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l Paper IF Citations

83 vMglobalMreferenceMforMhumanMgeneticMvariationcMNatureaM2015aMjgkaMkmbli 50.4 8599

82 vMmapMofMhumanMgenomeMvariationMfromMpopulationbscaleMsequencingcMNatureaM2010aMiklaMfekfblh 50.4 6142

81 vnMintegratedMmapMofMgeneticMvariationMfromMfaengMhumanMgenomescMNatureaM2012aMinfaMjkbkj 50.4 6049

80 vnMintegratedMmapMofMstructuralMvariationMinMgajeiMhumanMgenomescMNatureaM2015aMjgkaMljbmf 50.4 1368

79 vMsystematicMsurveyMofMlossbofbfunctionMvariantsMinMhumanMproteinbcodingMgenescMScienceaM2012aMhhjaMmghbm33.3 880

78 MappingMcopyMnumberMvariationMbyMpopulationbscaleMgenomeMsequencingcMNatureaM2011aMileaMjnbkj 50.4 833

77 xlassicalMnuclearMlocalizationMsignalsoMdefinitionaMfunctionaMandMinteractionMwithMimportinMalphacM
JournalrofrBiologicalrChemistryaM2007aMgmgaMjfefbj 5.4 824

76 yiversityMofMhumanMcopyMnumberMvariationMandMmulticopyMgenescMScienceaM2010aMhheaMkifbk 33.3 491

75 yemographicMhistoryMandMrareMalleleMsharingMamongMhumanMpopulationscMProceedingsrofrtherNationalr
AcademyrofrSciencesrofrtherUnitedrStatesrofrAmericaaM2011aMfemaMffnmhbm 11.5 455

74 vnMinitialMmapMofMinsertionMandMdeletionMVINyzLWMvariationMinMtheMhumanMgenomecMGenomerResearchaM
2006aMfkaMffmgbne 9.7 455

73 NaturalMmutagenesisMofMhumanMgenomesMbyMendogenousMretrotransposonscMCellaM2010aMfifaMfgjhbkf 56.2 445

72 VariationMinMgenomebwideMmutationMratesMwithinMandMbetweenMhumanMfamiliescMNaturerGeneticsaM
2011aMihaMlfgbi 36.3 404

71 MultibplatformMdiscoveryMofMhaplotypebresolvedMstructuralMvariationMinMhumanMgenomescMNaturer
CommunicationsaM2019aMfeaMflmi 17.4 346

70 xomprehensiveMassessmentMofMarraybbasedMplatformsMandMcallingMalgorithmsMforMdetectionMofMcopyM
numberMvariantscMNaturerBiotechnologyaM2011aMgnaMjfgbge 44.5 333

69 WhichMtransposableMelementsMareMactiveMinMtheMhumanMgenometcMTrendsrinrGeneticsaM2007aMghaMfmhbnf 8.5 333

68 xGGMrepeatbassociatedMtranslationMmediatesMneurodegenerationMinMfragileMXMtremorMataxiaM
syndromecMNeuronaM2013aMlmaMiiebjj 13.9 327

67 IntegrativeMannotationMofMvariantsMfromMfengMhumansoMapplicationMtoMcancerMgenomicscMScienceaM2013
aMhigaMfghjjml 33.3 281
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66 vMhighlyMannotatedMwholebgenomeMsequenceMofMaMKoreanMindividualcMNatureaM2009aMikeaMfeffbj 50.4 265

65 IntegratingMsequenceMandMarrayMdataMtoMcreateManMimprovedMfeeeMGenomesMProjectMhaplotypeM
referenceMpanelcMNaturerCommunicationsaM2014aMjaMhnhi 17.4 253

64
yeleteriousbMandMdiseaseballeleMprevalenceMinMhealthyMindividualsoMinsightsMfromMcurrentMpredictionsaM
mutationMdatabasesaMandMpopulationbscaleMresequencingcMAmericanrJournalrofrHumanrGeneticsaM2012aM
nfaMfeggbhg

11 221

63 SmallMinsertionsMandMdeletionsMVINyzLsWMinMhumanMgenomescMHumanrMolecularrGeneticsaM2010aMfnaMRfhfbk 5.6 221

62 TheMfeeeMGenomesMProjectoMdataMmanagementMandMcommunityMaccesscMNaturerMethodsaM2012aMnaMijnbkg 21.6 202

61 vctiveMvluMretrotransposonsMinMtheMhumanMgenomecMGenomerResearchaM2008aMfmaMfmljbmh 9.7 192

