbiasedOPredictionfOFrontierskink
GeneticsdO2018dOrdOirn 4.5 11

84 PredictiveOabilityOofOgenomeeassistedOstatisticalOmodelsOunderOvariousOformsOofOgeneOactionfO
ScientifickReportsdO2018dOqdOiklhr 4.9 25
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83 IncludingOPhenotypicOCausalONetworksOinOGenomeeWideOzssociationOStudiesOUsingOMixedOEffectsO
StructuralOEquationOModelsfOFrontierskinkGeneticsdO2018dOrdOmnn 4.5 15

82 MultieenvironmentOGenomicOPredictionOofOPlantOTraitsOUsingODeepOLearnersOWithODenseO
zrchitecturefOG3:kGenesykGenomesykGeneticsdO2018dOqdOlqilelqkq 3.2 58

81 MultietraitdOMultieenvironmentODeepOLearningOModelingOforOGenomiceEnabledOPredictionOofOPlantO
TraitsfOG3:kGenesykGenomesykGeneticsdO2018dOqdOlqkrelqmh 3.2 55

80 zOpredictiveOassessmentOofOgeneticOcorrelationsObetweenOtraitsOinOchickensOusingOmarkersfOGeneticsk
SelectionkEvolutiondO2017dOmrdOio 4.9 26

79 zssessingOgenomicOpredictionOaccuracyOforOHolsteinOsiresOusingObootstrapOaggregationOsamplingOandO
leaveeoneeoutOcrossOvalidationfOJournalkofkDairykSciencedO2017dOihhdOmnlemom 4 14

78 GenomeewideOassociationOanalysisOinOdogsOimplicatesOrrOlociOasOriskOvariantsOforOanteriorOcruciateO
ligamentOrupturefOPLoSkONEdO2017dOikdOehiplqih 3.7 25

77 ItOisOunlikelyOthatOgenomicOselectionOwillOeverObeOihhTOaccuratefOJournalkofkAnimalkBreedingkandk
GeneticsdO2017dOilmdOmlqemmh 2.9 2

76 CrosseValidationOWithoutODoingOCrosseValidationOinOGenomeeEnabledOPredictionfOG3:kGenesyk
GenomesykGeneticsdO2016dOodOlihpelikq 3.2 28

75 GenomeeWideOzssociationOStudiesOwithOaOGenomicORelationshipOMatrixsOzOCaseOStudyOwithOWheatO
andOzrabidopsisfOG3:kGenesykGenomesykGeneticsdO2016dOodOlkmielkno 3.2 16

74 IncorporatingOparenteofeoriginOeffectsOinOwholeegenomeOpredictionOofOcomplexOtraitsfOGeneticsk
SelectionkEvolutiondO2016dOmqdOlm 4.9 7

73 DifferentialOcontributionOofOgenomicOregionsOtoOmarkedOgeneticOvariationOandOpredictionOofO
quantitativeOtraitsOinObroilerOchickensfOGeneticskSelectionkEvolutiondO2016dOmqdOih 4.9 20

72 GenomeeenabledOpredictionOusingOprobabilisticOneuralOnetworkOclassifiersfOBMCkGenomicsdO2016dOipdOkhq 4.5 35

71 ImprovingOreliabilityOofOgenomicOpredictionsOforOJerseyOsiresOusingObootstrapOaggregationOsamplingfO
JournalkofkDairykSciencedO2016dOrrdOlolkelomn 4 6

70 DoOMolecularOMarkersOInformOzboutOPleiotropyxfOGeneticsdO2015dOkhidOkler 4 42

69 TheOCausalOMeaningOofOGenomicOPredictorsOandOHowOItOzffectsOConstructionOandOComparisonOofO
GenomeeEnabledOSelectionOModelsfOGeneticsdO2015dOkhhdOmqlerm 4 17

68 GenomicOheritabilitysOwhatOisOitxfOPLoSkGeneticsdO2015dOiidOeihhnhmq 6 183

67 zpplicationOofOneuralOnetworksOwithObackepropagationOtoOgenomeeenabledOpredictionOofOcomplexO
traitsOinOHolsteineFriesianOandOGermanOFleckviehOcattlefOGeneticskSelectionkEvolutiondO2015dOmpdOkk 4.9 43

