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138 HotNtopicoNaNunifiedNapproachNtoNutilizeNphenotypicaNfullNpedigreeaNandNgenomicNinformationNforN
geneticNevaluationNofNHolsteinNfinalNscorecNJournalmofmDairymScienceaN2010aNnhaNlihbjg 4 708

137 vNrelationshipNmatrixNincludingNfullNpedigreeNandNgenomicNinformationcNJournalmofmDairymScienceaN
2009aNngaNikjkbkh 4 493

136 πredictingNquantitativeNtraitsNwithNregressionNmodelsNforNdenseNmolecularNmarkersNandNpedigreecN
GeneticsaN2009aNfmgaNhljbmj 4 392

135 xomputingNproceduresNforNgeneticNevaluationNincludingNphenotypicaNfullNpedigreeaNandNgenomicN
informationcNJournalmofmDairymScienceaN2009aNngaNikimbjj 4 322

134 GenomebwideNassociationNmappingNincludingNphenotypesNfromNrelativesNwithoutNgenotypescN
GeneticalmResearchaN2012aNniaNlhbmh 1.1 278

133 πerformanceNofNgenomicNselectionNinNmicecNGeneticsaN2008aNfmeaNkffbm 4 257

132 wiasNinNgenomicNpredictionsNforNpopulationsNunderNselectioncNGeneticalmResearchaN2011aNnhaNhjlbkk 1.1 205

131 SingleNStepaNaNgeneralNapproachNforNgenomicNselectioncNLivestockmScienceaN2014aNfkkaNjibkj 1.7 172

130 OnNtheNadditiveNandNdominantNvarianceNandNcovarianceNofNindividualsNwithinNtheNgenomicNselectionN
scopecNGeneticsaN2013aNfnjaNfgghbhe 4 169

129 GenomebwideNassociationNmappingNincludingNphenotypesNfromNrelativesNwithoutNgenotypesNinNaN
singlebstepNVssGWvSWNforNkbweekNbodyNweightNinNbroilerNchickenscNFrontiersminmGeneticsaN2014aNjaNfhi 4.5 117

128 zfficientNcomputationNofNtheNgenomicNrelationshipNmatrixNandNotherNmatricesNusedNinNsinglebstepN
evaluationcNJournalmofmAnimalmBreedingmandmGeneticsaN2011aNfgmaNiggbm 2.9 101

127 GeneticNevaluationNusingNsinglebstepNgenomicNbestNlinearNunbiasedNpredictorNinNvmericanNvnguscN
JournalmofmAnimalmScienceaN2015aNnhaNgkjhbkg 0.7 94

126 SequencebNvscNchipbassistedNgenomicNselectionoNaccurateNbiologicalNinformationNisNadvisedcNGeneticsm
SelectionmEvolutionaN2015aNilaNih 4.9 86

125 “mprovedN×assoNforNgenomicNselectioncNGeneticalmResearchaN2011aNnhaNllbml 1.1 85

124 êonbadditiveNzffectsNinNGenomicNSelectioncNFrontiersminmGeneticsaN2018aNnaNlm 4.5 84

123 UsingNrecursionNtoNcomputeNtheNinverseNofNtheNgenomicNrelationshipNmatrixcNJournalmofmDairymScienceaN
2014aNnlaNhnihbjg 4 82

122 TechnicalNnoteoNxomputingNstrategiesNinNgenomebwideNselectioncNJournalmofmDairymScienceaN2008aNnfaNhkebk4 82
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121 WeightingNStrategiesNforNSinglebStepNGenomicNw×UπoNvnN“terativeNvpproachNforNvccurateNxalculationN
ofNGzwVNandNGWvScNFrontiersminmGeneticsaN2016aNlaNfjf 4.5 80

120 zffectNofNdifferentNgenomicNrelationshipNmatricesNonNaccuracyNandNscalecNJournalmofmAnimalmScienceaN
2011aNmnaNgklhbn 0.7 78

119 ggNvccuracyNofNindirectNpredictionsNforNlargeNdatasetsNbasedNonNpredictionNerrorNcovarianceNofNSêπN
effectsNfromNsinglebstepNGw×UπcNJournalmofmAnimalmScienceaN2020aNnmaNkbl 0.7 78