60
xomplexMreorganizationMandMpredominantMnonbhomologousMrepairMfollowingMchromosomalM
breakageMinMkaryotypicallyMbalancedMgermlineMrearrangementsMandMtransgenicMintegrationcMNaturer
GeneticsaM2012aMiiaMhneblaMSf

36.3 190

59 NaturalMgeneticMvariationMcausedMbyMsmallMinsertionsMandMdeletionsMinMtheMhumanMgenomecMGenomer
ResearchaM2011aMgfaMmhebn 9.7 178

58 yiscoveryMofMcommonMvsianMcopyMnumberMvariantsMusingMintegratedMhighbresolutionMarrayMxGHMandM
massivelyMparallelMyNvMsequencingcMNaturerGeneticsaM2010aMigaMieebj 36.3 167

57 TheMfunctionalMspectrumMofMlowbfrequencyMcodingMvariationcMGenomerBiologyaM2011aMfgaMRmi 18.3 161

56 TheMMobileMzlementMLocatorMToolMVMzLTWoMpopulationbscaleMmobileMelementMdiscoveryMandMbiologycM
GenomerResearchaM2017aMglaMfnfkbfngn 9.7 156

55 IntersectionMofMdiverseMneuronalMgenomesMandMneuropsychiatricMdiseaseoMTheMwrainMSomaticM
MosaicismMNetworkcMScienceaM2017aMhjkaM 33.3 152

54 TheMoriginaMevolutionaMandMfunctionalMimpactMofMshortMinsertionbdeletionMvariantsMidentifiedMinMflnM
humanMgenomescMGenomerResearchaM2013aMghaMlinbkf 9.7 150

53 StructuralMvariationMinMtheMsequencingMeracMNaturerReviewsrGeneticsaM2020aMgfaMflfbfmn 30.1 129

52 IdentificationMofMproteinsMassociatedMwithMmurineMcytomegalovirusMvirionscMJournalrofrVirologyaM2004aM
lmaMfffmlbnl 6.6 121

51 RecentlyMmobilizedMtransposonsMinMtheMhumanMandMchimpanzeeMgenomescMAmericanrJournalrofr
HumanrGeneticsaM2006aMlmaMklfbn 11 118

50 GeneticsMofMxombinedMPituitaryMHormoneMyeficiencyoMRoadmapMintoMtheMGenomeMzracMEndocriner
ReviewsaM2016aMhlaMkhkbklj 27.2 106

49 TheMgenomicMlandscapeMofMpolymorphicMhumanMnuclearMmitochondrialMinsertionscMNucleicrAcidsr
ResearchaM2014aMigaMfgkiebn 20.1 105
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48 HaplotypebresolvedMdiverseMhumanMgenomesMandMintegratedManalysisMofMstructuralMvariationcMScience
aM2021aMhlgaM 33.3 100

47 vMrobustMbenchmarkMforMdetectionMofMgermlineMlargeMdeletionsMandMinsertionscMNaturerBiotechnologyaM
2020aMhmaMfhilbfhjj 44.5 98

46
zxtensiveMgeneticMdiversityMandMsubstructuringMamongMzebrafishMstrainsMrevealedMthroughMcopyM
numberMvariantManalysiscMProceedingsrofrtherNationalrAcademyrofrSciencesrofrtherUnitedrStatesrofr
AmericaaM2012aMfenaMjgnbhi

11.5 87

45 zxpandingMtheMdefinitionMofMtheMclassicalMbipartiteMnuclearMlocalizationMsignalcMTrafficaM2010aMffaMhffbgh 5.7 83

44 xompleteMsequenceMandMcomparativeManalysisMofMtheMgenomeMofMherpesMwMvirusMVxercopithecineM
herpesvirusMfWMfromMaMrhesusMmonkeycMJournalrofrVirologyaM2003aMllaMkfklbll 6.6 76

43
PrimateMgenomeMarchitectureMinfluencesMstructuralMvariationMmechanismsMandMfunctionalM
consequencescMProceedingsrofrtherNationalrAcademyrofrSciencesrofrtherUnitedrStatesrofrAmericaaM
2013aMffeaMfjlkibn

11.5 69

42 ProkaryoticMgeneMpredictionMusingMGeneMarkMandMGeneMarkchmmcMCurrentrProtocolsrinr
BioinformaticsaM2003aMxhapterMiaMUniticj 24.2 60