66 DefiningOwindoweboundariesOforOgenomicOanalysesOusingOsmoothingOsplineOtechniquesfOGeneticsk
SelectionkEvolutiondO2015dOmpdOlh 4.9 51
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65 zOGWzSOassessmentOofOtheOcontributionOofOgenomicOimprintingOtoOtheOvariationOofObodyOmassOindexO
inOmicefOBMCkGenomicsdO2015dOiodOnpo 4.5 8

64 PredictionOofOPlantOHeightOinOzrabidopsisOthalianaOUsingODNzOMethylationODatafOGeneticsdO2015dOkhidOpprerl4 45

63 OneOhundredOyearsOofOstatisticalOdevelopmentsOinOanimalObreedingfOAnnualkReviewkofkAnimalk
BiosciencesdO2015dOldOireno 13.7 44

62 GenomeeenabledOpredictionOofOquantitativeOtraitsOinOchickensOusingOgenomicOannotationfOBMCk
GenomicsdO2014dOindOihr 4.5 31

61 MachineOlearningOmethodsOandOpredictiveOabilityOmetricsOforOgenomeewideOpredictionOofOcomplexO
traitsfOLivestockkSciencedO2014dOioodOkipekli 1.7 73

60 WholeOgenomeOpredictionOofObladderOcancerOriskOwithOtheOBayesianOLzSSOfOGenetickEpidemiologydO
2014dOlqdOmopepo 2.6 10

59 zOgenomeewideOscanOforOevidenceOofOselectionOinOaOmaizeOpopulationOunderOlongetermOartificialO
selectionOforOearOnumberfOGeneticsdO2014dOirodOqkremh 4 47

58 EnhancingOgenomeeenabledOpredictionObyObaggingOgenomicOBLUPfOPLoSkONEdO2014dOrdOeriorl 3.7 32

57 MetaeanalysisOofOcandidateOgeneOeffectsOusingObayesianOparametricOandOnoneparametricOapproachesfO
JournalkofkGenomicsdO2014dOkdOieir 0.9 1

56 KernelebasedOwholeegenomeOpredictionOofOcomplexOtraitssOaOreviewfOFrontierskinkGeneticsdO2014dOndOlol 4.5 88

55 KernelebasedOvarianceOcomponentOestimationOandOwholeegenomeOpredictionOofOpreecorrectedO
phenotypesOandOprogenyOtestsOforOdairyOcowOhealthOtraitsfOFrontierskinkGeneticsdO2014dOndOno 4.5 21

54 BayesianOgenomiceenabledOpredictionOasOanOinverseOproblemfOG3:kGenesykGenomesykGeneticsdO2014dOmdOirriekhhi3.2 5

53 EffectOofOgenotypeOimputationOonOgenomeeenabledOpredictionOofOcomplexOtraitssOanOempiricalOstudyO
withOmiceOdatafOBMCkGeneticsdO2014dOindOimr 2.6 10

52 BayesianOanalysisOofOadditiveOepistasisOarisingOfromOnewOmutationsOinOmicefOGeneticalkResearchdO2014dO
rodOehhq 1.1 2

51 PriorsOinOwholeegenomeOregressionsOtheObayesianOalphabetOreturnsfOGeneticsdO2013dOirmdOnplero 4 248

50 PredictingOcomplexOtraitsOusingOaOdiffusionOkernelOonOgeneticOmarkersOwithOanOapplicationOtoOdairyO
cattleOandOwheatOdatafOGeneticskSelectionkEvolutiondO2013dOmndOip 4.9 28

49 EvaluationOofOlinkageOdisequilibriumOinOwheatOwithOanOLieregularizedOsparseOMarkovOnetworkfO
TheoreticalkandkAppliedkGeneticsdO2013dOikodOirriekhhk 6 4

48 PredictingOexpectedOprogenyOdifferenceOforOmarblingOscoreOinOzngusOcattleOusingOartificialOneuralO
networksOandOBayesianOregressionOmodelsfOGeneticskSelectionkEvolutiondO2013dOmndOlm 4.9 35

Daniel Gianola

4



47 ContributionOofOanOadditiveOlocusOtoOgeneticOvarianceOwhenOinheritanceOisOmultiefactorialOwithO
implicationsOonOinterpretationOofOGWzSfOTheoreticalkandkAppliedkGeneticsdO2013dOikodOimnpepk 6 16

46 SensitivityOtoOpriorOspecificationOinOBayesianOgenomeebasedOpredictionOmodelsfOStatisticalk
ApplicationskinkGeneticskandkMolecularkBiologydO2013dOikdOlpneri 1.2 26

