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74 vNcomprehensiveNanalysisNofNproteinbproteinNinteractionsNinNSaccharomycesNcerevisiaecNNatureaN2000
aNiehaNkghbl 50.4 3974

73 TheNpatternNofNpolymorphismNinNvrabidopsisNthalianacNPLoShBiologyaN2005aNhaNefnk 9.7 764

72  aplotypeNvariationNandNlinkageNdisequilibriumNinNhfhNhumanNgenescNScienceaN2001aNgnhaNimnbnh 33.3 685

71 PrehistoricNgenomesNrevealNtheNgeneticNfoundationNandNcostNofNhorseNdomesticationcNProceedingshofh
thehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaaN2014aNfffaNzjkkfbn 11.5 197

70 vNbioinformaticsNapproachNtoNidentifyingNtailbanchoredNproteinsNinNtheNhumanNgenomecNTrafficaN2007
aNmaNfkmlbfkni 5.7 102

69 vNMicroRNvNgeneNisNhostedNinNanNintronNofNaNschizophreniabsusceptibilityNgenecNSchizophreniah
ResearchaN2009aNfenaNmkbn 3.6 91

68 βmprovedNreferenceNgenomeNforNtheNdomesticNhorseNincreasesNassemblyNcontiguityNandN
compositioncNCommunicationshBiologyaN2018aNfaNfnl 6.7 74

67 zpigeneticNcontrolNofNmammalianNLβNzbfNretrotransposonNbyNretinoblastomaNproteinscNMutationh
ResearchhxhFundamentalhandhMolecularhMechanismshofhMutagenesisaN2009aNkkjaNgebm 3.3 73

66 xharacterizationNofNovineNNectinbiaNaNnovelNpesteNdesNpetitsNruminantsNvirusNreceptorcNJournalhofh
VirologyaN2013aNmlaNiljkbkf 6.6 72

65 yevelopingNaNklekNgenotypingNarrayNtoNtagN~gMNSNPsNacrossNgiNhorseNbreedscNBMChGenomicsaN2017aN
fmaNjkj 4.5 66

64 yifferentialNexpressionNofNmicroRNvNexpressionNinNtamoxifenbsensitiveNMx~blNversusN
tamoxifenbresistantNLYgNhumanNbreastNcancerNcellscNCancerhLettersaN2011aNhfhaNgkbih 9.9 66

63 SNPsNforNparentageNtestingNandNtraceabilityNinNgloballyNdiverseNbreedsNofNsheepcNPLoShONEaN2014aNnaNenimjf3.7 62

62 ReducedNlentivirusNsusceptibilityNinNsheepNwithNTMzMfjiNmutationscNPLoShGeneticsaN2012aNmaNefeegikl 6 58

61 †enomeNassemblyNhasNaNmajorNimpactNonNgeneNcontentoNaNcomparisonNofNannotationNinNtwoNwosN
taurusNassembliescNPLoShONEaN2011aNkaNegfiee 3.7 46

60 PrevalenceNofNtheNprionNproteinNgeneNzgffKNvariantNinNUcScNcattlecNBMChVeterinaryhResearchaN2008aNiaNgj 2.7 39

59 vnNinstantaneousNnormalNmodeNanalysisNofNsolvationoNMethylNiodideNinNhighNpressureNgasescNJournalh
ofhChemicalhPhysicsaN1996aNfejaNlehibleik 3.9 38

58 βnteractionNamongNvariantNvascularNendothelialNgrowthNfactorNWVz†~XNandNitsNreceptorNinNrelationNtoN
prostateNcancerNriskcNProstateaN2010aNleaNhifbjg 4.2 36
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57
†enomicNsignaturesNofNMannheimiaNhaemolyticaNthatNassociateNwithNtheNlungsNofNcattleNwithN
respiratoryNdiseaseaNanNintegrativeNconjugativeNelementaNandNantibioticNresistanceNgenescNBMCh
GenomicsaN2016aNflaNnmg

4.5 33

56 vNmolecularNdynamicsNstudyNofNelectronicNabsorptionNlineNbroadeningNinNhighbpressureNnonpolarN
gasescNJournalhofhChemicalhPhysicsaN1995aNfehaNlklhblkmi 3.9 25

55
UntanglingNtheNphysicalNcontributionsNtoNinstantaneousNnormalNmodeNapproximationsoN
βnhomogeneousNbroadeningaNmotionalNnarrowingaNandNenergyNrelaxationcNJournalhofhChemicalh
PhysicsaN1998aNfemaNlhljblhmh