118 πSX““bhlNValidationNofNsinglebstepNGw×UπNgenomicNpredictionsNfromNthresholdNmodelsNusingNtheN
linearNregressionNmethodoNanNapplicationNinNchickenNmortalitycNJournalmofmAnimalmScienceaN2020aNnmaNgikbgil0.7 78

117 ”ointNgenomicNevaluationNofNFrenchNdairyNcattleNbreedsNusingNmultiplebtraitNmodelscNGeneticsm
SelectionmEvolutionaN2012aNiiaNhn 4.9 76

116 OrthogonalNzstimatesNofNVariancesNforNvdditiveaNyominanceaNandNzpistaticNzffectsNinNπopulationscN
GeneticsaN2017aNgekaNfgnlbfhel 4 69

115 vncestralNRelationshipsNUsingNéetafoundersoNFiniteNvncestralNπopulationsNandNvcrossNπopulationN
RelationshipscNGeneticsaN2015aNgeeaNijjbkm 4 61

114 GenomicNselectionNinNtheNFrenchN×acauneNdairyNsheepNbreedcNJournalmofmDairymScienceaN2012aNnjaNglghbhh 4 60

113 xomputationalNstrategiesNforNnationalNintegrationNofNphenotypicaNgenomicaNandNpedigreeNdataNinNaN
singlebstepNbestNlinearNunbiasedNpredictioncNJournalmofmDairymScienceaN2012aNnjaNikgnbij 4 58

112 GeneticNVariationNinNtheNSocialNznvironmentNxontributesNtoNHealthNandNyiseasecNPLoSmGeneticsaN2017
aNfhaNefeekinm 6 53

111 UnknownbparentNgroupsNinNsinglebstepNgenomicNevaluationcNJournalmofmAnimalmBreedingmandmGeneticsaN
2013aNfheaNgjgbm 2.9 53

110 vccuracyNofNestimatedNbreedingNvaluesNwithNgenomicNinformationNonNmalesaNfemalesaNorNbothoNanN
exampleNonNbroilerNchickencNGeneticsmSelectionmEvolutionaN2015aNilaNjk 4.9 52

109 SemibparametricNestimatesNofNpopulationNaccuracyNandNbiasNofNpredictionsNofNbreedingNvaluesNandN
futureNphenotypesNusingNtheN×RNmethodcNGeneticsmSelectionmEvolutionaN2018aNjeaNjh 4.9 52

108 vnalysisNofNfertilityNandNdystociaNinNHolsteinsNusingNrecursiveNmodelsNtoNhandleNcensoredNandN
categoricalNdatacNJournalmofmDairymScienceaN2007aNneaNgefgbgi 4 51

107 GenomicNanalysisNofNdominanceNeffectsNonNmilkNproductionNandNconformationNtraitsNinNFleckviehN
cattlecNGeneticsmSelectionmEvolutionaN2014aNikaNie 4.9 48

106 vNgenomeNscanNforNQT×NaffectingNresistanceNtoNHaemonchusNcontortusNinNsheepcNJournalmofmAnimalm
ScienceaN2012aNneaNikneblej 0.7 48

105 SinglebStepNGenomicNandNπedigreeNGenotypeNˆ�NznvironmentN“nteractionNéodelsNforNπredictingN
WheatN×inesNinN“nternationalNznvironmentscNPlantmGenomeaN2017aNfeaNplantgenomegefkcenceemn 4.4 47

104 éethodsNtoNapproximateNreliabilitiesNinNsinglebstepNgenomicNevaluationcNJournalmofmDairymScienceaN
2013aNnkaNkilbji 4 44

(2013-2016)
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103 vssessmentNofNaccuracyNofNgenomicNpredictionNforNFrenchN×acauneNdairyNsheepcNJournalmofmDairym
ScienceaN2014aNnlaNffelbfk 4 44

102 vNnoteNonNtheNrationaleNforNestimatingNgenealogicalNcoancestryNfromNmolecularNmarkerscNGeneticsm
SelectionmEvolutionaN2011aNihaNfbfe 4.9 43

101 GenomicNevaluationNbyNincludingNdominanceNeffectsNandNinbreedingNdepressionNforNpurebredNandN
crossbredNperformanceNwithNanNapplicationNinNpigscNGeneticsmSelectionmEvolutionaN2016aNimaNng 4.9 42

