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o Paper IF Citations

132 TheMgenomeMsequenceMofMtaurineMcattlesMaMwindowMtoMruminantMbiologyMandMevolutionfMSciencedM2009dM
lkmdMnkkeq 33.3 863

131 GenomeewideMsurveyMofMSNPMvariationMuncoversMtheMgeneticMstructureMofMcattleMbreedsfMSciencedM
2009dMlkmdMnkqelk 33.3 612

130 SingleemoleculeMsequencingMandMchromatinMconformationMcaptureMenableMdeMnovoMreferenceM
assemblyMofMtheMdomesticMgoatMgenomefMNaturedGeneticsdM2017dMmrdMomleonh 36.3 323

129 znalysisMofMcopyMnumberMvariationsMamongMdiverseMcattleMbreedsfMGenomedResearchdM2010dMkhdMorlephl 9.7 214

128 CopyMnumberMvariationMofMindividualMcattleMgenomesMusingMnextegenerationMsequencingfMGenomed
ResearchdM2012dMkkdMppqerh 9.7 204

127 GenomicMcharacteristicsMofMcattleMcopyMnumberMvariationsfMBMCdGenomicsdM2011dMikdMikp 4.5 156

126 DeMnovoMassemblyMofMtheMcattleMreferenceMgenomeMwithMsingleemoleculeMsequencingfMGigaSciencedM
2020dMrdM 7.6 140

125 EffectMofMartificialMselectionMonMrunsMofMhomozygosityMinMufsfMHolsteinMcattlefMPLoSdONEdM2013dMqdMeqhqil 3.7 114

124 CattleMSexeSpecificMRecombinationMandMGeneticMControlMfromMaMLargeMPedigreeMznalysisfMPLoSd
GeneticsdM2015dMiidMeihhnlqp 6 112

123 GenomicMsignaturesMrevealMnewMevidencesMforMselectionMofMimportantMtraitsMinMdomesticMcattlefM
MoleculardBiologydanddEvolutiondM2015dMlkdMpiiekn 8.3 93

122 TranscriptionalMprofilingMofMmammaryMglandMinMHolsteinMcowsMwithMextremelyMdifferentMmilkMproteinM
andMfatMpercentageMusingMRNzMsequencingfMBMCdGenomicsdM2014dMindMkko 4.5 93

121 GenomicMdivergenceMofMzebuMandMtaurineMcattleMidentifiedMthroughMhighedensityMSNPMgenotypingfM
BMCdGenomicsdM2013dMimdMqpo 4.5 93

120 FineMmappingMofMcopyMnumberMvariationsMonMtwoMcattleMgenomeMassembliesMusingMhighMdensityMSNPM
arrayfMBMCdGenomicsdM2012dMildMlpo 4.5 71

119 GenomicMregionsMshowingMcopyMnumberMvariationsMassociateMwithMresistanceMorMsusceptibilityMtoM
gastrointestinalMnematodesMinMzngusMcattlefMFunctionaldanddIntegrativedGenomicsdM2012dMikdMqierk 3.8 71

118 znalysisMofMrecentMsegmentalMduplicationsMinMtheMbovineMgenomefMBMCdGenomicsdM2009dMihdMnpi 4.5 67

117
zctivationMofMSIRTiMbyMresveratrolMrepressesMtranscriptionMofMtheMgeneMforMtheMcytosolicMformMofM
phosphoenolpyruvateMcarboxykinaseMWGTPaMbyMdeacetylatingMhepaticMnuclearMfactorMmalphafMJournald
ofdBiologicaldChemistrydM2009dMkqmdMkphmkenl

5.4 64

116 GenomeMwideMCNVManalysisMrevealsMadditionalMvariantsMassociatedMwithMmilkMproductionMtraitsMinM
HolsteinsfMBMCdGenomicsdM2014dMindMoql 4.5 63
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115 TheMchallengesMandMimportanceMofMstructuralMvariationMdetectionMinMlivestockfMFrontiersdindGeneticsdM
2014dMndMlp 4.5 61

114  ovineMexomeMsequenceManalysisMandMtargetedMSNPMgenotypingMofMrecessiveMfertilityMdefectsM HidM
HHkdMandMHHlMrevealMaMputativeMcausativeMmutationMinMSMCkMforMHHlfMPLoSdONEdM2014dMrdMerkpor 3.7 55

