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165 VariantsNWithinNGenesNandNareNwssociatedNWithNzivergentNFecalN×ggNyountsNinNKatahdinNSheepNatN
WeaningddNFrontierskinkGeneticsbN2022bNgibNngmigo 4.5 1

164 TowardsNtheNdetectionNofNcopyNnumberNvariationNfromNsingleNspermNsequencingNinNcattleddNBMCk
GenomicsbN2022bNhibNhgk 4.5

163 VarGoatsNprojectpNaNdatasetNofNggkoNwholecgenomeNsequencesNtoNdissectNyapraNhircusNglobalN
diversitydNGeneticskSelectionkEvolutionbN2021bNkibNnl 4.9 4

162 zetectionNofNcopyNnumberNvariantsNinNwfricanNgoatsNusingNwholeNgenomeNsequenceNdatadNBMCk
GenomicsbN2021bNhhbNion 4.5 0

161 FunctionalNVariantsNSurroundingN×ndothelinNhNwreNwssociatedNWithNSubspeciesNInfectiondNFrontierskink
VeterinarykSciencebN2021bNnbNlhkihi 3.1 1

160
×xperiencesNfromNtheNImplementationNofNyommunitycxasedNGoatNxreedingNProgramsNinNMalawiNandN
UgandapNwNPotentialNwpproachNforNyonservationNandNImprovementNofNIndigenousNSmallNRuminantsN
inNSmallholderNFarmsdNSustainabilitybN2021bNgibNgjoj

3.6 2

159 SingleccellNtranscriptomicNanalysesNofNdairyNcattleNruminalNepithelialNcellsNduringNweaningdNGenomicsbN
2021bNggibNhfjkchfkk 4.3 3

158 GenomicNevaluationNofNdairyNheiferNlivabilitydNJournalkofkDairykSciencebN2021bNgfjbNnokocnolk 4 0

157 yomprehensiveNanalysesNofNmhiNtranscriptomesNenhanceNgeneticNandNbiologicalNinterpretationsNforN
complexNtraitsNinNcattledNGenomekResearchbN2020bNifbNmofcnfg 9.7 40

156 yomparativeNwholeNgenomeNzNwNmethylationNprofilingNacrossNcattleNtissuesNrevealsNglobalNandN
tissuecspecificNmethylationNpatternsdNBMCkBiologybN2020bNgnbNnk 7.3 11

155 TangibleNandNintangibleNbenefitsNofNlocalNgoatsNrearingNinNsmallholderNfarmsNinNMalawidNSmallk
RuminantkResearchbN2020bNgnmbNgflfok 1.7 11

154 GenomecwideNyNVNanalysisNrevealedNvariantsNassociatedNwithNgrowthNtraitsNinNwfricanNindigenousN
goatsdNGenomicsbN2020bNgghbNgjmmcgjnf 4.3 4

153 zeNnovoNassemblyNofNtheNcattleNreferenceNgenomeNwithNsinglecmoleculeNsequencingdNGigaSciencebN
2020bNobN 7.6 140

152 IntegratingNSignalsNfromNSpermNMethylomeNwnalysisNandNGenomecWideNwssociationNStudyNforNaN
xetterNUnderstandingNofNMaleNFertilityNinNyattleddNEpigenomesbN2019bNibN 2.3 9

151 TimingNandN×xtentNofNInbreedingNinNwfricanNGoatsdNFrontierskinkGeneticsbN2019bNgfbNkim 4.5 8

150 yomparativeNanalysesNofNspermNzNwNmethylomesNamongNhumanbNmouseNandNcattleNprovideNinsightsN
intoNepigenomicNevolutionNandNcomplexNtraitsdNEpigeneticsbN2019bNgjbNhlfchml 5.7 14

149
yomputationalNdetectionNandNexperimentalNvalidationNofNsegmentalNduplicationsNandNassociatedN
copyNnumberNvariationsNinNwaterNbuffaloNWNxubalusNbubalisNYdNFunctionalkandkIntegrativekGenomicsbN
2019bNgobNjfocjgo

3.8 3
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148 wssignmentNofNvirusNandNantimicrobialNresistanceNgenesNtoNmicrobialNhostsNinNaNcomplexNmicrobialN
communityNbyNcombinedNlongcreadNassemblyNandNproximityNligationdNGenomekBiologybN2019bNhfbNgki 18.3 38

147 GenomeNtoNPhenomepNImprovingNwnimalNHealthbNProductionbNandNWellcxeingNcNwNNewNUSzwN
xlueprintNforNwnimalNGenomeNResearchNhfgnchfhmdNFrontierskinkGeneticsbN2019bNgfbNihm 4.5 47

146 ziversityNofNcopyNnumberNvariationNinNtheNworldwideNgoatNpopulationdNHereditybN2019bNghhbNlilcljl 3.6 29