3.9 23

54 βnteractionNbetweenNsmokingNhistoryNandNgeneNexpressionNlevelsNimpactsNsurvivalNofNbreastNcancerN
patientscNBreasthCancerhResearchhandhTreatmentaN2015aNfjgaNjijbjk 4.4 22

53 vNstochasticNmodelNofNgeneNtranscriptionoNanNapplicationNtoNLfNretrotranspositionNeventscNJournalhofh
TheoreticalhBiologyaN2006aNgigaNfefbfk 2.3 20

52 UsingNdiverseNUcScNbeefNcattleNgenomesNtoNidentifyNmissenseNmutationsNinNzPvSfaNaNgeneNassociatedN
withNhighbaltitudeNpulmonaryNhypertensioncNF1000ResearchaN2016aNjaNgeeh 3.6 20

51 †eneticNtestingNforNTMzMfjiNmutationsNassociatedNwithNlentivirusNsusceptibilityNinNsheepcNPLoSh
ONEaN2013aNmaNejjine 3.7 19

50 †enerationNofNanNequineNbiobankNtoNbeNusedNforN~unctionalNvnnotationNofNvnimalN†enomesNprojectcN
AnimalhGeneticsaN2018aNinaNjkibjle 2.5 19

49 xontinuousNchromosomebscaleNhaplotypesNassembledNfromNaNsingleNinterspeciesN~fNhybridNofNyakN
andNcattlecNGigaScienceaN2020aNnaN 7.6 18

48 xomputationalNandNbiologicalNinferenceNofNgeneNregulatoryNnetworksNofNtheNLβNzbfN
retrotransposoncNGenomicsaN2007aNneaNflkbmj 4.3 18

47 UsingNdiverseNUcScNbeefNcattleNgenomesNtoNidentifyNmissenseNmutationsNinNaNgeneNassociatedNwithN
highbaltitudeNpulmonaryNhypertensioncNF1000ResearchaN2016aNjaNgeeh 3.6 18

46 vnnotationNofNtheNProteinNxodingNRegionsNofNtheNzquineN†enomecNPLoShONEaN2015aNfeaNeefgihlj 3.7 17

45 zquineNvrteritisNVirusNUsesNzquineNxXxLfkNasNanNzntryNReceptorcNJournalhofhVirologyaN2016aNneaNhhkkbmi 6.6 15

44 vllelicNVariationNinNxXxLfkNyeterminesNxyhZNTNLymphocyteNSusceptibilityNtoNzquineNvrteritisNVirusN
βnfectionNandNzstablishmentNofNLongbTermNxarrierNStateNinNtheNStallioncNPLoShGeneticsaN2016aNfgaNefeekikl6 14

43 zquineNarteritisNvirusNlongbtermNpersistenceNisNorchestratedNbyNxymZNTNlymphocyteNtranscriptionN
factorsaNinhibitoryNreceptorsaNandNtheNxXxLfkdxXxRkNaxiscNPLoShPathogensaN2019aNfjaNefeelnje 7.6 12

42 ValidationNofNaNmathematicalNmodelNofNgeneNtranscriptionNinNaggregatedNcellularNsystemsoN
applicationNtoNlfNretrotranspositioncNJournalhofhComputationalhBiologyaN2007aNfiaNhhnbin 1.7 12

41 UsingNsheepNgenomesNfromNdiverseNUcScNbreedsNtoNidentifyNmissenseNvariantsNinNgenesNaffectingN
fecunditycNF1000ResearchaN2017aNkaNfheh 3.6 12

40 ObservationsNonNmacrolideNresistanceNandNsusceptibilityNtestingNperformanceNinNfieldNisolatesN
collectedNfromNclinicalNbovineNrespiratoryNdiseaseNcasescNVeterinaryhMicrobiologyaN2016aNfngaNfmkbfnh 3.3 11
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39 MappingNwholeNgenomeNshotgunNsequenceNandNvariantNcallingNinNmammalianNspeciesNwithoutNtheirN
referenceNgenomescNF1000ResearchaN2013aNgaNgii 3.6 11

38 zquxabhaNanNUpdatedNReferenceN†enomeNforNtheNyomesticN orse 11

37
yynamicNalterationNinNmiRNvNandNmRNvNexpressionNprofilesNatNdifferentNstagesNofNchronicNarsenicN
exposurebinducedNcarcinogenesisNinNaNhumanNcellNcultureNmodelNofNskinNcancercNArchiveshofh
ToxicologyaN2021aNnjaNghjfbghkj