113 ComparativeManalysisMofMzluMrepeatsMinMprimateMgenomesfMGenomedResearchdM2009dMirdMqpoeqn 9.7 55

112 PopulationegeneticMpropertiesMofMdifferentiatedMcopyMnumberMvariationsMinMcattlefMScientificdReportsdM
2016dModMklioi 4.9 52

111 zssessingMsignaturesMofMselectionMthroughMvariationMinMlinkageMdisequilibriumMbetweenMtaurineMandM
indicineMcattlefMGeneticsdSelectiondEvolutiondM2014dMmodMir 4.9 50

110 GeneticMzrchitectureMandMSelectionMofMChineseMCattleMRevealedMbyMWholeMGenomeMResequencingfM
MoleculardBiologydanddEvolutiondM2018dMlndMoqqeorr 8.3 47

109 DiversityMandMpopulationegeneticMpropertiesMofMcopyMnumberMvariationsMandMmulticopyMgenesMinM
cattlefMDNAdResearchdM2016dMkldMknleok 4.5 46

108 znalysisMofMcopyMnumberMvariationsMinMHolsteinMcowsMidentifyMpotentialMmechanismsMcontributingMtoM
differencesMinMresidualMfeedMintakefMFunctionaldanddIntegrativedGenomicsdM2012dMikdMpipekl 3.8 45

107 GenomeewideMCNVManalysisMrevealsMvariantsMassociatedMwithMgrowthMtraitsMinM osMindicusfMBMCd
GenomicsdM2016dMipdMmir 4.5 44

106 ComprehensiveManalysesMofMpklMtranscriptomesMenhanceMgeneticMandMbiologicalMinterpretationsMforM
complexMtraitsMinMcattlefMGenomedResearchdM2020dMlhdMprheqhi 9.7 40

105 CNVMdiscoveryMforMmilkMcompositionMtraitsMinMdairyMcattleMusingMwholeMgenomeMresequencingfMBMCd
GenomicsdM2017dMiqdMkon 4.5 40

104 CopyMnumberMvariationMinMtheMcattleMgenomefMFunctionaldanddIntegrativedGenomicsdM2012dMikdMohrekm 3.8 38

103 InitialManalysisMofMcopyMnumberMvariationsMinMcattleMselectedMforMresistanceMorMsusceptibilityMtoM
intestinalMnematodesfMMammaliandGenomedM2011dMkkdMiiieki 3.2 36

102 ComparativeMwholeMgenomeMDNzMmethylationMprofilingMofMcattleMspermMandMsomaticMtissuesMrevealsM
strikingMhypomethylatedMpatternsMinMspermfMGigaSciencedM2018dMpdM 7.6 34

101 FunctionalMgenomicManalysisMofMvariationMonMbeefMtendernessMinducedMbyMacuteMstressMinMangusM
cattlefMComparativedanddFunctionaldGenomicsdM2012dMkhikdMpnokqm 34

100 ProteinMaccumulationMinMtheMgerminatingMUromycesMappendiculatusMuredosporefMMoleculard
PlantsMicrobedInteractionsdM2007dMkhdMqnpeoo 3.6 34

99 MuscleMtranscriptomicManalysesMinMzngusMcattleMwithMdivergentMtendernessfMMoleculardBiologyd
ReportsdM2012dMlrdMmiqnerl 2.8 33

98 DiversityMofMcopyMnumberMvariationMinMaMworldwideMpopulationMofMsheepfMGenomicsdM2018dMiihdMimleimq 4.3 32
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97 zMPLzGiMmutationMcontributedMtoMstatureMrecoveryMinMmodernMcattlefMScientificdReportsdM2017dMpdMipimh 4.9 32

96 ComparativeMznalysisMofMCNVMCallingMzlgorithmssMLiteratureMSurveyMandMaMCaseMStudyMUsingM ovineM
HigheDensityMSNPMDatafMMicroarraysdmBaselrdSwitzerlandndM2013dMkdMipieqn 32

95 DiversityMofMcopyMnumberMvariationMinMtheMworldwideMgoatMpopulationfMHereditydM2019dMikkdMoloeomo 3.6 29

94 GenomeewideMcopyMnumberMvariantManalysisMinMinbredMchickensMlinesMwithMdifferentMsusceptibilityMtoM
MarekVsMdiseasefMGz:dGenesrdGenomesrdGeneticsdM2013dMldMkipekl 3.2 28

