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k Paper IF Citations

88 AccurateScircularSconsensusSlonggreadSsequencingSimprovesSvariantSdetectionSandSassemblySofSaS
humanSgenomehSNatureiBiotechnologyfS2019fSmqfSkkoogkkpl 44.5 427

87 MultigplatformSdiscoverySofShaplotypegresolvedSstructuralSvariationSinShumanSgenomeshSNaturei
CommunicationsfS2019fSkjfSkqrn 17.4 346

86 ElevenSgrandSchallengesSinSsinglegcellSdataSsciencehSGenomeiBiologyfS2020fSlkfSmk 18.3 274

85 MappingSandSphasingSofSstructuralSvariationSinSpatientSgenomesSusingSnanoporeSsequencinghSNaturei
CommunicationsfS2017fSrfSkmlp 17.4 191

84 WhatsHaptSWeightedSHaplotypeSAssemblySforSFuturegGenerationSSequencingSReadshSJournaliofi
ComputationaliBiologyfS2015fSllfSnsrgojs 1.7 172

83 DeepSsequencingSrevealsSdifferentialSexpressionSofSmicroRNAsSinSfavorableSversusSunfavorableS
neuroblastomahSNucleiciAcidsiResearchfS2010fSmrfSosksglr 20.1 166

82 NanoporeSsequencingSandStheSShastaStoolkitSenableSefficientSdeSnovoSassemblySofSelevenShumanS
genomeshSNatureiBiotechnologyfS2020fSmrfSkjnngkjom 44.5 143

81 TheScompleteSsequenceSofSaShumanSgenomehhSSciencefS2022fSmqpfSnngom 33.3 107

80 HaplotypegresolvedSdiverseShumanSgenomesSandSintegratedSanalysisSofSstructuralSvariationhSScience
fS2021fSmqlfS 33.3 100

79 ASrobustSbenchmarkSforSdetectionSofSgermlineSlargeSdeletionsSandSinsertionshSNatureiBiotechnologyfS
2020fSmrfSkmnqgkmoo 44.5 98

78 WhatsHaptSfastSandSaccurateSreadgbasedSphasing 85

77 CharacteristicsSofSdeSnovoSstructuralSchangesSinStheShumanSgenomehSGenomeiResearchfS2015fSlofSqslgrjk9.7 83

76 CLEVERtScliquegenumeratingSvariantSfinderhSBioinformaticsfS2012fSlrfSlrqogrl 7.2 79

75 AShighgqualityShumanSreferenceSpanelSrevealsStheScomplexitySandSdistributionSofSgenomicSstructuralS
variantshSNatureiCommunicationsfS2016fSqfSklsrs 17.4 70

74 ViralSquasispeciesSassemblySviaSmaximalScliqueSenumerationhSPLoSiComputationaliBiologyfS2014fSkjfSekjjmoko5 70

73 DenseSandSaccurateSwholegchromosomeShaplotypingSofSindividualSgenomeshSNaturei
CommunicationsfS2017fSrfSklsm 17.4 60

72 TheScompleteSsequenceSofSaShumanSgenome 58
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71 NegativeSselectionSinShumansSandSfruitSfliesSinvolvesSsynergisticSepistasishSSciencefS2017fSmopfSomsgonl 33.3 53

70 DiscoveringSmotifsSthatSinduceSsequencingSerrorshSBMCiBioinformaticsfS2013fSknSSupplSofSSk 3.6 44

69 ChromosomegscalefShaplotypegresolvedSassemblySofShumanSgenomeshSNatureiBiotechnologyfS2021fS
msfSmjsgmkl 44.5 44

68 FullySphasedShumanSgenomeSassemblySwithoutSparentalSdataSusingSsinglegcellSstrandSsequencingS
andSlongSreadshSNatureiBiotechnologyfS2021fSmsfSmjlgmjr 44.5 42

67 EfficientSexactSmotifSdiscoveryhSBioinformaticsfS2009fSlofSimopgpn 7.2 38

66 PangenomeSGraphshSAnnualiReviewiofiGenomicsiandiHumaniGeneticsfS2020fSlkfSkmsgkpl 9.7 37

65 ASgraphgbasedSapproachStoSdiploidSgenomeSassemblyhSBioinformaticsfS2018fSmnfSikjogikkn 7.2 36

64 MATEgCLEVERtSMendelianginheritancegawareSdiscoverySandSgenotypingSofSmidsizeSandSlongSindelshS
BioinformaticsfS2013fSlsfSmknmgoj 7.2 35