145 yomparativeNwholeNgenomeNzNwNmethylationNprofilingNofNcattleNspermNandNsomaticNtissuesNrevealsN
strikingNhypomethylatedNpatternsNinNspermdNGigaSciencebN2018bNmbN 7.6 34

144 MetacanalysisNofNgenomecwideNassociationNstudiesNforNcattleNstatureNidentifiesNcommonNgenesNthatN
regulateNbodyNsizeNinNmammalsdNNaturekGeneticsbN2018bNkfbNilhcilm 36.3 139

143 GenomecwideNSNPNprofilingNofNworldwideNgoatNpopulationsNrevealsNstrongNpartitioningNofNdiversityN
andNhighlightsNpostcdomesticationNmigrationNroutesdNGeneticskSelectionkEvolutionbN2018bNkfbNkn 4.9 41

142 SignaturesNofNselectionNandNenvironmentalNadaptationNacrossNtheNgoatNgenomeNpostcdomesticationdN
GeneticskSelectionkEvolutionbN2018bNkfbNkm 4.9 69

141 SinglecmoleculeNsequencingNandNchromatinNconformationNcaptureNenableNdeNnovoNreferenceN
assemblyNofNtheNdomesticNgoatNgenomedNNaturekGeneticsbN2017bNjobNljiclkf 36.3 323

140 WholeNgenomeNstructuralNanalysisNofNyaribbeanNhairNsheepNrevealsNquantitativeNlinkNtoNWestNwfricanN
ancestrydNPLoSkONEbN2017bNghbNefgmofhg 3.7 13

139 zesignNandNvalidationNofNaNofKNSNPNgenotypingNassayNforNtheNwaterNbuffaloNWxubalusNbubalisYdNPLoSk
ONEbN2017bNghbNefgnkhhf 3.7 44

138 SystematicNProfilingNofNShortNTandemNRepeatsNinNtheNyattleNGenomedNGenomekBiologykandkEvolutionbN
2017bNobNhfcig 3.9 8

137 SignaturesNofNSelectionNforN×nvironmentalNwdaptationNandNZebuNˆ�NTaurineNHybridNFitnessNinN×astN
wfricanNShorthornNZebudNFrontierskinkGeneticsbN2017bNnbNln 4.5 40

136 PopulationcgeneticNpropertiesNofNdifferentiatedNcopyNnumberNvariationsNinNcattledNScientifickReportsbN
2016bNlbNhiglg 4.9 52

135 IdentificationNofNaNnonsenseNmutationNinNwPwFgNthatNisNlikelyNcausalNforNaNdecreaseNinNreproductiveN
efficiencyNinNHolsteinNdairyNcattledNJournalkofkDairykSciencebN2016bNoobNlloiclmfg 4 47

134 ziversityNandNpopulationcgeneticNpropertiesNofNcopyNnumberNvariationsNandNmulticopyNgenesNinN
cattledNDNAkResearchbN2016bNhibNhkiclh 4.5 46

133 ReducedNrepresentationNbisulphiteNsequencingNofNtenNbovineNsomaticNtissuesNrevealsNzNwN
methylationNpatternsNandNtheirNimpactsNonNgeneNexpressiondNBMCkGenomicsbN2016bNgmbNmmo 4.5 20

132 GenomecwideNyNVNanalysisNrevealsNvariantsNassociatedNwithNgrowthNtraitsNinNxosNindicusdNBMCk
GenomicsbN2016bNgmbNjgo 4.5 44

131
yhangesNinNgeneticNselectionNdifferentialsNandNgenerationNintervalsNinNUSNHolsteinNdairyNcattleNasNaN
resultNofNgenomicNselectiondNProceedingskofkthekNationalkAcademykofkScienceskofkthekUnitedkStateskofk
AmericabN2016bNggibN×iookcjffj

11.5 259

(2016-2019)

3



130 yomparativeNanalysesNacrossNcattleNgendersNandNbreedsNrevealNtheNpitfallsNcausedNbyNfalseNpositiveN
andNlineagecdifferentialNcopyNnumberNvariationsdNScientifickReportsbN2016bNlbNhohgo 4.9 16

129 IncreasingNtheNnumberNofNsingleNnucleotideNpolymorphismsNusedNinNgenomicNevaluationNofNdairyN
cattledNJournalkofkDairykSciencebN2016bNoobNjkfjcjkgg 4 28

128 GenomicNRegionsNwssociatedNwithNSheepNResistanceNtoNGastrointestinalNNematodesdNTrendskink
ParasitologybN2016bNihbNjmfcjnf 6.4 27

127 wssessmentNofNautozygosityNinNNelloreNcowsNWxosNindicusYNthroughNhighcdensityNSNPNgenotypesdN
FrontierskinkGeneticsbN2015bNlbNk 4.5 43

126 GeneticNdifferentiationNofNMexicanNHolsteinNcattleNandNitsNrelationshipNwithNyanadianNandNUdSdN
HolsteinsdNFrontierskinkGeneticsbN2015bNlbNm 4.5 1