93 GenomicMdivergencesMamongMcattledMdogMandMhumanMestimatedMfromMlargeescaleMalignmentsMofM
genomicMsequencesfMBMCdGenomicsdM2006dMpdMimh 4.5 28

92 GWzSMandMfineemappingMofMlivabilityMandMsixMdiseaseMtraitsMinMHolsteinMcattlefMBMCdGenomicsdM2020dM
kidMmi 4.5 26

91 GenomeewideMcopyMnumberMvariantManalysisMrevealsMvariantsMassociatedMwithMihMdiverseMproductionM
traitsMinMHolsteinMcattlefMBMCdGenomicsdM2018dMirdMlim 4.5 25

90 FunctionalMproteomicMandMinteractomeManalysisMofMproteinsMassociatedMwithMbeefMtendernessMinM
zngusMcattlefMLivestockdSciencedM2014dMioidMkhiekhr 1.7 23

89 FunctionalMannotationMofMtheMcattleMgenomeMthroughMsystematicMdiscoveryMandMcharacterizationMofM
chromatinMstatesMandMbutyrateeinducedMvariationsfMBMCdBiologydM2019dMipdMoq 7.3 22

88 zMgenomeewideMsurveyMrevealsMaMdeletionMpolymorphismMassociatedMwithMresistanceMtoM
gastrointestinalMnematodesMinMzngusMcattlefMFunctionaldanddIntegrativedGenomicsdM2014dMimdMlller 3.8 22

87 MucinMbiosynthesisMinMtheMbovineMgobletMcellMinducedMbyMCooperiaMoncophoraMinfectionfMVeterinaryd
ParasitologydM2009dMiondMkqier 2.8 22

86 GeneticMandMepigeneticMarchitectureMofMpaternalMoriginMcontributeMtoMgestationMlengthMinMcattlefM
CommunicationsdBiologydM2019dMkdMihh 6.7 21

85 ReducedMrepresentationMbisulphiteMsequencingMofMtenMbovineMsomaticMtissuesMrevealsMDNzM
methylationMpatternsMandMtheirMimpactsMonMgeneMexpressionfMBMCdGenomicsdM2016dMipdMppr 4.5 20

84 zMgenomeewideMassociationMstudyMforMmastitisMresistanceMinMphenotypicallyMwellecharacterizedM
HolsteinMdairyMcattleMusingMaMselectiveMgenotypingMapproachfMImmunogeneticsdM2019dMpidMlnemp 3.2 20

83 CopyMnumberMvariationebasedMgenomeMwideMassociationMstudyMrevealsMadditionalMvariantsM
contributingMtoMmeatMqualityMinMSwinefMScientificdReportsdM2015dMndMiknln 4.9 19

82 EvidenceMofMevolutionaryMhistoryMandMselectiveMsweepsMinMtheMgenomeMofMMeishanMpigMrevealsMitsM
geneticMandMphenotypicMcharacterizationfMGigaSciencedM2018dMpdM 7.6 19

81 GenomeMchangesMdueMtoMartificialMselectionMinMUfSfMHolsteinMcattlefMBMCdGenomicsdM2019dMkhdMikq 4.5 18

80 GenomeewideManalysisMrevealsMdifferentialMselectionMinvolvedMwithMcopyMnumberMvariationMinMdiverseM
ChineseMCattlefMScientificdReportsdM2017dMpdMimkrr 4.9 17
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79 MicroRNzeguidedMprioritizationMofMgenomeewideMassociationMsignalsMrevealsMtheMimportanceMofM
microRNzetargetMgeneMnetworksMforMcomplexMtraitsMinMcattlefMScientificdReportsdM2018dMqdMrlmn 4.9 17

78 GenomicMPatternsMofMHomozygosityMinMChineseMLocalMCattlefMScientificdReportsdM2019dMrdMiorpp 4.9 17

77 ComparativeManalysesMacrossMcattleMgendersMandMbreedsMrevealMtheMpitfallsMcausedMbyMfalseMpositiveM
andMlineageedifferentialMcopyMnumberMvariationsfMScientificdReportsdM2016dModMkrkir 4.9 16

76 zlternativeMsplicingMvariantsMandMDNzMmethylationMstatusMofM DNFMinMinbredMchickenMlinesfMBraind
ResearchdM2009dMikordMieih 3.7 15

75 ComparativeManalysesMofMspermMDNzMmethylomesMamongMhumandMmouseMandMcattleMprovideMinsightsM
intoMepigenomicMevolutionMandMcomplexMtraitsfMEpigeneticsdM2019dMimdMkohekpo 5.7 14