100 “mplementationNofNgenomicNrecursionsNinNsinglebstepNgenomicNbestNlinearNunbiasedNpredictorNforNUSN
HolsteinsNwithNaNlargeNnumberNofNgenotypedNanimalscNJournalmofmDairymScienceaN2016aNnnaNfnkmbfnli 4 42

99 TheNyimensionalityNofNGenomicN“nformationNandN“tsNzffectNonNGenomicNπredictioncNGeneticsaN2016aN
gehaNjlhbmf 4 42

98 GeneticNparametersNofNudderNtraitsaNsomaticNcellNscoreaNandNmilkNyieldNinN×atxaNsheepcNJournalmofm
DairymScienceaN2005aNmmaNgghmbij 4 42

97 xomparingNestimatesNofNgeneticNvarianceNacrossNdifferentNrelationshipNmodelscNTheoreticalm
PopulationmBiologyaN2016aNfelaNgkbhe 1.2 41

96
vpplicationNofNwayesianNleastNabsoluteNshrinkageNandNselectionNoperatorNV×vSSOWNandNwayesxˇ�N
methodsNforNgenomicNselectionNinNFrenchNHolsteinNandNéontbˆ'liardeNbreedscNJournalmofmDairym
ScienceaN2013aNnkaNjljbnf

4 40

95 HotNtopicoNUseNofNgenomicNrecursionsNinNsinglebstepNgenomicNbestNlinearNunbiasedNpredictorNVw×UπWN
withNaNlargeNnumberNofNgenotypescNJournalmofmDairymScienceaN2015aNnmaNienebi 4 39

94 FrequentistNpbvaluesNforNlargebscalebsingleNstepNgenomebwideNassociationaNwithNanNapplicationNtoN
birthNweightNinNvmericanNvngusNcattlecNGeneticsmSelectionmEvolutionaN2019aNjfaNgm 4.9 39

93 “ncorporationNofNcausativeNquantitativeNtraitNnucleotidesNinNsinglebstepNGw×UπcNGeneticsmSelectionm
EvolutionaN2017aNinaNjn 4.9 38

92 GenomicNw×UπNincludingNadditiveNandNdominantNvariationNinNpurebredsNandNFfNcrossbredsaNwithNanN
applicationNinNpigscNGeneticsmSelectionmEvolutionaN2016aNimaNk 4.9 34

91 éetafoundersNareNrelatedNtoNFNfixationNindicesNandNreduceNbiasNinNsinglebstepNgenomicNevaluationscN
GeneticsmSelectionmEvolutionaN2017aNinaNhi 4.9 34

90 xonstructingNcovarianceNfunctionsNforNrandomNregressionNmodelsNforNgrowthNinNGelbviehNbeefN
cattlecNJournalmofmAnimalmScienceaN2004aNmgaNfjkiblf 0.7 34

89 xurrentNstatusNofNgenomicNevaluationcNJournalmofmAnimalmScienceaN2020aNnmaN 0.7 33

88 SinglebStepNGenomicNzvaluationsNfromNTheoryNtoNπracticeoNUsingNSêπNxhipsNandNSequenceNyataNinN
w×UπFnecNGenesaN2020aNffaN 4.2 33

87 vpplicationNofNsinglebstepNgenomicNevaluationNforNcrossbredNperformanceNinNpigcNJournalmofmAnimalm
ScienceaN2016aNniaNnhkbim 0.7 33

86 éultibbreedNgeneticNevaluationNinNaNGelbviehNpopulationcNJournalmofmAnimalmBreedingmandmGeneticsaN
2007aNfgiaNgmkbnj 2.9 32
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85 GenomicNselectionNmodelsNforNdirectionalNdominanceoNanNexampleNforNlitterNsizeNinNpigscNGeneticsm
SelectionmEvolutionaN2018aNjeaNf 4.9 28

84 WithinbNandNacrossbbreedNgenomicNpredictionsNandNgenomicNrelationshipsNforNWesternNπyreneesN
dairyNsheepNbreedsN×atxaaNéanechaNandNwascobwˆ'arnaisecNJournalmofmDairymScienceaN2014aNnlaNhgeebfg 4 28

