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i Paper IF Citations

100 MerfinpNimprovedNvariantNfilteringbNassemblyNevaluationNandNpolishingNviaNkcmerNvalidationddNNatureu
MethodsbN2022bN 21.6 3

99 yhasingNperfectionpNvalidationNandNpolishingNstrategiesNforNtelomerectoctelomereNgenomeN
assembliesddNNatureuMethodsbN2022bN 21.6 4

98 –pigeneticNpatternsNinNaNcompleteNhumanNgenomeddNSciencebN2022bNimlbNeabjkfno 33.3 12

97 yompleteNgenomicNandNepigeneticNmapsNofNhumanNcentromeresddNSciencebN2022bNimlbNeabljgmn 33.3 19

96 wNcompleteNreferenceNgenomeNimprovesNanalysisNofNhumanNgeneticNvariationddNSciencebN2022bNimlbNeablikii33.3 12

95 TheNcompleteNsequenceNofNaNhumanNgenomeddNSciencebN2022bNimlbNjjcki 33.3 107

94 SegmentalNduplicationsNandNtheirNvariationNinNaNcompleteNhumanNgenomeddNSciencebN2022bNimlbNeabjlolk 33.3 12

93 LongcreadNmappingNtoNrepetitiveNreferenceNsequencesNusingNWinnowmaphddNNatureuMethodsbN2022bN 21.6 7

92 TheNstructurebNfunctionNandNevolutionNofNaNcompleteNhumanNchromosomeNndNNaturebN2021bNkoibNgfgcgfm 50.4 72

91 –volutionaryNandNbiomedicalNinsightsNfromNaNmarmosetNdiploidNgenomeNassemblydNNaturebN2021bN
kojbNhhmchii 50.4 10

90 –xtendedNhaplotypecphasingNofNlongcreadNdeNnovoNgenomeNassembliesNusingNHicydNNatureu
CommunicationsbN2021bNghbNgoik 17.4 16

89 yompleteNvertebrateNmitogenomesNrevealNwidespreadNrepeatsNandNgeneNduplicationsdNGenomeu
BiologybN2021bNhhbNghf 18.3 19

88 TowardsNcompleteNandNerrorcfreeNgenomeNassembliesNofNallNvertebrateNspeciesdNNaturebN2021bNkohbNmimcmjl50.4 161

87 NanoporeNsequencingNandNtheNShastaNtoolkitNenableNefficientNdeNnovoNassemblyNofNelevenNhumanN
genomesdNNatureuBiotechnologybN2020bNinbNgfjjcgfki 44.5 143

86 –ffectNofNsequenceNdepthNandNlengthNinNlongcreadNassemblyNofNtheNmaizeNinbredNNyikndNNatureu
CommunicationsbN2020bNggbNhhnn 17.4 21

85 wNrobustNbenchmarkNforNdetectionNofNgermlineNlargeNdeletionsNandNinsertionsdNNatureuBiotechnologybN
2020bNinbNgijmcgikk 44.5 98

84 wnNimprovedNpigNreferenceNgenomeNsequenceNtoNenableNpigNgeneticsNandNgenomicsNresearchdN
GigaSciencebN2020bNobN 7.6 60
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83 HaplotypecresolvedNgenomesNprovideNinsightsNintoNstructuralNvariationNandNgeneNcontentNinNwngusN
andNxrahmanNcattledNNatureuCommunicationsbN2020bNggbNhfmg 17.4 38

82 yontinuousNchromosomecscaleNhaplotypesNassembledNfromNaNsingleNinterspeciesNFgNhybridNofNyakN
andNcattledNGigaSciencebN2020bNobN 7.6 18

81 StrainsNusedNinNwholeNorganismNPlasmodiumNfalciparumNvaccineNtrialsNdifferNinNgenomeNstructurebN
sequencebNandNimmunogenicNpotentialdNGenomeuMedicinebN2020bNghbNl 14.4 27

80 –volutionaryNsuperscaffoldingNandNchromosomeNanchoringNtoNimproveNwnophelesNgenomeN
assembliesdNBMCuBiologybN2020bNgnbNg 7.3 51

79 WeightedNminimizerNsamplingNimprovesNlongNreadNmappingdNBioinformaticsbN2020bNilbNigggciggn 7.2 45

78 TelomerectoctelomereNassemblyNofNaNcompleteNhumanNXNchromosomedNNaturebN2020bNknkbNmocnj 50.4 269

77 ImprovedNreferenceNgenomeNofNtheNarboviralNvectorNwedesNalbopictusdNGenomeuBiologybN2020bNhgbNhgk 18.3 26

76 MerqurypNreferencecfreeNqualitybNcompletenessbNandNphasingNassessmentNforNgenomeNassembliesdN
GenomeuBiologybN2020bNhgbNhjk 18.3 101