74 RzPTReSVsMaMhybridMmethodMforMtheMdetectionMofMstructuralMvariantsfMBioinformaticsdM2015dMlidMkhqmerh 7.2 14

73 miRNzedysregulationMassociatedMwithMtendernessMvariationMinducedMbyMacuteMstressMinMzngusMcattlefM
JournaldofdAnimaldSciencedanddBiotechnologydM2012dMldMik 6 13

72 znalysesMofMintereindividualMvariationsMofMspermMDNzMmethylationMandMtheirMpotentialMimplicationsMinM
cattlefMBMCdGenomicsdM2019dMkhdMqqq 4.5 13

71 EpigenomicsMandMgenotypeephenotypeMassociationManalysesMrevealMconservedMgeneticMarchitectureM
ofMcomplexMtraitsMinMcattleMandMhumanfMBMCdBiologydM2020dMiqdMqh 7.3 12

70 FineMmappingMforMWeaverMsyndromeMinM rownMSwissMcattleMandMtheMidentificationMofMmiMconcordantM
mutationsMacrossMNRCzMdMPNPLzqMandMCTTN PkfMPLoSdONEdM2013dMqdMenrkni 3.7 12

69 SingleemoleculeMsequencingMandMconformationalMcaptureMenableMdeMnovoMmammalianMreferenceMgenomes 12

68 ProbeebasedMassociationManalysisMidentifiesMseveralMdeletionsMassociatedMwithMaverageMdailyMgainMinM
beefMcattlefMBMCdGenomicsdM2019dMkhdMli 4.5 11

67 zrrayMCGHebasedMdetectionMofMCNVMregionsMandMtheirMpotentialMassociationMwithMreproductionMandM
otherMeconomicMtraitsMinMHolsteinsfMBMCdGenomicsdM2019dMkhdMiqi 4.5 11

66 ComparativeMwholeMgenomeMDNzMmethylationMprofilingMacrossMcattleMtissuesMrevealsMglobalMandM
tissueespecificMmethylationMpatternsfMBMCdBiologydM2020dMiqdMqn 7.3 11

65 TheMessenceMofMappetitesMdoesMolfactoryMreceptorMvariationMplayMaMrolexfMJournaldofdAnimaldSciencedM
2018dMrodMinnieinnq 0.7 10

64 CharacterizationMofMrecombinationMfeaturesMandMtheMgeneticMbasisMinMmultipleMcattleMbreedsfMBMCd
GenomicsdM2018dMirdMlhm 4.5 10

63 IdentificationMofMcandidateMtranscriptionMfactorMbindingMsitesMinMtheMcattleMgenomefMGenomicsrd
ProteomicsdanddBioinformaticsdM2013dMiidMirneq 6.5 10

62 RefinementMofM osMtaurusMsequenceMassemblyMbasedMonM zCeFISHMexperimentsfMBMCdGenomicsdM
2011dMikdMolr 4.5 10
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61 zMgenomeewideManalysisMofMarrayebasedMcomparativeMgenomicMhybridizationMWCGHaMdataMtoMdetectM
intraespeciesMvariationsMandMevolutionaryMrelationshipsfMPLoSdONEdM2009dMmdMeprpq 3.7 10

60 IntegratingMRNzeSeqMwithMGWzSMrevealsMnovelMinsightsMintoMtheMmolecularMmechanismMunderpinningM
ketosisMinMcattlefMBMCdGenomicsdM2020dMkidMmqr 4.5 10

59 IntegratingMSignalsMfromMSpermMMethylomeMznalysisMandMGenomeeWideMzssociationMStudyMforMaM
 etterMUnderstandingMofMMaleMFertilityMinMCattleffMEpigenomesdM2019dMldM 2.3 9

58 GenomeewideMscanMrevealsMgeneticMdivergenceMandMdiverseMadaptiveMselectionMinMChinese´ localM
cattlefMBMCdGenomicsdM2019dMkhdMmrm 4.5 9

57 TimingMandMExtentMofMInbreedingMinMzfricanMGoatsfMFrontiersdindGeneticsdM2019dMihdMnlp 4.5 8

56 SystematicMProfilingMofMShortMTandemMRepeatsMinMtheMCattleMGenomefMGenomedBiologydanddEvolutiondM
2017dMrdMkheli 3.9 8