83 vNcomparisonNofNpartialNleastNsquaresNVπ×SWNandNsparseNπ×SNregressionsNinNgenomicNselectionNinN
FrenchNdairyNcattlecNJournalmofmDairymScienceaN2012aNnjaNgfgebhf 4 28

82 vNcomparisonNofNmethodsNforNwholebgenomeNQT×NmappingNusingNdenseNmarkersNinNfourNlivestockN
speciescNGeneticsmSelectionmEvolutionaN2015aNilaNk 4.9 26

81 “nvitedNreviewoNefficientNcomputationNstrategiesNinNgenomicNselectioncNAnimalaN2017aNffaNlhfblhk 3.1 25

80 ×inearNmodelsNforNjointNassociationNandNlinkageNQT×NmappingcNGeneticsmSelectionmEvolutionaN2009aNifaNih 4.9 25

79 zconomicNweightsNofNfertilityaNprolificacyaNmilkNyieldNandNlongevityNinNdairyNsheepcNAnimalaN2007aNfaNfnhbgeh3.1 24

78
FineNmappingNofNQT×NandNgenomicNpredictionNusingNallelebspecificNexpressionNSêπsNdemonstratesN
thatNtheNcomplexNtraitNofNgeneticNresistanceNtoNéarekUsNdiseaseNisNpredominantlyNdeterminedNbyN
transcriptionalNregulationcNBMCmGenomicsaN2015aNfkaNmfk

4.5 23

77 TechnicalNnoteoNGenomicNevaluationNforNcrossbredNperformanceNinNaNsinglebstepNapproachNwithN
metafounderscNJournalmofmAnimalmScienceaN2017aNnjaNfilgbfime 0.7 21

76 πedigreeNandNgenomicNevaluationNofNpigsNusingNaNterminalbcrossNmodelcNGeneticsmSelectionmEvolutionaN
2016aNimaNhg 4.9 21

75 zvaluatingNSequencebwasedNGenomicNπredictionNwithNanNzfficientNêewNSimulatorcNGeneticsaN2017aN
gejaNnhnbnjh 4 20

74 GeneticNevaluationNforNthreebwayNcrossbreedingcNGeneticsmSelectionmEvolutionaN2015aNilaNnm 4.9 20

73 GeneticNevaluationNwithNmajorNgenesNandNpolygenicNinheritanceNwhenNsomeNanimalsNareNnotN
genotypedNusingNgeneNcontentNmultiplebtraitNw×UπcNGeneticsmSelectionmEvolutionaN2015aNilaNmn 4.9 19

72 QualityNcontrolNofNgenotypesNusingNheritabilityNestimatesNofNgeneNcontentNatNtheNmarkercNGeneticsaN
2015aNfnnaNkljbmf 4 19

71
zvaluationNofNtheNutilityNofNdiagonalNelementsNofNtheNgenomicNrelationshipNmatrixNasNaNdiagnosticN
toolNtoNdetectNmislabelledNgenotypedNanimalsNinNaNbroilerNchickenNpopulationcNJournalmofmAnimalm
BreedingmandmGeneticsaN2011aNfgmaNhmkbnh

2.9 19

70 yominanceNandNepistaticNgeneticNvariancesNforNlitterNsizeNinNpigsNusingNgenomicNmodelscNGeneticsm
SelectionmEvolutionaN2018aNjeaNlf 4.9 19

69
GeneticNparametersNforNgrowthNandNfaecalNwormNeggNcountNfollowingNHaemonchusNcontortusN
experimentalNinfestationsNusingNpedigreeNandNmolecularNinformationcNGeneticsmSelectionmEvolutionaN
2014aNikaNfh

4.9 18

68 GeneticNparametersNofNproductNqualityNandNhepaticNmetabolismNinNfattenedNmuleNduckscNJournalmofm
AnimalmScienceaN2011aNmnaNkknbln 0.7 18
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67 zconomicNweightsNofNsomaticNcellNscoreNinNdairyNsheepcNAnimalaN2007aNfaNgejbfg 3.1 18