63 ASrobustSbenchmarkSforSgermlineSstructuralSvariantSdetection 34

62 BitgparallelSsequencegtoggraphSalignmenthSBioinformaticsfS2019fSmofSmossgmpjq 7.2 32

61 HighlygaccurateSlonggreadSsequencingSimprovesSvariantSdetectionSandSassemblySofSaShumanSgenome 29

60 EfficientSdeSnovoSassemblySofSelevenShumanSgenomesSusingSPromethIONSsequencingSandSaSnovelS
nanoporeStoolkit 29

59 HaplotypegawareSdiplotypingSfromSnoisySlongSreadshSGenomeiBiologyfS2019fSljfSkkp 18.3 28

58 MultigplatformSdiscoverySofShaplotypegresolvedSstructuralSvariationSinShumanSgenomes 26

57 BenchmarkingSchallengingSsmallSvariantsSwithSlinkedSandSlongSreads 26

56 GraphAlignertSrapidSandSversatileSsequencegtoggraphSalignmenthSGenomeiBiologyfS2020fSlkfSlom 18.3 25

55 ReadgbasedSphasingSofSrelatedSindividualshSBioinformaticsfS2016fSmlfSilmngilnl 7.2 25

54 ASdiploidSassemblygbasedSbenchmarkSforSvariantsSinStheSmajorShistocompatibilityScomplexhSNaturei
CommunicationsfS2020fSkkfSnqsn 17.4 22
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53
NextggenerationSRNASsequencingSrevealsSdifferentialSexpressionSofSMYCNStargetSgenesSandS
suggestsStheSmTORSpathwaySasSaSpromisingStherapyStargetSinSMYCNgamplifiedSneuroblastomahS
InternationaliJournaliofiCancerfS2013fSkmlfSEkjpgko

7.5 21

52 HaplotypeSthreadingtSaccurateSpolyploidSphasingSfromSlongSreadshSGenomeiBiologyfS2020fSlkfSlol 18.3 21

51 ASfullySphasedSaccurateSassemblySofSanSindividualShumanSgenome 20

50 AccurateSchromosomegscaleShaplotypegresolvedSassemblySofShumanSgenomes 18

49 StrandgseqSenablesSreliableSseparationSofSlongSreadsSbySchromosomeSviaSexpectationSmaximizationhS
BioinformaticsfS2018fSmnfSikkogiklm 7.2 17

48 SinglegcellSanalysisSofSstructuralSvariationsSandScomplexSrearrangementsSwithStrigchannelS
processinghSNatureiBiotechnologyfS2020fSmrfSmnmgmon 44.5 17

47 DetectingShorizontalSgeneStransferSbySmappingSsequencingSreadsSacrossSspeciesSboundarieshS
BioinformaticsfS2016fSmlfSiosogipjn 7.2 14

46 RecurrentSinversionStogglingSandSgreatSapeSgenomeSevolutionhSNatureiGeneticsfS2020fSolfSrnsgror 36.3 13

45 ExpectationsSandSblindSspotsSforSstructuralSvariationSdetectionSfromSlonggreadSassembliesSandS
shortgreadSgenomeSsequencingStechnologieshSAmericaniJournaliofiHumaniGeneticsfS2021fSkjrfSsksgslr 11 13

44 RepeatgSandSerrorgawareScomparisonSofSdeletionshSBioinformaticsfS2015fSmkfSlsnqgon 7.2 12

43 SNPSandSindelSfrequenciesSatStranscriptionSstartSsitesSandSatScanonicalSandSalternativeStranslationS
initiationSsitesSinStheShumanSgenomehSPLoSiONEfS2019fSknfSejlknrkp 3.7 11

42 PangenomegbasedSgenomeSinference 11

41 GenotypingSinversionsSandStandemSduplicationshSBioinformaticsfS2017fSmmfSnjkognjlm 7.2 10

40 GraphAlignertSRapidSandSVersatileSSequencegtogGraphSAlignment 10

39 PWHATSHAPtSefficientShaplotypingSforSfutureSgenerationSsequencinghSBMCiBioinformaticsfS2016fS
kqfSmnl 3.6 9

38 IdentifyingStranscriptionalSmiRNASbiomarkersSbySintegratingShighgthroughputSsequencingSandS
realgtimeSPCRSdatahSMethodsfS2013fSosfSkongpm 4.6 9

37 ProbabilisticSarithmeticSautomataSandStheirSapplicationshSIEEE/ACMiTransactionsioniComputationali
BiologyiandiBioinformaticsfS2012fSsfSkqmqgoj 3 9

36 FullygsensitiveSseedSfindingSinSsequenceSgraphsSusingSaShybridSindexhSBioinformaticsfS2019fSmofSirkgirs 7.2 8
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35 ASstrategySforSbuildingSandSusingSaShumanSreferenceSpangenomehSF1000ResearchfS2019fSrfSkqok 3.6 8