55 GenomicMpredictionsMcombiningMSNPMmarkersMandMcopyMnumberMvariationsMinMNelloreMcattlefMBMCd
GenomicsdM2018dMirdMmmi 4.5 8

54 CoeexpressionManalysisMofMfetalMweighterelatedMgenesMinMovineMskeletalMmuscleMduringMmidMandMlateM
fetalMdevelopmentMstagesfMInternationaldJournaldofdBiologicaldSciencesdM2014dMihdMihlrenh 11.2 8

53 zpplicationsMandMcaseMstudiesMofMtheMnextegenerationMsequencingMtechnologiesMinMfooddMnutritionM
andMagriculturefMRecentdPatentsdondFoodrdNutritiondkamp;dAgriculturedM2009dMidMpner 1.9 8

52 IdentificationMofMconservedMregulatoryMelementsMinMmammalianMpromoterMregionssMaMcaseMstudyM
usingMtheMPCKiMpromoterfMGenomicsrdProteomicsdanddBioinformaticsdM2008dModMikreml 6.5 8

51 RecentMapplicationsMofMDNzMsequencingMtechnologiesMinMfooddMnutritionMandMagriculturefMRecentd
PatentsdondFoodrdNutritiondkamp;dAgriculturedM2011dMldMiqpern 1.9 8

50 ComparativeManalysesMofMcopyMnumberMvariationsMbetweenM osMtaurusMandM osMindicusfMBMCd
GenomicsdM2020dMkidMoqk 4.5 8

49 GenomicMznalysisMRevealsMSpecificMPatternsMofMHomozygosityMandMHeterozygosityMinMInbredMPigsfM
AnimalsdM2019dMrdM 3.1 7

48 ConstructionMofMPRDMrMalleleespecificMrecombinationMmapsMinMcattleMusingMlargeescaleMpedigreeM
analysisMandMgenomeewideMsingleMspermMgenomicsfMDNAdResearchdM2018dMkndMiqleirm 4.5 7

47 GenomeeWideMzssessmentMofMRunsMofMHomozygosityMinMChineseMWagyuM eefMCattlefMAnimalsdM2020dM
ihdM 3.1 7

46 GenomicMstructuralMdifferencesMbetweenMcattleMandMRiverM uffaloMidentifiedMthroughMcomparativeM
genomicMandMtranscriptomicManalysisfMDatadindBriefdM2018dMirdMkloeklr 1.2 7

45 CharacterizationMofMCopyMNumberMVariationVsMPotentialMRoleMinMMarekVsMDiseasefMInternationald
JournaldofdMoleculardSciencesdM2017dMiqdM 6.3 6

44 TranscriptomicMProfilingMofMSpleenMinMGrasseFedMandMGraineFedMzngusMCattlefMPLoSdONEdM2015dMihdMehilnoph3.7 6
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43 TranscriptomeMprofilingMofMCTLsMregulatedMbyMrapamycinMusingMRNzeSeqfMImmunogeneticsdM2014dMoodMoknell3.2 6

42 zMcomprehensiveMcatalogueMofMregulatoryMvariantsMinMtheMcattleMtranscriptome 6

41 GenomicMznalysisMRevealedMaMConvergentMEvolutionMofMLINEeiMinMCoatMColorsMzMCaseMStudyMinMWaterM
 uffaloesMW ubalusMbubalisafMMoleculardBiologydanddEvolutiondM2021dMlqdMiikkeiilo 8.3 6

40 CNVMznalysisMofMHostMResponsesMtoMPorcineMReproductiveMandMRespiratoryMSyndromeMVirusM
InfectionfMJournaldofdGenomicsdM2017dMndMnqeol 0.9 5

39 DivergenceMznalysesMofMSpermMDNzMMethylomesMbetweenMMonozygoticMTwinMzIM ullsffMEpigenomesdM
2019dMldM 2.3 5

38 zMhigheresolutionMwholeegenomeMmapMofMtheMdistinctiveMepigenomicMlandscapeMinducedMbyMbutyrateM
inMbovineMcellsfMAnimaldGeneticsdM2014dMmnMSupplMidMmhenh 2.5 5

37  utyrateMInducedMIGFkMzctivationMCorrelatedMwithMDistinctMChromatinMSignaturesMDueMtoMHistoneM
ModificationfMGenedRegulationdanddSystemsdBiologydM2013dMpdMnpeph 2 5