66 GeneticNparametersNofNmilkNtraitsNinN×atxaNdairyNsheepcNAnimalmScienceaN2001aNlhaNielbifg 18

65 TestNdayNmodelsNandNgeneticNparametersNinN×atxaNandNéanchegaNdairyNewescNLivestockmScienceaN2001
aNklaNgjhbgki 18

64
vlternativeNSêπNweightingNforNsinglebstepNgenomicNbestNlinearNunbiasedNpredictorNevaluationNofN
statureNinNUSNHolsteinsNinNtheNpresenceNofNselectedNsequenceNvariantscNJournalmofmDairymScienceaN2019
aNfegaNfeefgbfeefn

4 18

63 éultivariateNgenomicNmodelNimprovesNanalysisNofNoilNpalmNVzlaeisNguineensisN”acqcWNprogenyNtestscN
MolecularmBreedingaN2016aNhkaNf 3.4 17

62 xomputationNofNderegressedNproofsNforNgenomicNselectionNwhenNownNphenotypesNexistNwithNanN
applicationNinNFrenchNshowbjumpingNhorsescNJournalmofmAnimalmScienceaN2013aNnfaNfelkbmj 0.7 17

61 FineNtuningNgenomicNevaluationsNinNdairyNcattleNthroughNSêπNprebselectionNwithNtheNzlasticbêetN
algorithmcNGeneticalmResearchaN2011aNnhaNienbfl 1.1 17

60 TechnicalNnoteoNGenomicNevaluationNforNcrossbredNperformanceNinNaNsinglebstepNapproachNwithN
metafounderscNJournalmofmAnimalmScienceaN2017aNnjaNfilg 0.7 17

59 éodelingNmissingNpedigreeNinNsinglebstepNgenomicNw×UπcNJournalmofmDairymScienceaN2019aNfegaNghhkbghik 4 17

58 TheNeffectsNofNselectiveNbreedingNagainstNscrapieNsusceptibilityNonNtheNgeneticNvariabilityNofNtheN
×atxaNwlackbFacedNsheepNbreedcNGeneticsmSelectionmEvolutionaN2006aNhmaNinjbjff 4.9 16

57 “nfluenceNofNepistasisNonNresponseNtoNgenomicNselectionNusingNcompleteNsequenceNdatacNGeneticsm
SelectionmEvolutionaN2017aNinaNkk 4.9 15

56 UseNofNaNreducedNsetNofNsingleNnucleotideNpolymorphismsNforNgeneticNevaluationNofNresistanceNtoN
SalmonellaNcarrierNstateNinNlayingNhenscNPoultrymScienceaN2011aNneaNlhfbk 3.9 14

55 UsingNtheNproductNthresholdNmodelNforNestimatingNseparatelyNtheNeffectNofNtemperatureNonNmaleN
andNfemaleNfertilitycNJournalmofmAnimalmScienceaN2011aNmnaNhnmhbnj 0.7 14

54 wiasNandNaccuracyNofNdairyNsheepNevaluationsNusingNw×UπNandNSSGw×UπNwithNmetafoundersNandN
unknownNparentNgroupscNGeneticsmSelectionmEvolutionaN2020aNjgaNil 4.9 14

53 “nbreedingNandNeffectiveNpopulationNsizeNinNFrenchNdairyNsheepoNxomparisonNbetweenNgenomicNandN
pedigreeNestimatescNJournalmofmDairymScienceaN2019aNfegaNigglbighl 4 13

52 GWvSNbyNGw×UπoNSingleNandNéultimarkerNzéévXNandNwayesNFactorsaNwithNanNzxampleNinNyetectionN
ofNaNéajorNGeneNforNHorseNGaitcNG3:mGenes,mGenomes,mGeneticsaN2018aNmaNghefbghem 3.2 13

51 GenomicNéodelNwithNxorrelationNwetweenNvdditiveNandNyominanceNzffectscNGeneticsaN2018aNgenaNlffblgh4 12

50 wayesianNmodelNselectionNofNcontemporaryNgroupsNforNw×UπNgeneticNevaluationNinN×atxaNdairyN
sheepcNLivestockmScienceaN2005aNnhaNgejbgfg 12
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49
yifferencesNbetweenNgenomicbbasedNandNpedigreebbasedNrelationshipsNinNaNchickenNpopulationaNasNaN
functionNofNqualityNcontrolNandNpedigreeNlinksNamongNindividualscNJournalmofmAnimalmBreedingmandm
GeneticsaN2014aNfhfaNiijbjf