5.8 11

36
yownregulationNofNMicroRNvNecabmirbfgmNinNSeminalNzxosomesNandNznhancedNzxpressionNofN
xXxLfkNinNtheNStallionNReproductiveNTractNvreNvssociatedNwithNLongbTermNPersistenceNofNzquineN
vrteritisNViruscNJournalhofhVirologyaN2018aNngaN

6.6 9

35 OvineNreferenceNmaterialsNandNassaysNforNprionNgeneticNtestingcNBMChVeterinaryhResearchaN2010aNkaNgh 2.7 9

34 MappingNwholeNgenomeNshotgunNsequenceNandNvariantNcallingNinNmammalianNspeciesNwithoutNtheirN
referenceNgenomescNF1000ResearchaN2013aNgaNgii 3.6 9

33 βnflamedNsynovialNfluidNinducesNaNhomeostaticNresponseNinNboneNmarrowNmononuclearNcellsNinNvitrooN
βmplicationsNforNjointNtherapycNFASEBhJournalaN2020aNhiaNiihebiiii 0.9 7

32 LandscapeNofNOverlappingN†eneNzxpressionNinNtheNzquineNPlacentacNGenesaN2019aNfeaN 4.2 7

31
LongNnonbcodingNRNvNZ~vSfNisNaNmajorNregulatorNofNepithelialbmesenchymalNtransitionNthroughN
miRbgeedZzwfdzbcadherinaNvimentinNsignalingNinNcolonNadenocarcinomacNCellhDeathhDiscoveryaN2021aN
laNkf

6.9 7

30 xodingNRNvNSequencingNofNzquineNzndometriumNduringNMaternalNRecognitionNofNPregnancycNGenesaN
2019aNfeaN 4.2 6

29 xomparisonNofNtheNzquineNReferenceNSequenceNwithNβtsNSangerNSourceNyataNandNNewNβlluminaN
ReadscNPLoShONEaN2015aNfeaNeefgkmjg 3.7 6

28 vssessmentNofNgeneticNvariationNforNtheNLβNzbfNretrotransposonNfromNnextNgenerationNsequenceN
datacNBMChBioinformaticsaN2010aNffNSupplNnaNSfg 3.6 6

27 RulingNoutNw†NNvariantsNasNsimpleNXblinkedNcausativeNmutationsNforNbilateralNcornealNstromalNlossNinN
~riesianNhorsescNAnimalhGeneticsaN2018aNinaNkjkbkjl 2.5 6

26 xharacterizationNofNtheNplacentalNtranscriptomeNthroughNmidNtoNlateNgestationNinNtheNmarecNPLoSh
ONEaN2019aNfiaNeeggiinl 3.7 5

25 vNReferenceN†enomeNvssemblyNofNSimmentalNxattleaNwosNtaurusNtauruscNJournalhofhHeredityaN2021aN
ffgaNfmibfnf 2.4 4

24 NonbxodingNRNvNSequencingNofNzquineNzndometriumNyuringNMaternalNRecognitionNofNPregnancycN
GenesaN2019aNfeaN 4.2 3

23 NextNgenerationNsequencingNanalysisNofNsoyNglyceollinsNandNflb˛†NestradioloNzffectsNonNtranscriptN
abundanceNinNtheNfemaleNmouseNbraincNMolecularhandhCellularhEndocrinologyaN2018aNilfaNfjbgf 4.4 3

22 MolecularNcloningNandNfunctionalNexpressionNofNtheNKNchannelNKlcfNandNtheNregulatoryNsubunitN
KxNzfNfromNequineNmyocardiumcNResearchhinhVeterinaryhScienceaN2017aNffhaNlnbmk 2.5 3
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21 ServicebOrientedNLaboratoryNβnformationNManagementNSystemNforNLifeNSciencesNResearchN2007aN 3

20 vNSNPNresourceNforNstudyingNNorthNvmericanNmoosecNF1000ResearchaN2018aNlaNie 3.6 3

19 xharacterizationNofNanNvPxNPromoterNfwNdeletionNinNaNPatientNyiagnosedNwithN~amilialN
vdenomatousNPolyposisNviaNWholeN†enomeNShotgunNSequencingcNF1000ResearchaN2015aNiaNfle 3.6 3