36 zssessmentMofMgenomeMintegrityMwithMarrayMCGHMinMcattleMtransgenicMcellMlinesMproducedMbyM
homologousMrecombinationMandMsomaticMcellMcloningfMGenomedIntegritydM2011dMkdMo 0.8 5

35 GenomicMexpressionManalysisMbyMsingleecellMmRNzMdifferentialMdisplayMofMquiescentMCDqMTMcellsMfromM
tumoureinfiltratingMlymphocytesMobtainedMfromMinMvivoMliverMtumoursfMImmunologydM2009dMikpdMqlerh 7.8 5

34 ComparativeMsequenceMalignmentMrevealsMRiverM uffaloMgenomicMstructuralMdifferencesMcomparedM
withMcattlefMGenomicsdM2019dMiiidMmiqemkn 4.3 5

33 GeneticMassessmentMofMinbredMchickenMlinesMindicatesMgenomicMsignaturesMofMresistanceMtoMMarekVsM
diseasefMJournaldofdAnimaldSciencedanddBiotechnologydM2018dMrdMon 6 5

32 CopyMnumberMvariationMofMbovineMSHHMgeneMisMassociatedMwithMbodyMconformationMtraitsMinMChineseM
beefMcattlefMJournaldofdApplieddGeneticsdM2019dMohdMirrekhp 2.5 4

31 CalibrationMofMmutationMratesMrevealsMdiverseMsubfamilyMstructureMofMgalliformMCRiMrepeatsfMGenomed
BiologydanddEvolutiondM2009dMidMiirelh 3.9 4

30 CopyMnumberMvariationManalysisMrevealsMvariantsMassociatedMwithMmilkMproductionMtraitsMinMdairyM
goatsfMGenomicsdM2020dMiikdMmrlmemrlp 4.3 4

29
EstablishmentMandMtranscriptomicManalysesMofMaMcattleMrumenMepithelialMprimaryMcellsMWREPCaMcultureM
byMbulkMandMsingleecellMRNzMsequencingMtoMelucidateMinteractionsMofMbutyrateMandMrumenM
developmentfMHeliyondM2020dModMehmiik

3.6 4

28 GenomeewideMCNVManalysisMrevealedMvariantsMassociatedMwithMgrowthMtraitsMinMzfricanMindigenousM
goatsfMGenomicsdM2020dMiikdMimppeimqh 4.3 4

27
ComputationalMdetectionMandMexperimentalMvalidationMofMsegmentalMduplicationsMandMassociatedM
copyMnumberMvariationsMinMwaterMbuffaloMWM ubalusMbubalisMafMFunctionaldanddIntegrativedGenomicsdM
2019dMirdMmhremir

3.8 3

26 RuminantespecificMmultipleMduplicationMeventsMofMPRDMrMbeforeMspeciationfMBMCdEvolutionaryd
BiologydM2017dMipdMpr 3 3

(2017-2014)
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25 CharacterizationMofMaMnovelMmicrodeletionMpolymorphismMonM TznMinMcattlefMAnimaldGeneticsdM2008dM
lrdMonneq 2.5 3

24 GenomeewideMassociationMstudyMrevealsMimMnewMSNPsMandMconfirmsMtwoMstructuralMvariantsMhighlyM
associatedMwithMtheMhornedgpolledMphenotypeMinMgoatsfMBMCdGenomicsdM2021dMkkdMpor 4.5 3

23 SingleecellMtranscriptomicManalysesMofMdairyMcattleMruminalMepithelialMcellsMduringMweaningfMGenomicsdM
2021dMiildMkhmnekhnn 4.3 3

22  osMtauruseindicusMhybridizationMcorrelatesMwithMintralocusMsexualeconflictMeffectsMofMPRDMrMonM
maleMandMfemaleMfertilityMinMHolsteinMcattlefMBMCdGeneticsdM2019dMkhdMpi 2.6 2

21 GenomicMsequencingManalysisMrevealsMcopyMnumberMvariationsMandMtheirMassociationsMwithM
economicallyMimportantMtraitsMinMbeefMcattlefMGenomicsdM2021dMiildMqikeqkh 4.3 2

20 GenomeewideMassociationMstudyMbetweenMcopyMnumberMvariationMregionsMandMcarcasseMandM
meatequalityMtraitsMinMNelloreMcattlefMAnimaldProductiondSciencedM2021dMoidMpli 1.4 2