41 HumanMgenomicMregionsMwithMexceptionallyMhighMlevelsMofMpopulationMdifferentiationMidentifiedMfromM
nffMwholebgenomeMsequencescMGenomerBiologyaM2014aMfjaMRmm 18.3 51

40 RefinementMofMprimateMcopyMnumberMvariationMhotspotsMidentifiesMcandidateMgenomicMregionsM
evolvingMunderMpositiveMselectioncMGenomerBiologyaM2011aMfgaMRjg 18.3 48

39 vnalysisMofMvariableMretroduplicationsMinMhumanMpopulationsMsuggestsMcouplingMofM
retrotranspositionMtoMcellMdivisioncMGenomerResearchaM2013aMghaMgeigbjg 9.7 41

38 ImprovingMgeneMannotationMofMcompleteMviralMgenomescMNucleicrAcidsrResearchaM2003aMhfaMleifbjj 20.1 38

37 xrypticMandMcomplexMchromosomalMaberrationsMinMearlybonsetMneuropsychiatricMdisorderscMAmericanr
JournalrofrHumanrGeneticsaM2014aMnjaMijibkf 11 37

36 RapidaMultraMlowMcoverageMcopyMnumberMprofilingMofMcellbfreeMyNvMasMaMprecisionMoncologyMscreeningM
strategycMOncotargetaM2017aMmaMmnmimbmnmkk 3.3 36

35 IdentificationMandMcharacterizationMofMoccultMhumanbspecificMLINzbfMinsertionsMusingMlongbreadM
sequencingMtechnologycMNucleicrAcidsrResearchaM2020aMimaMffikbffkh 20.1 36

34 vMPYbNLSMnuclearMtargetingMsignalMisMrequiredMforMnuclearMlocalizationMandMfunctionMofMtheM
SaccharomycesMcerevisiaeMmRNvbbindingMproteinMHrpfcMJournalrofrBiologicalrChemistryaM2008aMgmhaMfgngkbhi5.4 34

33 vMrobustMbenchmarkMforMgermlineMstructuralMvariantMdetection 34

32 SPzxtreoMaMspectralMcoherencebbbasedMclassifierMofMactivelyMtranslatedMtranscriptsMfromMribosomeM
profilingMsequenceMdatacMBMCrBioinformaticsaM2016aMflaMimg 3.6 31

31 FusorSVoManMalgorithmMforMoptimallyMcombiningMdataMfromMmultipleMstructuralMvariationMdetectionM
methodscMGenomerBiologyaM2018aMfnaMhm 18.3 28
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30 RegulatoryMelementMcopyMnumberMdifferencesMshapeMprimateMexpressionMprofilescMProceedingsrofrther
NationalrAcademyrofrSciencesrofrtherUnitedrStatesrofrAmericaaM2012aMfenaMfgkjkbkf 11.5 27

29 MultibplatformMdiscoveryMofMhaplotypebresolvedMstructuralMvariationMinMhumanMgenomes 26

28 ResolvingMcomplexMstructuralMgenomicMrearrangementsMusingMaMrandomizedMapproachcMGenomer
BiologyaM2016aMflaMfgk 18.3 24

27 IncreasedMgenomicMintegrityMofManMimprovedMproteinbbasedMmouseMinducedMpluripotentMstemMcellM
methodMcomparedMwithMcurrentMviralbinducedMstrategiescMStemrCellsrTranslationalrMedicineaM2014aMhaMjnnbken6.9 20

26 TheMlandscapeMofMsomaticMmutationMinMcerebralMcortexMofMautisticMandMneurotypicalMindividualsM
revealedMbyMultrabdeepMwholebgenomeMsequencingcMNaturerNeuroscienceaM2021aMgiaMflkbfmj 25.5 19

25 TranslationMofMupstreamMopenMreadingMframesMinMaMmodelMofMneuronalMdifferentiationcMBMCrGenomics
aM2019aMgeaMhnf 4.5 16

24 xopyMnumberMvariationMprevalenceMinMknownMasthmaMgenesMandMtheirMimpactMonMasthmaM
susceptibilitycMClinicalrandrExperimentalrAllergyaM2013aMihaMijjbkg 4.1 16

23 xodonShuffleoMaMtoolMforMgeneratingMandManalyzingMsynonymouslyMmutatedMsequencescMVirusr
EvolutionaM2015aMfaMvevefg 3.7 15