75 HiyanupNaccurateNassemblyNofNsegmentalNduplicationsbNsatellitesbNandNallelicNvariantsNfromN
highcfidelityNlongNreadsdNGenomeuResearchbN2020bNifbNghogcgifk 9.7 145

74 zeNnovoNassemblyNofNtheNcattleNreferenceNgenomeNwithNsinglecmoleculeNsequencingdNGigaSciencebN
2020bNobN 7.6 140

73 IntegratingNHicyNlinksNwithNassemblyNgraphsNforNchromosomecscaleNassemblydNPLoSuComputationalu
BiologybN2019bNgkbNegffmhmi 5 202

72 ReplyNtoNV–rrorsNinNlongcreadNassembliesNcanNcriticallyNaffectNproteinNpredictionVdNNatureu
BiotechnologybN2019bNimbNghmcghn 44.5 18

71 wNchromosomecscaleNassemblyNofNtheNmajorNwfricanNmalariaNvectorNwnophelesNfunestusdNGigaScience
bN2019bNnbN 7.6 26

70 HLwYLwcHLwNtypingNfromNlinearlyNprojectedNgraphNalignmentsdNBioinformaticsbN2019bNikbNjiojcjiol 7.2 42

69 wccurateNcircularNconsensusNlongcreadNsequencingNimprovesNvariantNdetectionNandNassemblyNofNaN
humanNgenomedNNatureuBiotechnologybN2019bNimbNggkkcgglh 44.5 427

68 wssignmentNofNvirusNandNantimicrobialNresistanceNgenesNtoNmicrobialNhostsNinNaNcomplexNmicrobialN
communityNbyNcombinedNlongcreadNassemblyNandNproximityNligationdNGenomeuBiologybN2019bNhfbNgki 18.3 38

67 StrainclevelNmetagenomicNassignmentNandNcompositionalNestimationNforNlongNreadsNwithNMetaMapsdN
NatureuCommunicationsbN2019bNgfbNifll 17.4 51

66 zeNnovoNassemblyNofNtheNgoldfishNWXNgenomeNandNtheNevolutionNofNgenesNafterNwholecgenomeN
duplicationdNScienceuAdvancesbN2019bNkbNeaavfkjm 14.3 66
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65 MashNScreenpNhighcthroughputNsequenceNcontainmentNestimationNforNgenomeNdiscoverydNGenomeu
BiologybN2019bNhfbNhih 18.3 63

64 NewNinsightsNintoNmammalianNsexNchromosomeNstructureNandNevolutionNusingNhighcqualityN
sequencesNfromNbovineNXNandNYNchromosomesdNBMCuGenomicsbN2019bNhfbNgfff 4.5 12

63 MetagenomicNassemblyNthroughNtheNlensNofNvalidationpNrecentNadvancesNinNassessingNandNimprovingN
theNqualityNofNgenomesNassembledNfromNmetagenomesdNBriefingsuinuBioinformaticsbN2019bNhfbNggjfcggkf 13.4 63

62 NanoporeNsequencingNandNassemblyNofNaNhumanNgenomeNwithNultraclongNreadsdNNatureu
BiotechnologybN2018bNilbNiincijk 44.5 968

61 wnalysisNofNtheNwedesNalbopictusNyleilNgenomeNprovidesNinsightNintoNcellNlineNutilityNforNviralN
propagationdNGigaSciencebN2018bNmbNgcgi 7.6 24

60 wNFastNwpproximateNwlgorithmNforNMappingNLongNReadsNtoNLargeNReferenceNzatabasesdNJournaluofu
ComputationaluBiologybN2018bNhkbNmllcmmo 1.7 26

59 zeNnovoNassemblyNofNtheNcomplexNgenomeNofNNippostrongylusNbrasiliensisNusingNMinIONNlongNreadsdN
BMCuBiologybN2018bNglbNl 7.3 22

58 ImprovedNreferenceNgenomeNofNwedesNaegyptiNinformsNarbovirusNvectorNcontroldNNaturebN2018bNklibNkfgckfm50.4 235

57 wNfastNadaptiveNalgorithmNforNcomputingNwholecgenomeNhomologyNmapsdNBioinformaticsbN2018bNijbNimjncimkl7.2 53

