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74 βRglobalRreferenceRforRhumanRgeneticRvariationhRNaturefR2015fRolpfRprgqn 50.4 8599

73 βRmapRofRhumanRgenomeRvariationRfromRpopulationgscaleRsequencinghRNaturefR2010fRnpqfRkjpkgqm 50.4 6142

72 βnRintegratedRmapRofRgeneticRvariationRfromRkfjslRhumanRgenomeshRNaturefR2012fRnskfRopgpo 50.4 6049

71 FinishingRtheReuchromaticRsequenceRofRtheRhumanRgenomehRNaturefR2004fRnmkfRsmkgno 50.4 3444

70 GenomeRsequenceRofRtheRBrownRNorwayRratRyieldsRinsightsRintoRmammalianRevolutionhRNaturefR2004
fRnlrfRnsmgolk 50.4 1689

69 βnRintegratedRmapRofRstructuralRvariationRinRlfojnRhumanRgenomeshRNaturefR2015fRolpfRqogrk 50.4 1368

68 TheREnsemblRgenomeRdatabaseRprojecthRNucleiclAcidslResearchfR2002fRmjfRmrgnk 20.1 1084

67 EvolutionaryRandRbiomedicalRinsightsRfromRtheRrhesusRmacaqueRgenomehRSciencefR2007fRmkpfRlllgmn 33.3 1072

66 βRsystematicRsurveyRofRlossgofgfunctionRvariantsRinRhumanRproteingcodingRgeneshRSciencefR2012fRmmofRrlmgr33.3 880

65 TheRgenomeRsequenceRofRCaenorhabditisRbriggsaetRaRplatformRforRcomparativeRgenomicshRPLoSl
BiologyfR2003fRkfREno 9.7 677

64 LineagegSpecificRGenomeRβrchitectureRLinksREnhancersRandRNongcodingRDiseaseRVariantsRtoRTargetR
GeneRPromotershRCellfR2016fRkpqfRkmpsgkmrnheks 56.2 556

63 GenomeRanalysisRofRtheRplatypusRrevealsRuniqueRsignaturesRofRevolutionhRNaturefR2008fRnomfRkqogrm 50.4 545

62 TheREnsemblRgeneRannotationRsystemhRDatabase:lthelJournalloflBiologicallDatabaseslandlCurationfR
2016fRljkpfR 5 537

61 DemographicRhistoryRandRrareRalleleRsharingRamongRhumanRpopulationshRProceedingsloflthelNationall
AcademyloflSciencesloflthelUnitedlStatesloflAmericafR2011fRkjrfRkksrmgr 11.5 455

60 EvaluationRofRGRChmrRandRdeRnovoRhaploidRgenomeRassembliesRdemonstratesRtheRenduringRqualityR
ofRtheRreferenceRassemblyhRGenomelResearchfR2017fRlqfRrnsgrpn 9.7 365

59 MultigplatformRdiscoveryRofRhaplotypegresolvedRstructuralRvariationRinRhumanRgenomeshRNaturel
CommunicationsfR2019fRkjfRkqrn 17.4 346

58 GeneticRDriversRofREpigeneticRandRTranscriptionalRVariationRinRHumanRImmuneRCellshRCellfR2016fRkpqfRkmsrgknknheln56.2 339
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57 βnRoverviewRofREnsemblhRGenomelResearchfR2004fRknfRslogr 9.7 316

56 TheREnsemblRautomaticRgeneRannotationRsystemhRGenomelResearchfR2004fRknfRsnlgoj 9.7 308

55 CommonRgeneticRvariationRdrivesRmolecularRheterogeneityRinRhumanRiPSCshRNaturefR2017fRonpfRmqjgmqo 50.4 294

54 ˛†gGlucanRReversesRtheREpigeneticRStateRofRLPSgInducedRImmunologicalRTolerancehRCellfR2016fRkpqfRkmongkmprhekn56.2 283

53 IntegrativeRannotationRofRvariantsRfromRkjslRhumanstRapplicationRtoRcancerRgenomicshRSciencefR2013
fRmnlfRklmoorq 33.3 281

52 TheRInternationalRHumanREpigenomeRConsortiumtRβRBlueprintRforRScientificRCollaborationRandR
DiscoveryhRCellfR2016fRkpqfRkknogkkns 56.2 232

51
DeleteriousgRandRdiseasegalleleRprevalenceRinRhealthyRindividualstRinsightsRfromRcurrentRpredictionsfR
mutationRdatabasesfRandRpopulationgscaleRresequencinghRAmericanlJournalloflHumanlGeneticsfR2012fR
skfRkjllgml

11 221

50 WholeggenomeRfingerprintRofRtheRDNβRmethylomeRduringRhumanRBRcellRdifferentiationhRNaturel
GeneticsfR2015fRnqfRqnpgop 36.3 209

49 PunctuatedRburstsRinRhumanRmaleRdemographyRinferredRfromRkflnnRworldwideRYgchromosomeR
sequenceshRNaturelGeneticsfR2016fRnrfRosmgs 36.3 204