22 RNvMligationMprecedesMtheMretrotranspositionMofMUkdLINzbfMchimericMRNvcMProceedingsrofrther
NationalrAcademyrofrSciencesrofrtherUnitedrStatesrofrAmericaaM2019aMffkaMgekfgbgekgg 11.5 14

21 vMrecurrencebbasedMapproachMforMvalidatingMstructuralMvariationMusingMlongbreadMsequencingM
technologycMGigaScienceaM2017aMkaMfbn 7.6 13

20 zxpectationsMandMblindMspotsMforMstructuralMvariationMdetectionMfromMlongbreadMassembliesMandM
shortbreadMgenomeMsequencingMtechnologiescMAmericanrJournalrofrHumanrGeneticsaM2021aMfemaMnfnbngm 11 13

19 zukaryoticMgeneMpredictionMusingMGeneMarkchmmcMCurrentrProtocolsrinrBioinformaticsaM2003aM
xhapterMiaMUnitick 24.2 11

18 xasnMtargetedMenrichmentMofMmobileMelementsMusingMnanoporeMsequencingcMNaturerCommunicationsaM
2021aMfgaMhjmk 17.4 10

17 PrognosticMmodelMforMmultipleMmyelomaMprogressionMintegratingMgeneMexpressionMandMclinicalM
featurescMGigaScienceaM2019aMmaM 7.6 9

16 MachineMlearningMrevealsMbilateralMdistributionMofMsomaticMLfMinsertionsMinMhumanMneuronsMandMgliacM
NaturerNeuroscienceaM2021aMgiaMfmkbfnk 25.5 9

15 xopyMnumberMvariationMgenotypingMusingMfamilyMinformationcMBMCrBioinformaticsaM2013aMfiaMfjl 3.6 6

14 xonstitutivelyMHigherMLevelMofMGSTTgMinMzsophagealMTissuesMFromMvfricanMvmericansMProtectsMxellsM
vgainstMyNvMyamagecMGastroenterologyaM2019aMfjkaMfieibfifj 13.3 5

13 GenomeMdiversityMinMUkrainecMGigaScienceaM2021aMfeaM 7.6 5

(2021-2012)
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12 yoesMgermblineMdeletionMofMtheMPIPMgeneMconstituteMaMwidespreadMriskMforMcancertcMEuropeanrJournalr
ofrHumanrGeneticsaM2014aMggaMhelbn 5.3 4

11 vssociationMofMxNVsMwithMmethylationMvariationcMNpjrGenomicrMedicineaM2020aMjaMif 6.2 4

10 zxpectationsMandMblindMspotsMforMstructuralMvariationMdetectionMfromMshortbreadMalignmentMandM
longbreadMassembly 3

9 yeMnovoMassemblyMofMkiMhaplotypebresolvedMhumanMgenomesMofMdiverseMancestryMandMintegratedM
analysisMofMstructuralMvariation 3

8 xomprehensiveMidentificationMofMsomaticMnucleotideMvariantsMinMhumanMbrainMtissuecMGenomerBiologyaM
2021aMggaMng 18.3 3

7 zarlyMHPVMctyNvMKineticsMandMImagingMwiomarkersMPredictMTherapeuticMResponseMinMpfkYM
OropharyngealMSquamousMxellMxarcinomacMClinicalrCancerrResearchaM2021aM 12.9 2

6 SearcHPVoMvMnovelMapproachMtoMidentifyMandMassembleMhumanMpapillomavirusbhostMgenomicM
integrationMeventsMinMcancercMCanceraM2021aMfglaMhjhfbhjie 6.4 2

5 xharacterizationMofMnuclearMmitochondrialMinsertionsMinMtheMwholeMgenomesMofMprimatescMNARr
GenomicsrandrBioinformaticsaM2020aMgaMlqaaemn 3.7 1

4 SquiggleNetoMrealbtimeaMdirectMclassificationMofMnanoporeMsignalscMGenomerBiologyaM2021aMggaMgnm 18.3 1

3 RealbTimeaMyirectMxlassificationMofMNanoporeMSignalsMwithMSquiggleNet 1

2 SomaticMmosaicismMrevealsMclonalMdistributionsMofMneocorticalMdevelopmentccMNatureaM2022aM 50.4 1

1 wvMnosticoManMOSbagnosticMtoolkitMforMgenomicMsequenceManalysiscMJournalrofrOpenrSourcerSoftwareaM
2018aMhaMmgk 5.2
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