19 ComprehensiveMtranscriptomeMandMmethylomeManalysisMdelineatesMtheMbiologicalMbasisMofMhairM
follicleMdevelopmentMandMwoolerelatedMtraitsMinMMerinoMsheepfMBMCdBiologydM2021dMirdMirp 7.3 2

18 TranscriptionalMatlasManalysisMfromMmultipleMtissuesMrevealsMtheMexpressionMspecificityMpatternsMinM
beefMcattleffMBMCdBiologydM2022dMkhdMpr 7.3 2

17 StatisticalMDetectionMofMGenomeMDifferencesM asedMonMCNVMSegmentsfMMethodsdindMoleculardBiology
dM2018dMiqlldMmrenr 1.4 1

16 znalysisMofMPopulationeGeneticMPropertiesMofMCopyMNumberMVariationsfMMethodsdindMoleculardBiology
dM2018dMiqlldMipreiqo 1.4 1

15 InsightsMfromMInitialMVariantMDetectionMbyMSequencingMSingleMSpermMinMCattlefMDairydM2021dMkdMomreonp 2.6 1

14 DistributionMofMcopyMnumberMvariationMinMChineseMgoatsMandMitsMassociationsMwithMmilkMproductionM
traitsfMAnimaldBiotechnologydM2021dMieo 1.4 1

13 DataMofMepigenomicMprofilingMofMhistoneMmarksMandMCTCFMbindingMsitesMinMbovineMrumenMepithelialM
primaryMcellsMbeforeMandMafterMbutyrateMtreatmentfMDatadindBriefdM2020dMkqdMihmrql 1.2 1

12 PREeiMRevealedMPreviousMUnknownMIntrogressionMEventsMinMEurasianM oarsMduringMtheMMiddleM
PleistocenefMGenomedBiologydanddEvolutiondM2020dMikdMipnieipom 3.9 1

11
IntegrationMofMaMsingleestepMgenomeewideMassociationMstudyMwithMaMmultietissueMtranscriptomeM
analysisMprovidesMnovelMinsightsMintoMtheMgeneticMbasisMofMwoolMandMweightMtraitsMinMsheepfMGeneticsd
SelectiondEvolutiondM2021dMnldMno

4.9 1

10 GenomeewideMrecombinationMmapMconstructionMfromMsingleMspermMsequencingMinMcattleffMBMCd
GenomicsdM2022dMkldMiqi 4.5 1

9
FunctionalMannotationMofMregulatoryMelementsMinMcattleMgenomeMrevealsMtheMrolesMofMextracellularM
interactionMandMdynamicMchangeMofMchromatinMstatesMinMrumenMdevelopmentMduringMweaningffM
GenomicsdM2022dMiimdMiihkro

4.3 0

8 IdentificationMandMpopulationMgeneticManalysesMofMcopyMnumberMvariationsMinMsixMdomesticMgoatM
breedsMandM ezoarMibexesMusingMnextegenerationMsequencingfMBMCdGenomicsdM2020dMkidMqmh 4.5 0
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7 DetectionMofMcopyMnumberMvariantsMinMzfricanMgoatsMusingMwholeMgenomeMsequenceMdatafMBMCd
GenomicsdM2021dMkkdMlrq 4.5 0

6 SingleecellMtranscriptomicMandMchromatinMaccessibilityManalysesMofMdairyMcattleMperipheralMbloodM
mononuclearMcellsMandMtheirMresponsesMtoMlipopolysaccharideffMBMCdGenomicsdM2022dMkldMllq 4.5 0

5 InitialMznalysisMofMStructuralMVariationMDetectionsMinMCattleMUsingMLongeReadMSequencingMMethodsfM
GenesdM2022dMildMqkq 4.2 0

4 TheMDynamicsMofMChromatinMzccessibilityMPromptedMbyM utyrateeInducedMChromatinMModificationMinM
 ovineMCellsfMRuminantsdM2022dMkdMkkoekml 0

3 EpigeneticsMandMheritableMphenotypicMvariationsMinMlivestockM2019dMkqlelil

2 EffectMofMTemperatureMandMMaternalMzgeMonMRecombinationMRateMinMCattlefMFrontiersdindGeneticsdM
2021dMikdMoqkpiq 4.5

1 TowardsMtheMdetectionMofMcopyMnumberMvariationMfromMsingleMspermMsequencingMinMcattleffMBMCd
GenomicsdM2022dMkldMkin 4.5
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