56 RefSeqNdatabaseNgrowthNinfluencesNtheNaccuracyNofNkcmercbasedNlowestNcommonNancestorNspeciesN
identificationdNGenomeuBiologybN2018bNgobNglk 18.3 57

55 zeNnovoNassemblyNofNhaplotypecresolvedNgenomesNwithNtrioNbinningdNNatureuBiotechnologybN2018bN 44.5 171

54 VariationNinNhumanNchromosomeNhgNribosomalNRNwNgenesNcharacterizedNbyNTwRNcloningNandN
longcreadNsequencingdNNucleicuAcidsuResearchbN2018bNjlbNlmghclmhk 20.1 36

53 HybridNassemblyNofNtheNlargeNandNhighlyNrepetitiveNgenomeNofNbNaNprogenitorNofNbreadNwheatbNwithN
theNMaSuRywNmegacreadsNalgorithmdNGenomeuResearchbN2017bNhmbNmnmcmoh 9.7 208

52 SinglecmoleculeNsequencingNandNchromatinNconformationNcaptureNenableNdeNnovoNreferenceN
assemblyNofNtheNdomesticNgoatNgenomedNNatureuGeneticsbN2017bNjobNljiclkf 36.3 323

51 –valuationNofNGRyhinNandNdeNnovoNhaploidNgenomeNassembliesNdemonstratesNtheNenduringNqualityN
ofNtheNreferenceNassemblydNGenomeuResearchbN2017bNhmbNnjocnlj 9.7 365

50 wNFastNwpproximateNwlgorithmNforNMappingNLongNReadsNtoNLargeNReferenceNzatabasesdNLectureu
NotesuinuComputeruSciencebN2017bNllcng 0.9 21

49 yanupNscalableNandNaccurateNlongcreadNassemblyNviaNadaptiveNcmerNweightingNandNrepeatNseparationdN
GenomeuResearchbN2017bNhmbNmhhcmil 9.7 2943

48 zeNNovoNwssemblyNofNaNNewNwccessionNUsingNNanoporeNSequencingdNPlantuCellbN2017bNhobNhiilchijn 11.6 138
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47 ScaffoldingNofNlongNreadNassembliesNusingNlongNrangeNcontactNinformationdNBMCuGenomicsbN2017bNgnbNkhm 4.5 90

46 zraftNGenomeNSequencesNfromNaNNovelNyladeNofNStrainsbNIsolatedNfromNtheNInternationalNSpaceN
StationdNGenomeuAnnouncementsbN2017bNkbN 9

45 MashpNfastNgenomeNandNmetagenomeNdistanceNestimationNusingNMinHashdNGenomeuBiologybN2016bNgmbNgih18.3 1066

44 RadicalNremodelingNofNtheNYNchromosomeNinNaNrecentNradiationNofNmalariaNmosquitoesdNProceedingsu
ofutheuNationaluAcademyuofuSciencesuofutheuUniteduStatesuofuAmericabN2016bNggibN–hggjchi 11.5 63

43 wssemblingNlargeNgenomesNwithNsinglecmoleculeNsequencingNandNlocalitycsensitiveNhashingdNNatureu
BiotechnologybN2015bNiibNlhicif 44.5 650

42 OneNchromosomebNoneNcontigpNcompleteNmicrobialNgenomesNfromNlongcreadNsequencingNandN
assemblydNCurrentuOpinionuinuMicrobiologybN2015bNhibNggfchf 7.9 302

41 wssemblathonNhpNevaluatingNdeNnovoNmethodsNofNgenomeNassemblyNinNthreeNvertebrateNspeciesdN
GigaSciencebN2013bNhbNgf 7.6 461

40 zeNnovoNlikelihoodcbasedNmeasuresNforNcomparingNgenomeNassembliesdNBMCuResearchuNotesbN2013bN
lbNiij 2.3 33

39 zeNnovoNlikelihoodcbasedNmeasuresNforNcomparingNmetagenomicNassembliesN2013bN 1

38 ReducingNassemblyNcomplexityNofNmicrobialNgenomesNwithNsinglecmoleculeNsequencingdNGenomeu
BiologybN2013bNgjbNRgfg 18.3 286

37 GwG–pNwNcriticalNevaluationNofNgenomeNassembliesNandNassemblyNalgorithmsdNGenomeuResearchbN2012
bNhhbNkkmclm 9.7 485

36 HybridNerrorNcorrectionNandNdeNnovoNassemblyNofNsinglecmoleculeNsequencingNreadsdNNatureu
BiotechnologybN2012bNifbNloicmff 44.5 758