2.9 11

48 yifferentNwaysNtoNmodelNbiologicalNrelationshipsNbetweenNfertilityNandNpHNofNtheNsemenNinNrabbitscN
JournalmofmAnimalmScienceaN2011aNmnaNfgnibheh 0.7 11

47
πedigreebbasedNestimationNofNcovarianceNbetweenNdominanceNdeviationsNandNadditiveNgeneticN
effectsNinNclosedNrabbitNlinesNconsideringNinbreedingNandNusingNaNcomputationallyNsimplerNequivalentN
modelcNJournalmofmAnimalmBreedingmandmGeneticsaN2017aNfhiaNfmibfnj

2.9 10

46 GeneticNbasisNofNsemenNtraitsNandNtheirNrelationshipNwithNgrowthNrateNinNrabbitscNJournalmofmAnimalm
ScienceaN2012aNneaNfhmjbnl 0.7 10

45 ValidationNofNmodelsNforNanalysisNofNranksNinNhorseNbreedingNevaluationcNGeneticsmSelectionmEvolutionaN
2010aNigaNh 4.9 10

44 zffectsNofNignoringNinbreedingNinNmodelbbasedNaccuracyNforNw×UπNandNSSGw×UπcNJournalmofmAnimalm
BreedingmandmGeneticsaN2020aNfhlaNhjkbhki 2.9 9

43 vNfastNindirectNmethodNtoNcomputeNfunctionsNofNgenomicNrelationshipsNconcerningNgenotypedNandN
ungenotypedNindividualsaNforNdiversityNmanagementcNGeneticsmSelectionmEvolutionaN2017aNinaNml 4.9 9

42 “mputationNofNgenotypesNinNyanishNpurebredNandNtwobwayNcrossbredNpigsNusingNlowbdensityNpanelscN
GeneticsmSelectionmEvolutionaN2015aNilaNji 4.9 9

41 vNcomparisonNofNmethodsNtoNestimateNgenomicNrelationshipsNusingNpedigreeNandNmarkersNinN
livestockNpopulationscNJournalmofmAnimalmBreedingmandmGeneticsaN2016aNfhhaNijgbikg 2.9 9

40 πurebredNandNxrossbredNGenomicNzvaluationNandNéateNvllocationNStrategiesNToNzxploitNyominanceN
inNπigNxrossbreedingNSchemescNG3:mGenes,mGenomes,mGeneticsaN2020aNfeaNgmgnbgmif 3.2 8

39
RoleNofNinbreedingNdepressionaNnonbinbredNdominanceNdeviationsNandNrandomNyearbseasonNeffectNinN
geneticNtrendsNforNprolificacyNinNclosedNrabbitNlinescNJournalmofmAnimalmBreedingmandmGeneticsaN2017aN
fhiaNiifbijg

2.9 8

38 VarianceNandNcovarianceNofNactualNrelationshipsNbetweenNrelativesNatNoneNlocuscNPLoSmONEaN2013aNmaNejleeh3.7 8

37
TechnicalNnoteoNvvoidingNtheNdirectNinversionNofNtheNnumeratorNrelationshipNmatrixNforNgenotypedN
animalsNinNsinglebstepNgenomicNbestNlinearNunbiasedNpredictionNsolvedNwithNtheNpreconditionedN
conjugateNgradientcNJournalmofmAnimalmScienceaN2017aNnjaNin

0.7 8

36
ValidationNofNsinglebstepNGw×UπNgenomicNpredictionsNfromNthresholdNmodelsNusingNtheNlinearN
regressionNmethodoNvnNapplicationNinNchickenNmortalitycNJournalmofmAnimalmBreedingmandmGeneticsaN
2021aNfhmaNibfh

2.9 8

35 zconomicNweightsNforNmajorNmilkNconstituentsNofNéanchegaNdairyNewescNJournalmofmDairymScienceaN
2010aNnhaNhhehbn 4 7

34 wehaviorNofNtheN×inearNRegressionNmethodNtoNestimateNbiasNandNaccuraciesNwithNcorrectNandN
incorrectNgeneticNevaluationNmodelscNJournalmofmDairymScienceaN2020aNfehaNjgnbjii 4 7

33 GenomicNselectionNforNcarrierbstateNresistanceNinNchickenNcommercialNlinescNBMCmProceedingsaN2011aNjN
SupplNiaNSgi 2.3 6