125 ×ffectNofNreferenceNpopulationNsizeNandNavailableNancestorNgenotypesNonNimputationNofNMexicanN
HolsteinNgenotypesdNJournalkofkDairykSciencebN2015bNonbNijmncnj 4 7

124 GenomicNsignaturesNrevealNnewNevidencesNforNselectionNofNimportantNtraitsNinNdomesticNcattledN
MolecularkBiologykandkEvolutionbN2015bNihbNmggchk 8.3 93

123 SignaturesNofNpositiveNselectionNinN×astNwfricanNShorthornNZebupNwNgenomecwideNsingleNnucleotideN
polymorphismNanalysisdNScientifickReportsbN2015bNkbNggmho 4.9 46

122 GenomecwideNscanNofNgastrointestinalNnematodeNresistanceNinNclosedNwngusNpopulationNselectedN
forNminimizedNinfluenceNofNMHydNPLoSkONEbN2015bNgfbNefggoinf 3.7 11

121 IdentificationNofNnovelNlociNassociatedNwithNgastrointestinalNparasiteNresistanceNinNaNRedNMaasaiNxN
zorperNbackcrossNpopulationdNPLoSkONEbN2015bNgfbNefghhmom 3.7 41

120 TheNRelationshipNbetweenNRunsNofNHomozygosityNandNInbreedingNinNJerseyNyattleNunderNSelectiondN
PLoSkONEbN2015bNgfbNefghoolm 3.7 45

119 GenomeNwideNyNVNanalysisNrevealsNadditionalNvariantsNassociatedNwithNmilkNproductionNtraitsNinN
HolsteinsdNBMCkGenomicsbN2014bNgkbNlni 4.5 63

118 wNgenomecwideNsurveyNrevealsNaNdeletionNpolymorphismNassociatedNwithNresistanceNtoN
gastrointestinalNnematodesNinNwngusNcattledNFunctionalkandkIntegrativekGenomicsbN2014bNgjbNiiico 3.8 22

117 wssessingNsignaturesNofNselectionNthroughNvariationNinNlinkageNdisequilibriumNbetweenNtaurineNandN
indicineNcattledNGeneticskSelectionkEvolutionbN2014bNjlbNgo 4.9 50

116 LinkageNdisequilibriumNlevelsNinNxosNindicusNandNxosNtaurusNcattleNusingNmediumNandNhighNdensityN
SNPNchipNdataNandNdifferentNminorNalleleNfrequencyNdistributionsdNLivestockkSciencebN2014bNgllbNghgcgih 1.7 49

115 xovineNexomeNsequenceNanalysisNandNtargetedNSNPNgenotypingNofNrecessiveNfertilityNdefectsNxHgbN
HHhbNandNHHiNrevealNaNputativeNcausativeNmutationNinNSMyhNforNHHidNPLoSkONEbN2014bNobNeohmlo 3.7 55

114 GenomecwideNassociationNstudyNandNancestralNoriginsNofNtheNslickchairNcoatNinNtropicallyNadaptedN
cattledNFrontierskinkGeneticsbN2014bNkbNgfg 4.5 37

113 GenomecwideNcandidateNregionsNforNselectiveNsweepsNrevealedNthroughNmassiveNparallelNsequencingN
ofNzNwNacrossNtenNturkeyNpopulationsdNBMCkGeneticsbN2014bNgkbNggm 2.6 5
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112 wccuracyNofNgenotypeNimputationNinNNeloreNcattledNGeneticskSelectionkEvolutionbN2014bNjlbNlo 4.9 51

111 GenomecwideNdetectionNofNsignaturesNofNselectionNinNKoreanNHanwooNcattledNAnimalkGeneticsbN2014bN
jkbNgnfcof 2.5 25

110 IdentificationNofNquantitativeNtraitNlociNaffectingNgastrointestinalNparasiteNresistanceNinNanN
experimentalNwngusNpopulationdNAnimalkGeneticsbN2014bNjkbNggmchg 2.5 11

109 wccuracyNofNgenomicNpredictionsNinNxosNindicusNWNelloreYNcattledNGeneticskSelectionkEvolutionbN2014bN
jlbNgm 4.9 60

108 GenomecwideNmappingNofNlociNexplainingNvarianceNinNscrotalNcircumferenceNinNNelloreNcattledNPLoSk
ONEbN2014bNobNennklg 3.7 29

107 HighNdensityNLzcbasedNstructuralNvariationsNanalysisNinNcattleNgenomedNPLoSkONEbN2014bNobNegfifjl 3.7 5

106 GenomecwideNassociationNstudyNforNbirthNweightNinNNelloreNcattleNpointsNtoNpreviouslyNdescribedN
orthologousNgenesNaffectingNhumanNandNbovineNheightdNBMCkGeneticsbN2013bNgjbNkh 2.6 83