34 AERONtSTranscriptSquantificationSandSgenegfusionSdetectionSusingSlongSreads 7

33 TheSHumanSPangenomeSProjecttSaSglobalSresourceStoSmapSgenomicSdiversityhhSNaturefS2022fSpjnfSnmqgnnp50.4 7

32 ComputationalSPangGenomicstSStatusfSPromisesSandSChallenges 6

31 MappingSandSphasingSofSstructuralSvariationSinSpatientSgenomesSusingSnanoporeSsequencing 6

30 HaplotypeSThreadingtSAccurateSPolyploidSPhasingSfromSLongSReads 6

29 GenomeSsequenceSanalysisSwithSMonetDBhSDatenbankySpektrumfS2015fSkofSkrogksk 0.6 5

28 ASmultigplatformSreferenceSforSsomaticSstructuralSvariationSdetection 5

27 SelectingSReadsSforSHaplotypeSAssembly 4

26 HaplotypegawareSgenotypingSfromSnoisySlongSreads 4

25 ASDiploidSAssemblygbasedSBenchmarkSforSVariantsSinStheSMajorSHistocompatibilitySComplex 4

24 MBGtSMinimizergbasedSSparseSdeSBruijnSGraphSConstructionhSBioinformaticsfS2021fS 7.2 4

23 SVgAUTOPILOTtSoptimizedfSautomatedSconstructionSofSstructuralSvariationSdiscoverySandS
benchmarkingSpipelineshSBMCiGenomicsfS2015fSkpfSlmr 4.5 3

22 VarlociraptortSenhancingSsensitivitySandScontrollingSfalseSdiscoverySrateSinSsomaticSindelSdiscoveryhS
GenomeiBiologyfS2020fSlkfSsr 18.3 3

21 AnSAlgorithmStoSComputeStheSCharacterSAccessSCountSDistributionSforSPatternSMatchingS
AlgorithmshSAlgorithmsfS2011fSnfSlrogmjp 1.8 3

20 KkrhkStranslatesSTScellSreceptorSsignalsSintoSthymicSregulatorySTScellSdevelopmenthSCelliResearchfS
2021fS 24.7 3

19 AShighgqualitySreferenceSpanelSrevealsStheScomplexitySandSdistributionSofSstructuralSgenomeS
changesSinSaShumanSpopulation 3

18 ExpectationsSandSblindSspotsSforSstructuralSvariationSdetectionSfromSshortgreadSalignmentSandS
longgreadSassembly 3

(-2019)
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17 DeSnovoSassemblySofSpnShaplotypegresolvedShumanSgenomesSofSdiverseSancestrySandSintegratedS
analysisSofSstructuralSvariation 3

16 AutomatedSassemblySofShighgqualitySdiploidShumanSreferenceSgenomes 3

15 ASGuidedSTourStoSComputationalSHaplotypinghSLectureiNotesiiniComputeriSciencefS2017fSojgpm 0.9 2

14 klSGrandSChallengesSinSSinglegCellSDataSScience 2

13 DenseSandSaccurateSwholegchromosomeShaplotypingSofSindividualSgenomes 2

12 MBGtSMinimizergbasedSSparseSdeSBruijnSGraphSConstruction 2

11 FullygsensitiveSSeedSFindingSinSSequenceSGraphsSUsingSaSHybridSIndex 2

10 ASHLEYStSautomatedSqualityScontrolSforSsinglegcellSStrandgseqSdatahSBioinformaticsfS2021fS 7.2 2

9 ASstrategySforSbuildingSandSusingSaShumanSreferenceSpangenomehSF1000ResearchfS2019fSrfSkqok 3.6 2

8 HaplotypegresolvedSinversionSlandscapeSrevealsShotspotsSofSmutationalSrecurrenceSassociatedSwithS
genomicSdisorders 2

7 RecurrentSinversionSpolymorphismsSinShumansSassociateSwithSgeneticSinstabilitySandSgenomicS
disordershhSCellfS2022fS 56.2 2

6 BenchmarkingSchallengingSsmallSvariantsSwithSlinkedSandSlongSreadshSCelliGenomicsfS2022fSlfSkjjklr 2

5 EnhancingSsensitivitySandScontrollingSfalseSdiscoverySrateSinSsomaticSindelSdiscovery 1

4 PangenomegbasedSgenomeSinferenceSallowsSefficientSandSaccurateSgenotypingSacrossSaSwideS
spectrumSofSvariantSclasseshhSNatureiGeneticsfS2022fS 36.3 1

3 ChromatypingtSReconstructingSNucleosomeSProfilesSfromSNOMeSSequencingSDatahSJournaliofi
ComputationaliBiologyfS2020fSlqfSmmjgmnk 1.7

2 ChromatypingtSReconstructingSNucleosomeSProfilesSfromSNOMeSSequencingSDatahSLectureiNotesiini
ComputeriSciencefS2018fSlkgmp 0.9

1 DiscoveringSandSGenotypingSTwilightSZoneSDeletionsS2016fSknsgkqm
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