35 xambusNhpNscaffoldingNmetagenomesdNBioinformaticsbN2011bNhmbNholjcmg 7.2 106

34 wssemblyNalgorithmsNforNnextcgenerationNsequencingNdatadNGenomicsbN2010bNokbNigkchm 4.3 764

33 wggressiveNassemblyNofNpyrosequencingNreadsNwithNmatesdNBioinformaticsbN2008bNhjbNhngnchj 7.2 407

32 wssemblingNLargeNGenomesNwithNSinglecMoleculeNSequencingNandNLocalityNSensitiveNHashing 10

31 yanupNscalableNandNaccurateNlongcreadNassemblyNviaNadaptiveNkcmerNweightingNandNrepeatNseparation 89

30 wNFastNwpproximateNwlgorithmNforNMappingNLongNReadsNtoNLargeNReferenceNzatabases 9
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29 HiyanupNaccurateNassemblyNofNsegmentalNduplicationsbNsatellitesbNandNallelicNvariantsNfromN
highcfidelityNlongNreads 13

28 MerqurypNreferencecfreeNqualitybNcompletenessbNandNphasingNassessmentNforNgenomeNassemblies 16

27 TowardsNcompleteNandNerrorcfreeNgenomeNassembliesNofNallNvertebrateNspecies 38

26 yompleteNvertebrateNmitogenomesNrevealNwidespreadNgeneNduplicationsNandNrepeats 5

25 TheNstructurebNfunctionbNandNevolutionNofNaNcompleteNhumanNchromosomeNn 10

24 wNlongNreadNmappingNmethodNforNhighlyNrepetitiveNreferenceNsequences 18

23 MetayompasspNReferencecguidedNwssemblyNofNMetagenomes 6

22 ImprovedNwedesNaegyptiNmosquitoNreferenceNgenomeNassemblyNenablesNbiologicalNdiscoveryNandN
vectorNcontrol 10

21 IntegratingNHicyNlinksNwithNassemblyNgraphsNforNchromosomecscaleNassembly 11

20 yompleteNassemblyNofNparentalNhaplotypesNwithNtrioNbinning 12

19 –xtendedNhaplotypeNphasingNofNdeNnovoNgenomeNassembliesNwithNFwLyONcPhase 37

18 MetaMapsNâ��NStrainclevelNmetagenomicNassignmentNandNcompositionalNestimationNforNlongNreads 7

17 HLwYPRGpLwNâ��NHLwNtypingNfromNlinearlyNprojectedNgraphNalignments 2

16 HighlycaccurateNlongcreadNsequencingNimprovesNvariantNdetectionNandNassemblyNofNaNhumanNgenome 29

15 MashNScreenpNHighcthroughputNsequenceNcontainmentNestimationNforNgenomeNdiscovery 14

14 wNrobustNbenchmarkNforNgermlineNstructuralNvariantNdetection 34

13 wnNimprovedNpigNreferenceNgenomeNsequenceNtoNenableNpigNgeneticsNandNgenomicsNresearch 15

12 TheNwhaleNsharkNgenomeNrevealsNpatternsNofNvertebrateNgeneNfamilyNevolution 1
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11 –fficientNdeNnovoNassemblyNofNelevenNhumanNgenomesNusingNPromethIONNsequencingNandNaNnovelN
nanoporeNtoolkit 29

10 HaplotypecResolvedNyattleNGenomesNProvideNInsightsNIntoNStructuralNVariationNandNwdaptation 1

9 TelomerectoctelomereNassemblyNofNaNcompleteNhumanNXNchromosome 45

8 SegmentalNduplicationsNandNtheirNvariationNinNaNcompleteNhumanNgenome 13

7 TheNcompleteNsequenceNofNaNhumanNgenome 58

6 –pigeneticNPatternsNinNaNyompleteNHumanNGenome 9

5 wNcompleteNreferenceNgenomeNimprovesNanalysisNofNhumanNgeneticNvariation 9

4 yompleteNgenomicNandNepigeneticNmapsNofNhumanNcentromeres 8

3 MerfinpNimprovedNvariantNfilteringNandNpolishingNviaNkcmerNvalidation 10

2 yhasingNperfectionpNvalidationNandNpolishingNstrategiesNforNtelomerectoctelomereNgenomeNassemblies 12

1 wutomatedNassemblyNofNhighcqualityNdiploidNhumanNreferenceNgenomes 3
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