105 GenomicNdivergenceNofNzebuNandNtaurineNcattleNidentifiedNthroughNhighcdensityNSNPNgenotypingdN
BMCkGenomicsbN2013bNgjbNnml 4.5 93

104 TechnicalNnotepNyharacteristicsNandNuseNofNtheNIlluminaNxovineLzNandNGeneSeekNGenomicNProfilerN
lowcdensityNbeadNchipsNforNgenomicNevaluationdNJournalkofkDairykSciencebN2013bNolbNghkncli 4 8

103 QuantitativeNtraitNlociNforNresistanceNtoNHaemonchusNcontortusNartificialNchallengeNinNRedNMaasaiN
andNzorperNsheepNofN×astNwfricadNAnimalkGeneticsbN2013bNjjbNhnkcok 2.5 24

102 UseNofNresidualNfeedNintakeNinNHolsteinsNduringNearlyNlactationNshowsNpotentialNtoNimproveNfeedN
efficiencyNthroughNgeneticNselectiondNJournalkofkAnimalkSciencebN2013bNogbNiomncnn 0.7 63

101 MethodsNofNtagSNPNselectionNandNotherNvariablesNaffectingNimputationNaccuracyNinNswinedNBMCk
GeneticsbN2013bNgjbNn 2.6 33

100 FineNmappingNforNWeaverNsyndromeNinNxrownNSwissNcattleNandNtheNidentificationNofNjgNconcordantN
mutationsNacrossNNRywMbNPNPLwnNandNyTTNxPhdNPLoSkONEbN2013bNnbNekohkg 3.7 12

99 zetectingNlociNunderNrecentNpositiveNselectionNinNdairyNandNbeefNcattleNbyNcombiningNdifferentN
genomecwideNscanNmethodsdNPLoSkONEbN2013bNnbNeljhnf 3.7 65

98 ×ffectNofNartificialNselectionNonNrunsNofNhomozygosityNinNudsdNHolsteinNcattledNPLoSkONEbN2013bNnbNenfngi 3.7 114

97 ImputationNofNmicrosatelliteNallelesNfromNdenseNSNPNgenotypesNforNparentageNverificationNacrossN
multipleNxosNtaurusNandNxosNindicusNbreedsdNFrontierskinkGeneticsbN2013bNjbNgml 4.5 12

96 IdentificationNofNaNnonsenseNmutationNinNyWygkNassociatedNwithNdecreasedNreproductiveNefficiencyN
inNJerseyNcattledNPLoSkONEbN2013bNnbNekjnmh 3.7 71

95 WholeNgenomeNSNPNdiscoveryNandNanalysisNofNgeneticNdiversityNinNTurkeyNWMeleagrisNgallopavoYdN
BMCkGenomicsbN2012bNgibNiog 4.5 49

(2012-2014)

5



94 ×ffectNofNsampleNstratificationNonNdairyNGWwSNresultsdNBMCkGenomicsbN2012bNgibNkil 4.5 28

93 yopyNnumberNvariationNofNindividualNcattleNgenomesNusingNnextcgenerationNsequencingdNGenomek
ResearchbN2012bNhhbNmmncof 9.7 204

92 FineNmappingNofNcopyNnumberNvariationsNonNtwoNcattleNgenomeNassembliesNusingNhighNdensityNSNPN
arraydNBMCkGenomicsbN2012bNgibNiml 4.5 71

91 ImputationNofNmicrosatelliteNallelesNfromNdenseNSNPNgenotypesNforNparentalNverificationdNFrontierskink
GeneticsbN2012bNibNgjf 4.5 15

90 GenomicNregionsNshowingNcopyNnumberNvariationsNassociateNwithNresistanceNorNsusceptibilityNtoN
gastrointestinalNnematodesNinNwngusNcattledNFunctionalkandkIntegrativekGenomicsbN2012bNghbNngcoh 3.8 71

89 IdentificationNofNquantitativeNtraitNlociNaffectingNresistanceNtoNgastrointestinalNparasitesNinNaNdoubleN
backcrossNpopulationNofNRedNMaasaiNandNzorperNsheepdNAnimalkGeneticsbN2012bNjibNlicmg 2.5 33

88 zesignNofNaNbovineNlowcdensityNSNPNarrayNoptimizedNforNimputationdNPLoSkONEbN2012bNmbNeijgif 3.7 132

87 HowNxioinformaticsN×nablesNLivestockNwppliedNSciencesNinNtheNGenomicN×radNLecturekNoteskink
ComputerkSciencebN2012bNgohchfg 0.9 0

86 xoxcyoxNTransformationNandNRandomNRegressionNModelsNforNFecalNeggNyountNzatadNFrontierskink
GeneticsbN2011bNhbNggh 4.5 5