32 ShortNcommunicationoNéethodsNtoNcomputeNgenomicNinbreedingNforNungenotypedNindividualscN
JournalmofmDairymScienceaN2020aNfehaNhhkhbhhkl 4 6

(2020-2014)
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31 GenomicNpredictionNofNhybridNcropsNallowsNdisentanglingNdominanceNandNepistasiscNGeneticsaN2021aN
gfmaN 4 6

30
TechnicalNnoteoNvvoidingNtheNdirectNinversionNofNtheNnumeratorNrelationshipNmatrixNforNgenotypedN
animalsNinNsinglebstepNgenomicNbestNlinearNunbiasedNpredictionNsolvedNwithNtheNpreconditionedN
conjugateNgradientcNJournalmofmAnimalmScienceaN2017aNnjaNinbjg

0.7 5

29 πroductNversusNadditiveNthresholdNmodelsNforNanalysisNofNreproductionNoutcomesNinNanimalNgeneticscN
JournalmofmAnimalmScienceaN2009aNmlaNgjfebm 0.7 5

28 zxploringNtheNinclusionNofNgenomicNinformationNandNmetafoundersNinN×atxaNdairyNsheepNgeneticN
evaluationscNJournalmofmDairymScienceaN2020aNfehaNkhikbkhjh 4 5

27 yissectingNtotalNgeneticNvarianceNintoNadditiveNandNdominanceNcomponentsNofNpurebredNandN
crossbredNpigNtraitscNAnimalaN2019aNfhaNgignbgihn 3.1 4

26 ×ySOoNaNprogramNtoNsimulateNpedigreesNandNmolecularNinformationNunderNvariousNevolutionaryN
forcescNJournalmofmAnimalmBreedingmandmGeneticsaN2012aNfgnaNiflbgf 2.9 4

25
FinebmappingNquantitativeNtraitNlociNwithNaNmediumNdensityNmarkerNpaneloNefficiencyNofNpopulationN
structuresNandNcomparisonNofNlinkageNdisequilibriumNlinkageNanalysisNmodelscNGeneticalmResearchaN
2012aNniaNgghbhi

1.1 4

24 GenomicNandNpedigreeNestimationNofNinbreedingNdepressionNforNsemenNtraitsNinNtheNwascobwˆ'arnaiseN
dairyNsheepNbreedcNJournalmofmDairymScienceaN2021aNfeiaNhggfbhghe 4 4

23 “nbreedingaNeffectiveNpopulationNsizeaNandNcoancestryNinNtheN×atxaNdairyNsheepNbreedcNJournalmofm
DairymScienceaN2020aNfehaNjgfjbjggk 4 3

22 vNcombinedNcoalescenceNgenebdroppingNtoolNforNevaluatingNgenomicNselectionNinNcomplexNscenariosN
VmsggsWcNJournalmofmAnimalmBreedingmandmGeneticsaN2016aNfhhaNmjbnf 2.9 3

21 ShortNcommunicationoNvccountingNforNnewNmutationsNinNgenomicNpredictionNmodelscNJournalmofm
DairymScienceaN2013aNnkaNjhnmbieg 4 3

20 zstimatesNofNtheNactualNrelationshipNbetweenNhalfbsibsNinNaNpigNpopulationcNJournalmofmAnimalm
BreedingmandmGeneticsaN2017aNfhiaNfenbffm 2.9 3

19 TheNcoefficientNofNdominanceNisNnotNValwaysWNestimableNwithNbiallelicNmarkerscNJournalmofmAnimalm
BreedingmandmGeneticsaN2014aNfhfaNnlbfei 2.9 3

18 TheoreticalNandNempiricalNcomparisonsNofNexpectedNandNrealizedNrelationshipsNforNtheN
XbchromosomecNGeneticsmSelectionmEvolutionaN2020aNjgaNje 4.9 3

17 G“wwSTHURoNSoftwareNforNzstimatingNVarianceNxomponentsNandNπredictingNwreedingNValuesNforN
RankingNTraitsNwasedNonNaNThurstonianNéodelcNAnimalsaN2020aNfeaN 3.1 2

16 yoesNprobabilisticNmodellingNofNlinkageNdisequilibriumNevolutionNimproveNtheNaccuracyNofNQT×N
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