48 TheRkjjjRGenomesRProjecttRdataRmanagementRandRcommunityRaccesshRNaturelMethodsfR2012fRsfRnosgpl 21.6 202

47 CoordinatedRinternationalRactionRtoRaccelerateRgenomegtogphenomeRwithRFββNGfRtheRFunctionalR
βnnotationRofRβnimalRGenomesRprojecthRGenomelBiologyfR2015fRkpfRoq 18.3 196

46 TranscriptionalRdiversityRduringRlineageRcommitmentRofRhumanRbloodRprogenitorshRSciencefR2014fR
mnofRklokjmm 33.3 187

45 EnsemblRljjltRaccommodatingRcomparativeRgenomicshRNucleiclAcidslResearchfR2003fRmkfRmrgnl 20.1 180

44 TheRfunctionalRspectrumRofRlowgfrequencyRcodingRvariationhRGenomelBiologyfR2011fRklfRRrn 18.3 161

43 TheRoriginfRevolutionfRandRfunctionalRimpactRofRshortRinsertiongdeletionRvariantsRidentifiedRinRkqsR
humanRgenomeshRGenomelResearchfR2013fRlmfRqnsgpk 9.7 150

42 ConvergentRgenomicRsignaturesRofRdomesticationRinRsheepRandRgoatshRNaturelCommunicationsfR2018
fRsfRrkm 17.4 112

41 TheRreferenceRepigenomeRandRregulatoryRchromatinRlandscapeRofRchronicRlymphocyticRleukemiahR
NaturelMedicinefR2018fRlnfRrprgrrj 50.5 103

40 TheRinternationalRGenomeRsampleRresourceRbIGSRctRβRworldwideRcollectionRofRgenomeRvariationR
incorporatingRtheRkjjjRGenomesRProjectRdatahRNucleiclAcidslResearchfR2017fRnofRDrongDros 20.1 101
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39 IncreasedRDNβRmethylationRvariabilityRinRtypeRkRdiabetesRacrossRthreeRimmuneReffectorRcellRtypeshR
NaturelCommunicationsfR2016fRqfRkmooo 17.4 95

38 WholegepigenomeRanalysisRinRmultipleRmyelomaRrevealsRDNβRhypermethylationRofRBRcellgspecificR
enhancershRGenomelResearchfR2015fRlofRnqrgrq 9.7 92

37 TheREnsemblRanalysisRpipelinehRGenomelResearchfR2004fRknfRsmngnk 9.7 86

36 TheRBLUEPRINTRDataRβnalysisRPortalhRCelllSystemsfR2016fRmfRnskgnsoheo 10.6 71

35 TheRhumanginducedRpluripotentRstemRcellRinitiativegdataRresourcesRforRcellularRgeneticshRNucleicl
AcidslResearchfR2017fRnofRDpskgDpsq 20.1 63

34 TheREuropeanRNucleotideRβrchiveRinRljkqhRNucleiclAcidslResearchfR2018fRnpfRDmpgDnj 20.1 59

33 EuropeanRNucleotideRβrchiveRinRljkphRNucleiclAcidslResearchfR2017fRnofRDmlgDmp 20.1 58

32 FunctionalRvariationRinRallelicRmethylomesRunderscoresRaRstrongRgeneticRcontributionRandRrevealsR
novelRepigeneticRalterationsRinRtheRhumanRepigenomehRGenomelBiologyfR2017fRkrfRoj 18.3 57

31 RepeatRassociatedRmechanismsRofRgenomeRevolutionRandRfunctionRrevealedRbyRtheRandRgenomeshR
GenomelResearchfR2018fRlrfRnnrgnos 9.7 57

30 CharacterizingRneutralRgenomicRdiversityRandRselectionRsignaturesRinRindigenousRpopulationsRofR
MoroccanRgoatsRbCapraRhircuscRusingRWGSRdatahRFrontierslinlGeneticsfR2015fRpfRkjq 4.5 55

29 DynamicsRofRTranscriptionRRegulationRinRHumanRBoneRMarrowRMyeloidRDifferentiationRtoRMatureR
BloodRNeutrophilshRCelllReportsfR2018fRlnfRlqrnglqsn 10.6 54

28 RapidRestablishmentRofRtheREuropeanRBankRforRinducedRPluripotentRStemRCellsRbEBiSCcRgRtheRHotR
StartRexperiencehRStemlCelllResearchfR2017fRljfRkjogkkn 1.6 45

27 BiopipetRaRflexibleRframeworkRforRprotocolgbasedRbioinformaticsRanalysishRGenomelResearchfR2003fR
kmfRksjngko 9.7 45

26 DistinctRTrendsRofRDNβRMethylationRPatterningRinRtheRInnateRandRβdaptiveRImmuneRSystemshRCelll
ReportsfR2016fRkqfRlkjkglkkk 10.6 42

25 βRStandardRNomenclatureRforRReferencingRandRβuthenticationRofRPluripotentRStemRCellshRStemlCelll
ReportsfR2018fRkjfRkgp 8 39