45 OnOmeasuresOofOassociationOamongOgeneticOvariablesfOAnimalkGeneticsdO2012dOmlOSupplOidOireln 2.5 9

44 zOhighOresolutionOgenomeewideOscanOforOsignificantOselectiveOsweepssOanOapplicationOtoOpooledO
sequenceOdataOinOlayingOchickensfOPLoSkONEdO2012dOpdOemrnkn 3.7 44

43 zccuracyOofOGenomeeEnabledOPredictionOinOaODairyOCattleOPopulationOusingODifferentO
CrosseValidationOLayoutsfOFrontierskinkGeneticsdO2012dOldOkp 4.5 24

42 UsingOwholeegenomeOsequenceOdataOtoOpredictOquantitativeOtraitOphenotypesOinODrosophilaO
melanogasterfOPLoSkGeneticsdO2012dOqdOeihhkoqn 6 144

41 ComparisonObetweenOlinearOandOnoneparametricOregressionOmodelsOforOgenomeeenabledOpredictionO
inOwheatfOG3:kGenesykGenomesykGeneticsdO2012dOkdOinrneohn 3.2 130

40 zOcomprehensiveOgeneticOapproachOforOimprovingOpredictionOofOskinOcancerOriskOinOhumansfOGeneticsdO
2012dOirkdOimrlenhk 4 44

39 znOensembleebasedOapproachOtoOimputationOofOmoderateedensityOgenotypesOforOgenomicOselectionO
withOapplicationOtoOzngusOcattlefOGeneticalkResearchdO2012dOrmdOillenh 1.1 29

38 PredictingOcomplexOquantitativeOtraitsOwithOBayesianOneuralOnetworkssOaOcaseOstudyOwithOJerseyO
cowsOandOwheatfOBMCkGeneticsdO2011dOikdOqp 2.6 135

37 zOprimerOonOhighethroughputOcomputingOforOgenomicOselectionfOFrontierskinkGeneticsdO2011dOkdOm 4.5 14

36 MarkereassistedOpredictionOofOnoneadditiveOgeneticOvaluesfOGeneticadO2011dOilrdOqmlenm 1.5 20

35 zpplicationOofOsupportOvectorOregressionOtoOgenomeeassistedOpredictionOofOquantitativeOtraitsfO
TheoreticalkandkAppliedkGeneticsdO2011dOikldOihonepm 6 44

34 LongetermOimpactsOofOgenomeeenabledOselectionfOJournalkofkAppliedkGeneticsdO2011dOnkdOmopeqh 2.5 12

33 InferringOcausalOphenotypeOnetworksOusingOstructuralOequationOmodelsfOGeneticskSelectionkEvolutiondO
2011dOmldOo 4.9 77

32 zpplicationOofOsiteOandOhaplotypeefrequencyObasedOapproachesOforOdetectingOselectionOsignaturesOinO
cattlefOBMCkGenomicsdO2011dOikdOliq 4.5 110

31 PredictionOofObodyOmassOindexOinOmiceOusingOdenseOmolecularOmarkersOandOaOregularizedOneuralO
networkfOGeneticalkResearchdO2011dOrldOiqrekhi 1.1 51

30 PredictingOgeneticOpredispositionOinOhumanssOtheOpromiseOofOwholeegenomeOmarkersfONaturek
ReviewskGeneticsdO2010dOiidOqqheo 30.1 205
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29 SemieparametricOgenomiceenabledOpredictionOofOgeneticOvaluesOusingOreproducingOkernelOHilbertO
spacesOmethodsfOGeneticalkResearchdO2010dOrkdOkrnelhq 1.1 221

28 LkeBoostingOalgorithmOappliedOtoOhighedimensionalOproblemsOinOgenomicOselectionfOGeneticalk
ResearchdO2010dOrkdOkkpelp 1.1 20

27 RadialObasisOfunctionOregressionOmethodsOforOpredictingOquantitativeOtraitsOusingOSNPOmarkersfO
GeneticalkResearchdO2010dOrkdOkhrekn 1.1 35

26 PredictionOofOgeneticOvaluesOofOquantitativeOtraitsOinOplantObreedingOusingOpedigreeOandOmolecularO
markersfOGeneticsdO2010dOiqodOpilekm 4 508

25 zOtwoestepOmethodOforOdetectingOselectionOsignaturesOusingOgeneticOmarkersfOGeneticalkResearchdO
2010dOrkdOimienn 1.1 30