85 GenomicNcharacteristicsNofNcattleNcopyNnumberNvariationsdNBMCkGenomicsbN2011bNghbNghm 4.5 156

84 GenomecwideNassociationNanalysisNofNthirtyNoneNproductionbNhealthbNreproductionNandNbodyN
conformationNtraitsNinNcontemporaryNUdSdNHolsteinNcowsdNBMCkGenomicsbN2011bNghbNjfn 4.5 245

83 MulticplatformNnextcgenerationNsequencingNofNtheNdomesticNturkeyNWMeleagrisNgallopavoYpNgenomeN
assemblyNandNanalysisdNPLoSkBiologybN2010bNnbNegfffjmk 9.7 311

82 wnalysisNofNcopyNnumberNvariationsNamongNdiverseNcattleNbreedsdNGenomekResearchbN2010bNhfbNloicmfi 9.7 214

81 PredictionNofNunobservedNsingleNnucleotideNpolymorphismNgenotypesNofNJerseyNcattleNusingN
referenceNpanelsNandNpopulationcbasedNimputationNalgorithmsdNJournalkofkDairykSciencebN2010bNoibNhhhocin4 51

80 wccuracyNofNdirectNgenomicNvaluesNderivedNfromNimputedNsingleNnucleotideNpolymorphismN
genotypesNinNJerseyNcattledNJournalkofkDairykSciencebN2010bNoibNkjhicik 4 69

79 wnNatlasNofNbovineNgeneNexpressionNrevealsNnovelNdistinctiveNtissueNcharacteristicsNandNevidenceNforN
improvingNgenomeNannotationdNGenomekBiologybN2010bNggbNRgfh 18.3 38

78 yharacterizationNofNzGwTgNallelicNeffectsNinNaNsampleNofNNorthNwmericanNHolsteinNcattledNAnimalk
BiotechnologybN2010bNhgbNnncoo 1.4 12

77
×nhancedNmitochondrialNcomplexNgeneNfunctionNandNreducedNliverNsizeNmayNmediateNimprovedNfeedN
efficiencyNofNbeefNcattleNduringNcompensatoryNgrowthdNFunctionalkandkIntegrativekGenomicsbN2010bN
gfbNiockg

3.8 55
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76 zevelopmentNandNcharacterizationNofNaNhighNdensityNSNPNgenotypingNassayNforNcattledNPLoSkONEbN
2009bNjbNekikf 3.7 666

75 zesignNofNaNhighNdensityNSNPNgenotypingNassayNinNtheNpigNusingNSNPsNidentifiedNandNcharacterizedNbyN
nextNgenerationNsequencingNtechnologydNPLoSkONEbN2009bNjbNelkhj 3.7 486

74 wNvalidatedNgenomeNwideNassociationNstudyNtoNbreedNcattleNadaptedNtoNanNenvironmentNalteredNbyN
climateNchangedNPLoSkONEbN2009bNjbNellml 3.7 99

73 ResolvingNtheNevolutionNofNextantNandNextinctNruminantsNwithNhighcthroughputNphylogenomicsdN
ProceedingskofkthekNationalkAcademykofkScienceskofkthekUnitedkStateskofkAmericabN2009bNgflbNgnljjco 11.5 159

72 HighcresolutionNhaplotypeNblockNstructureNinNtheNcattleNgenomedNBMCkGeneticsbN2009bNgfbNgo 2.6 117

71 TheNgenomeNsequenceNofNtaurineNcattlepNaNwindowNtoNruminantNbiologyNandNevolutiondNSciencebN2009bN
ihjbNkhhcn 33.3 863

70 GenomecwideNsurveyNofNSNPNvariationNuncoversNtheNgeneticNstructureNofNcattleNbreedsdNSciencebN
2009bNihjbNkhncih 33.3 612

69 wNwholecgenomeNassemblyNofNtheNdomesticNcowbNxosNtaurusdNGenomekBiologybN2009bNgfbNRjh 18.3 798

68 InvitedNreviewpNreliabilityNofNgenomicNpredictionsNforNNorthNwmericanNHolsteinNbullsdNJournalkofkDairyk
SciencebN2009bNohbNglchj 4 815

67 SelectionNofNsinglecnucleotideNpolymorphismsNandNqualityNofNgenotypesNusedNinNgenomicNevaluationN
ofNdairyNcattleNinNtheNUnitedNStatesNandNyanadadNJournalkofkDairykSciencebN2009bNohbNijigcl 4 112

66 zistributionNandNlocationNofNgeneticNeffectsNforNdairyNtraitsdNJournalkofkDairykSciencebN2009bNohbNhoigcjl 4 186

65 SNPNdiscoveryNandNalleleNfrequencyNestimationNbyNdeepNsequencingNofNreducedNrepresentationN
librariesdNNaturekMethodsbN2008bNkbNhjmckh 21.6 458

64 wssociationNanalysisNofNbovineNbactericidalepermeabilitycincreasingNproteinNgeneNpolymorphismsN
withNsomaticNcellNscoreNinNHolsteinNcattledNAnimalkGeneticsbN2008bNiobNjklcm 2.5 1