24 GOgFββNGRmeetingtRaRGatheringROnRFunctionalRβnnotationRofRβnimalRGenomeshRAnimallGeneticsfR
2016fRnqfRolrgmm 2.5 37

23
ReportRofRtheRInternationalRStemRCellRBankingRInitiativeRWorkshopRβctivitytRCurrentRHurdlesRandR
ProgressRinRSeedgStockRBankingRofRHumanRPluripotentRStemRCellshRStemlCellslTranslationallMedicinefR
2017fRpfRksopgkspl

6.9 33

22 βlignmentRofRkjjjRGenomesRProjectRreadsRtoRreferenceRassemblyRGRChmrhRGigaSciencefR2017fRpfRkgr 7.6 31
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21 PlateletRfunctionRisRmodifiedRbyRcommonRsequenceRvariationRinRmegakaryocyteRsuperRenhancershR
NaturelCommunicationsfR2017fRrfRkpjor 17.4 30

20 TheROrganoidRCellRβtlashRNaturelBiotechnologyfR2021fRmsfRkmgkq 44.5 30

19 MultigplatformRdiscoveryRofRhaplotypegresolvedRstructuralRvariationRinRhumanRgenomes 26

18 VariantRcallingRonRtheRGRChmrRassemblyRwithRtheRdataRfromRphaseRthreeRofRtheRkjjjRGenomesR
ProjecthRWellcomelOpenlResearchfR2019fRnfRoj 4.8 24

17 RelationshipRbetweenRgenomeRandRepigenomeggchallengesRandRrequirementsRforRfutureRresearchhR
BMClGenomicsfR2014fRkofRnrq 4.5 21

16 ChromatingBasedRClassificationRofRGeneticallyRHeterogeneousRβMLsRintoRTwoRDistinctRSubtypesR
withRDiverseRStemnessRPhenotypeshRCelllReportsfR2019fRlpfRkjosgkjpshep 10.6 19

15 VariantRcallingRonRtheRGRChmrRassemblyRwithRtheRdataRfromRphaseRthreeRofRtheRkjjjRGenomesR
ProjecthRWellcomelOpenlResearchfR2019fRnfRoj 4.8 19

14 FββNGfRestablishingRmetadataRstandardsfRvalidationRandRbestRpracticesRforRtheRfarmedRandR
companionRanimalRcommunityhRAnimallGeneticsfR2018fRnsfRoljgolp 2.5 19

13 βnRevaluationRofRsequencingRcoverageRandRgenotypingRstrategiesRtoRassessRneutralRandRadaptiveR
diversityhRMolecularlEcologylResourcesfR2019fRksfRknsqgkoko 8.4 17

12 PopulationgscaleRproteomeRvariationRinRhumanRinducedRpluripotentRstemRcellshRELifefR2020fRsfR 8.9 16

11 MultigomicsRprofilingRrevealsRaRdistinctiveRepigenomeRsignatureRforRhighgriskRacuteRpromyelocyticR
leukemiahROncotargetfR2018fRsfRlopnqgloppj 3.3 11

10 GuidelinesRforRreportingRsinglegcellRRNβgseqRexperimentshRNaturelBiotechnologyfR2020fRmrfRkmrngkmrp 44.5 9

9 ExpressionRβtlasRupdatetRgeneRandRproteinRexpressionRinRmultipleRspecieshRNucleiclAcidslResearchfR
2021fR 20.1 8

8 GeneticRperturbationRofRPUhkRbindingRandRchromatinRloopingRatRneutrophilRenhancersRassociatesR
withRautoimmuneRdiseasehRNaturelCommunicationsfR2021fRklfRllsr 17.4 7

7 CellRtypegspecificRnovelRlongRnongcodingRRNβRandRcircularRRNβRinRtheRBLUEPRINTRhematopoieticR
transcriptomesRatlashRHaematologicafR2021fRkjpfRlpkmglplm 6.6 5

6 CellRtypeRspecificRnovelRlincRNβsRandRcircRNβsRinRtheRBLUEPRINTRhaematopoieticRtranscriptomesRatlas 3

5 RepeatRassociatedRmechanismsRofRgenomeRevolutionRandRfunctionRrevealedRbyRtheRMusRcaroliRandR
MusRpahariRgenomes 3

4 MultipleRadaptiveRsolutionsRtoRfaceRclimaticRconstraintstRnovelRinsightsRinRtheRdebateRoverRtheRroleR
ofRconvergenceRinRlocalRadaptation 1
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3 VariationRinRPUhkRbindingRandRchromatinRloopingRatRneutrophilRenhancersRinfluencesRautoimmuneR
diseaseRsusceptibility 1

2 CharacterizationRofRtheRDNβRMethylomeRduringRHumanRBgCellRDifferentiationhRBloodfR2014fRklnfRnmnpgnmnp2.2

1 WholegGenomeREpigenomicRβnalysisRinRMultipleRMyelomaRRevealsRDNβRHypermethylationRofRBgCellR
SpecificREnhancershRBloodfR2014fRklnfRljmlgljml 2.2
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