24 GenomiceEnabledOPredictionOBasedOonOMolecularOMarkersOandOPedigreeOUsingOtheOBayesianOLinearO
RegressionOPackageOinORfOPlantkGenomedO2010dOldOihoeiio 4.4 151

23 zOnoneparametricOmixtureOmodelOforOgenomeeenabledOpredictionOofOgeneticOvalueOforOaOquantitativeO
traitfOGeneticadO2010dOilqdOrnrepp 1.5 8

22 zdditiveOgeneticOvariabilityOandOtheOBayesianOalphabetfOGeneticsdO2009dOiqldOlmpeol 4 308

21 ComparisonOofOclassificationOmethodsOforOdetectingOassociationsObetweenOSNPsOandOchickOmortalityfO
GeneticskSelectionkEvolutiondO2009dOmidOiq 4.9 15

20 GenomeeassistedOpredictionOofOaOquantitativeOtraitOmeasuredOinOparentsOandOprogenysOapplicationOtoO
foodOconversionOrateOinOchickensfOGeneticskSelectionkEvolutiondO2009dOmidOl 4.9 44

19 PredictingOquantitativeOtraitsOwithOregressionOmodelsOforOdenseOmolecularOmarkersOandOpedigreefO
GeneticsdO2009dOiqkdOlpneqn 4 392

18 InferringOgeneticOvaluesOforOquantitativeOtraitsOnoneparametricallyfOGeneticalkResearchdO2008dOrhdOnknemh 1.1 48

17 NonparametricOmethodsOforOincorporatingOgenomicOinformationOintoOgeneticOevaluationssOanO
applicationOtoOmortalityOinObroilersfOGeneticsdO2008dOipqdOklhneil 4 89

16 ReproducingOkernelOhilbertOspacesOregressionOmethodsOforOgenomicOassistedOpredictionOofO
quantitativeOtraitsfOGeneticsdO2008dOipqdOkkqrelhl 4 271

15 InferringOfixedOeffectsOinOaOmixedOlinearOmodelOfromOanOintegratedOlikelihoodfOActakAgriculturaek
Scandinavicak-kSectionkA:kAnimalkSciencedO2007dOnpdOiqleiri 0.6

14 OnOtheOquantitativeOgeneticsOofOmixtureOcharactersfOGeneticsdO2006dOipldOkkmpenn 4 14

13 zOThurstonianOmodelOforOquantitativeOgeneticOanalysisOofOrankssOaOBayesianOapproachfOGeneticsdO2006
dOipmdOioilekm 4 11

12 GenomiceassistedOpredictionOofOgeneticOvalueOwithOsemiparametricOproceduresfOGeneticsdO2006dOipldOipoiepo4 287
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11 QuantitativeOgeneticOmodelsOforOdescribingOsimultaneousOandOrecursiveOrelationshipsObetweenO
phenotypesfOGeneticsdO2004dOiopdOimhpekm 4 140

10 OnOmarkereassistedOpredictionOofOgeneticOvaluesObeyondOtheOridgefOGeneticsdO2003dOioldOlmpeon 4 81

9 LikelihooddOBayesiandOandOMCMCOMethodsOinOQuantitativeOGeneticsO2002dO 422

8 StatisticsOinOznimalOBreedingfOJournalkofkthekAmericankStatisticalkAssociationdO2000dOrndOkroekrr 2.8 9

7 MixedOeffectsOlinearOmodelsOwithOtedistributionsOforOquantitativeOgeneticOanalysissOaOBayesianO
approachfOGeneticskSelectionkEvolutiondO1999dOlidOkn 4.9 28

6 zttenuatingOeffectsOofOpreferentialOtreatmentOwithOStudentetOmixedOlinearOmodelssOaOsimulationO
studyfOGeneticskSelectionkEvolutiondO1998dOlhdOnon 4.9 15

5 BayesianOMethodsOinOznimalOBreedingOTheoryfOJournalkofkAnimalkSciencedO1986dOoldOkipekmm 0.7 231

4 TheoryOandOznalysisOofOThresholdOCharactersfOJournalkofkAnimalkSciencedO1982dOnmdOihpreihro 0.7 330

3 StatisticsOinOznimalOBreeding 2

2 GenomeewideOmethylationOpredictionOofObiologicalOageOusingOreproducingOkernelOHilbertOspacesOandO
BayesianOridgeOregressions 3

1 IncludingOphenotypicOcausalOnetworksOinOgenomeewideOassociationOstudiesOusingOmixedOeffectsO
structuralOequationOmodels 1
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