63 yharacterizationNofNaNnovelNmicrodeletionNpolymorphismNonNxTwkNinNcattledNAnimalkGeneticsbN2008bN
iobNlkkcn 2.5 3

62 ×ffectsNofNincreasedNmilkingNfrequencyNonNgeneNexpressionNinNtheNbovineNmammaryNglanddNBMCk
GenomicsbN2008bNobNilh 4.5 44

61 IdentificationNofNconservedNregulatoryNelementsNinNmammalianNpromoterNregionspNaNcaseNstudyN
usingNtheNPyKgNpromoterdNGenomics,kProteomicskandkBioinformaticsbN2008bNlbNghocji 6.5 8

60 ×nvironmentalNsamplingNtoNpredictNfecalNprevalenceNofNSalmonellaNinNanNintensivelyNmonitoredNdairyN
herddNJournalkofkFoodkProtectionbN2008bNmgbNgolmcmi 2.5 27

59 PrevalenceNofNtheNprionNproteinNgeneN×hggKNvariantNinNUdSdNcattledNBMCkVeterinarykResearchbN2008bNjbNhk 2.7 39

(2008-2009)
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58 wnNassessmentNofNpopulationNstructureNinNeightNbreedsNofNcattleNusingNaNwholeNgenomeNSNPNpaneldN
BMCkGeneticsbN2008bNobNim 2.6 74

57
yomparativeNtranscriptomeNanalysisNofNinNvivocNandNinNvitrocproducedNporcineNblastocystsNbyNsmallN
amplifiedNRNwcserialNanalysisNofNgeneNexpressionNWSwRcSwG×YdNMolecularkReproductionkandk
DevelopmentbN2008bNmkbNomlcnn

2.6 25

56 PredictingNperchlorateNexposureNinNmilkNfromNconcentrationsNinNdairyNfeeddNJournalkofkAgriculturalk
andkFoodkChemistrybN2007bNkkbNnnflcgi 5.7 16

55 LocalNinflammationNasNaNpossibleNmechanismNofNresistanceNtoNgastrointestinalNnematodesNinNwngusN
heifersdNVeterinarykParasitologybN2007bNgjkbNgffcm 2.8 37

54 WholeNgenomeNlinkageNdisequilibriumNmapsNinNcattledNBMCkGeneticsbN2007bNnbNmj 2.6 165

53 yonstructionNofNbovineNwholecgenomeNradiationNhybridNandNlinkageNmapsNusingNhighcthroughputN
genotypingdNAnimalkGeneticsbN2007bNinbNghfck 2.5 33

52 wNsoybeanNtranscriptNmappNgeneNdistributionbNhaplotypeNandNsinglecnucleotideNpolymorphismN
analysisdNGeneticsbN2007bNgmlbNlnkcol 4 258

51 ziscoveryNandNprofilingNofNbovineNmicroRNwsNfromNimmunecrelatedNandNembryonicNtissuesdN
PhysiologicalkGenomicsbN2007bNhobNikcji 3.6 87

50 wNphysicalNmapNofNtheNbovineNgenomedNGenomekBiologybN2007bNnbNRglk 18.3 67

49 wpplicationNofNmachineNlearningNinNSNPNdiscoverydNBMCkBioinformaticsbN2006bNmbNj 3.6 25

48 SNPcPHwG×ccHighNthroughputNSNPNdiscoveryNpipelinedNBMCkBioinformaticsbN2006bNmbNjln 3.6 23

47 GenomicNdivergencesNamongNcattlebNdogNandNhumanNestimatedNfromNlargecscaleNalignmentsNofN
genomicNsequencesdNBMCkGenomicsbN2006bNmbNgjf 4.5 28

46 IdentificationNofNestrogencresponsiveNgenesNinNtheNparenchymaNandNfatNpadNofNtheNbovineNmammaryN
glandNbyNmicroarrayNanalysisdNPhysiologicalkGenomicsbN2006bNhmbNjhcki 3.6 52

45 TranscriptomeNprofilingNofNtheNtubularNporcineNconceptusNidentifiesNtheNdifferentialNregulationNofN
growthNandNdevelopmentallyNassociatedNgenesdNMolecularkReproductionkandkDevelopmentbN2006bNmibNgjogckfh2.6 38

44 zetectionNofNquantitativeNtraitNlociNinfluencingNconformationNtraitsNandNcalvingNeaseNinN
HolsteincFriesianNcattledNJournalkofkDairykSciencebN2005bNnnbNjgggco 4 42

43 FinecmappingNmilkNproductionNquantitativeNtraitNlociNonNxTwlpNanalysisNofNtheNbovineNosteopontinN
genedNProceedingskofkthekNationalkAcademykofkScienceskofkthekUnitedkStateskofkAmericabN2005bNgfhbNlnolcofg11.5 82