18 TheNβntersectionNofN†eneticsNandNzpigeneticsoNReactivationNofNMammalianNLβNzbfNRetrotransposonsN
byNznvironmentalNβnjurycNEpigeneticshandhHumanhHealthaN2013aNfglbfke 3

17 TranscriptomicNanalysisNofNequineNplacentaNrevealsNkeyNregulatorsNandNpathwaysNinvolvedNinN
ascendingNplacentitisâ� cNBiologyhofhReproductionaN2021aNfeiaNkhmbkjk 3.9 3

16 vNReferenceN†enomeNvssemblyNofNvmericanNwisonaNwisonNbisonNbisoncNJournalhofhHeredityaN2021aN
ffgaNflibfmh 2.4 3

15 yelineatingNtheNzffectsNofNPassagingNandNzxposureNinNaNLongitudinalNStudyNofNvrsenicbβnducedN
SquamousNxellNxarcinomaNinNaN axaTNxellNLineNModelcNToxicologicalhSciencesaN2021aN 4.4 2

14 MxfRNandNKβTN aplotypesNvssociateNWithNPigmentationNPhenotypesNofNNorthNvmericanNYakNWwosN
grunniensXcNJournalhofhHeredityaN2020aNfffaNfmgbfnh 2.4 2

13 xomparisonNofNPolybvNSelectionNandNrRNvNyepletionNinNyetectionNofNlncRNvNinNTwoNzquineNTissuesN
UsingNRNvbseqcNNonxcodinghRNAaN2020aNkaN 7.1 2

12 PaternallyNexpressedNretrotransposonN†agblikeNfNgeneaNRTLfaNisNoneNofNtheNcrucialNelementsNforN
placentalNangiogenesisNinNhorsesâ� cNBiologyhofhReproductionaN2021aNfeiaNfhmkbfhnn 3.9 2

11 ParentalNbiasNinNexpressionNandNinteractionNofNgenesNinNtheNequineNplacentacNProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaaN2021aNffmaN 11.5 2

10 TranscriptomicNanalysisNofNequineNchorioallantoisNrevealsNimmuneNnetworksNandNmolecularN
mechanismsNinvolvedNinNnocardioformNplacentitiscNVeterinaryhResearchaN2021aNjgaNfeh 3.8 2

9  ealthNstatusaNperceptionsNandNneedsNofN ispanicsNinNruralNShelbyvilleaNKentuckycNJournalhofh
ImmigranthandhMinorityhHealthaN2015aNflaNfimbjj 2.2 1

8 vNbovineNxyfmNsignalNpeptideNvariantNwithNincreasedNbindingNactivityNtoNleukotoxincNF1000ResearchaN
2018aNlaNfnmj 3.6 1

7 UsingNtriallelicNSNPsNforNdeterminingNparentageNinNNorthNvmericanNyakNWNXNandNestimatingNcattleNWNXN
introgressioncNF1000ResearchaN2020aNnaNfenk 3.6 1

6 UsingNtriallelicNSNPsNforNdeterminingNparentageNinNNorthNvmericanNyakNWwosNgrunniensXNandN
estimatingNcattleNWwcNtaurusXNintrogressioncNF1000ResearchaN2020aNnaNfenk 3.6 1

5 †eneticsaN†enomicsaNandNzmergentNPrecisionNMedicineNfg´ YearsNvfterNtheNzquineNReferenceN
†enomeNWasNPublishedcNVeterinaryhClinicshofhNorthhAmericahEquinehPracticeaN2020aNhkaNflhbfmf 1.9 1

4 vssociationNofNvRRyxhNandNN~βvNvariantsNwithNbovineNcongestiveNheartNfailureNinNfeedlotNcattlecN
F1000ResearchaffaNhmj 3.6 1
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3 zxclusionNofNadrenoceptorNalphaNgNvariantsNinNaNhorseNinsensitiveNtoNmedetomidinecNAnimalhGeneticsaN
2018aNinaNfif 2.5 0

2 SuccessfulNvTvxbSeqN~romNSnapb~rozenNzquineNTissuescNFrontiershinhGeneticsaN2021aNfgaNkiflmm 4.5 0

1 TranscriptionalNandN istochemicalNSignaturesNofNwoneNMarrowNMononuclearNxellbMediatedN
ResolutionNofNSynovitisccNFrontiershinhImmunologyaN2021aNfgaNlhihgg 8.4 0
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