42 SerialNanalysisNofNgeneNexpressionNduringNelongationNofNtheNpericimplantationNporcineN
trophectodermNWconceptusYdNPhysiologicalkGenomicsbN2005bNhfbNgnncoj 3.6 57

41 ×xpressedNsequenceNtagNanalysisNofN×imeriacstimulatedNintestinalNintraepithelialNlymphocytesNinN
chickensdNMolecularkBiotechnologybN2005bNifbNgjickf 3 30
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40 yharacterizationNofNokjNbovineNfullcyzSNczNwNsequencesdNBMCkGenomicsbN2005bNlbNgll 4.5 21

39 FateNofNdietaryNperchlorateNinNlactatingNdairyNcowspNRelevanceNtoNanimalNhealthNandNlevelsNinNtheNmilkN
supplydNProceedingskofkthekNationalkAcademykofkScienceskofkthekUnitedkStateskofkAmericabN2005bNgfhbNglgkhcm11.5 33

38 yharacterizationNofNaNnormalizedNczNwNlibraryNfromNbovineNintestinalNmuscleNandNepithelialNtissuesdN
AnimalkBiotechnologybN2005bNglbNgmcho 1.4 2

37 ×STcPwG×ccmanagingNandNanalyzingN×STNdatadNBioinformaticsbN2004bNhfbNhnlcn 7.2 23

36 yharacterizationNofNopenNreadingNframecexpressedNsequenceNtagsNgeneratedNfromNxosNindicusNandN
xdNtaurusNmammaryNglandNczNwNlibrariesdNAnimalkGeneticsbN2004bNikbNhgico 2.5 5

35 PhysicalNandNlinkageNmappingNofNmammarycderivedNexpressedNsequenceNtagsNinNcattledNGenomicsbN
2004bNnibNgjnckh 4.3 3

34 MappingNquantitativeNtraitNlociNaffectingNdairyNconformationNtoNchromosomeNhmNinNtwoNHolsteinN
grandsireNfamiliesdNJournalkofkDairykSciencebN2004bNnmbNjkfcm 4 5

33 zetectionNofNquantitativeNtraitNlociNaffectingNmilkNproductionbNhealthbNandNreproductiveNtraitsNinN
HolsteinNcattledNJournalkofkDairykSciencebN2004bNnmbNjlncmk 4 158

32 xovineNgenomicsNupdatepNmakingNaNcowNjumpNoverNtheNmoondNGeneticalkResearchbN2004bNnjbNico 1.1 11

31 yalvingNeaseNWyoYvarianceNcomponentsNforNaNsirecmaternalNgrandsireNthresholdNmodeldNJournalkofk
DairykSciencebN2003bNnlbNgnjkcn 4 33

30 ImplementationNofNaNsirecmaternalNgrandsireNmodelNforNevaluationNofNcalvingNeaseNinNtheNUnitedN
StatesdNJournalkofkDairykSciencebN2003bNnlbNiillcmi 4 36

29 MappingNquantitativeNtraitNlociNassociatedNwithNresistanceNtoNcoccidiosisNandNgrowthdNPoultrykScience
bN2003bNnhbNocgl 3.9 45

28 SerialNanalysisNofNgeneNexpressionNinNturkeyNspermNstorageNtubulesNinNtheNpresenceNandNabsenceNofN
residentNspermdNBiologykofkReproductionbN2003bNlobNjlocmj 3.9 37

27 SinglecnucleotideNpolymorphismsNinNsoybeandNGeneticsbN2003bNglibNgghicij 4 332

26 wnalysisNofNbovineNmammaryNglandN×STNandNfunctionalNannotationNofNtheNxosNtaurusNgeneNindexdN
MammaliankGenomebN2002bNgibNimico 3.2 41

25 yonsensusNandNcomprehensiveNlinkageNmapsNofNbovineNchromosomeNgmdNAnimalkGeneticsbN2001bNihbNgghci2.5 1

24 yonsensusNandNcomprehensiveNlinkageNmapsNofNbovineNchromosomeNhkdNAnimalkGeneticsbN2001bNihbNggjck2.5 1

23 ×ffectNofNsomatotropinNonNthyroidNhormonesNandNcytokinesNinNlactatingNdairyNcowsNduringNadNlibitumN
andNrestrictedNfeedNintakedNJournalkofkDairykSciencebN2001bNnjbNhjifco 4 28

(2001-2005)
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22 wNgenomeNscanNtoNidentifyNquantitativeNtraitNlociNaffectingNeconomicallyNimportantNtraitsNinNaNUSN
HolsteinNpopulationdNJournalkofkDairykSciencebN2001bNnjbNhkikcjh 4 42

21 yomparativeNmapNalignmentNofNxTwhmNandNHSwjNandNnNtoNidentifyNconservedNsegmentsNofNgenomeN
containingNfatNdepositionNQTLdNMammaliankGenomebN2000bNggbNlnhcn 3.2 43

20 zetectionNofNputativeNlociNaffectingNmilkbNhealthbNandNconformationNtraitsNinNaNUSNHolsteinN
populationNusingNgfkNmicrosatelliteNmarkersdNJournalkofkDairykSciencebN2000bNnibNgnlkcmh 4 20

19 MethodNRNestimatesNofNadditiveNgeneticbNdominanceNgeneticbNandNpermanentNenvironmentalN
fractionNofNvarianceNforNyieldNandNhealthNtraitsNofNHolsteinsdNJournalkofkDairykSciencebN2000bNnibNgnmicm 4 24

18
yirculatingNconcentrationsNofNestradiolbNluteinizingNhormonebNandNfolliclecstimulatingNhormoneN
duringNwavesNofNovarianNfollicularNdevelopmentNinNprepubertalNcattledNBiologykofkReproductionbN1999bN
lfbNjfkcgh

3.9 42

17 UseNofNWyoYVarianceNFunctionsNtoNzescribeNWyoYVariancesNforNTestNzayNYielddNJournalkofkDairykSciencebN
1999bNnhbNhhldegchhldegj 4 26

16 MethodNRNestimatesNofNheritabilityNforNmilkbNfatbNandNproteinNyieldsNofNUnitedNStatesNdairyNcattledN
JournalkofkDairykSciencebN1999bNnhbNhhigcm 4 24

15 zetectionNofNputativeNlociNaffectingNmilkbNhealthbNandNtypeNtraitsNinNaNUSNHolsteinNpopulationNusingN
mfNmicrosatelliteNmarkersNinNaNgenomeNscandNJournalkofkDairykSciencebN1999bNnhbNhjomckfh 4 21

14 zetectionNofNputativeNlociNaffectingNmilkNproductionNandNcompositionbNhealthbNandNtypeNtraitsNinNaN
UnitedNStatesNHolsteinNpopulationdNJournalkofkDairykSciencebN1998bNngbNiifocgj 4 31

13 xayesianNanalysisNofNtwinningNandNovulationNratesNusingNaNmultiplectraitNthresholdNmodelNandNGibbsN
samplingdNJournalkofkAnimalkSciencebN1998bNmlbNhfjnclg 0.7 12

12 ×stimationNofNgeneticNvarianceNandNcovarianceNcomponentsNforNweaningNweightNinNSimmentalNcattledN
JournalkofkAnimalkSciencebN1997bNmkbNihkcif 0.7 13

11 MultiplectraitNGibbsNsamplerNforNanimalNmodelspNflexibleNprogramsNforNxayesianNandN
likelihoodcbasedNWcoYvarianceNcomponentNinferencedNJournalkofkAnimalkSciencebN1996bNmjbNhknlcom 0.7 31

10 ×ffectsNofNexogenousNsomatotropinNonNwholecbodyNglycemicNresponseNtoNinsulinNinNyoungN
preruminantNandNruminantNlambsdNDomestickAnimalkEndocrinologybN1995bNghbNgjickl 2.3 8

9 ProductionNevaluationNtechniquesNbasedNonNlactationNcurvesdNJournalkofkDairykSciencebN1995bNmnbNjkmclk 4 6

8 ×ffectsNofNSelectionNonN×stimatesNofNVarianceNyomponentsNUsingNGibbsNSamplingNandNRestrictedN
MaximumNLikelihooddNJournalkofkDairykSciencebN1995bNmnbNlmncloh 4 29

7 yonsiderationNofNSireNRelationshipsNforN×stimationNofNVarianceNyomponentsNwithNInteractionNofN
HerdNandNSiredNJournalkofkDairykSciencebN1994bNmmbNigicihj 4 6

6 InheritanceNofNrenalNamyloidosisNinNyhineseNSharcpeiNdogsdNJournalkofkHereditybN1993bNnjbNjincjh 2.4 21

5 ×stimatesNofNGeneticNSelectionNzifferentialsNandNGenerationNIntervalsNforNFourNPathsNofNSelectiondN
JournalkofkDairykSciencebN1991bNmjbNgfmncgfnl 4 48
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4 PredictionNofNProgenyNGeneticN×valuationsNfromNSimultaneousNGeneticN×valuationsNofNtheNzambNSirebN
andNMaternalNGrandsireNwithNanNwnimalNModeldNJournalkofkDairykSciencebN1989bNmhbNgkmncgknh 4 2

3 yomparisonNofNHeritabilityNandNVariationNforNMilkNYieldNofNRegisteredNandNNonregisteredNHolsteinN
yowsdNJournalkofkDairykSciencebN1988bNmgbNhhmgchhmm 4 1

2 SinglecmoleculeNsequencingNandNconformationalNcaptureNenableNdeNnovoNmammalianNreferenceNgenomes 12

1 wNcomprehensiveNcatalogueNofNregulatoryNvariantsNinNtheNcattleNtranscriptome 6
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