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62 CuratedSvariationSbenchmarksSforSchallengingSmedicallySrelevantSautosomalSgenesjjSNaturep
BiotechnologyhS2022hS 44.5 12

61 AScompleteSreferenceSgenomeSimprovesSanalysisSofShumanSgeneticSvariationjjSSciencehS2022hSosrhSeabloqoo33.3 12

60 TheScompleteSsequenceSofSaShumanSgenomejjSSciencehS2022hSosrhSppiqo 33.3 107

59 BenchmarkingSchallengingSsmallSvariantsSwithSlinkedSandSlongSreadsjSCellpGenomicshS2022hSnhSmllmnt 2

58 An´ international´ virtual´ hackathonSto´ build´ toolsSforSthe´ analysisSof´ structural´ variantsS
within´ species´ rangingSfrom´ coronavirusesSto´ vertebratesjSF1000ResearchhS2021hSmlhSnpr 3.6 2

57 ASdraftSsequenceSreferenceSofStheSgenomejSF1000ResearchhS2021hSmlhSntm 3.6 0

56 ASdraftSreferenceSassemblySofStheSPsilocybeScubensisSgenomejSF1000ResearchhS2021hSmlhSntm 3.6

55 ChromosomeiscalehShaplotypeiresolvedSassemblySofShumanSgenomesjSNaturepBiotechnologyhS2021hS
ouhSoluiomn 44.5 44

54 An´ international´ virtual´ hackathonSto´ build´ toolsSforSthe´ analysisSof´ structural´ variantsS
within´ species´ rangingSfrom´ coronavirusesSto´ vertebratesjSF1000ResearchhS2021hSmlhSnpr 3.6 1

53 EffectSofSsequenceSdepthSandSlengthSinSlongireadSassemblySofStheSmaizeSinbredSNCoqtjSNaturep
CommunicationshS2020hSmmhSnntt 17.4 21

52 AmplificationifreeSlongireadSsequencingSrevealsSunforeseenSCRISPRiCasuSoffitargetSactivityjS
GenomepBiologyhS2020hSnmhSnul 18.3 12

51 ASdiploidSassemblyibasedSbenchmarkSforSvariantsSinStheSmajorShistocompatibilityScomplexjSNaturep
CommunicationshS2020hSmmhSpsup 17.4 22

50 MultiiplatformSdiscoverySofShaplotypeiresolvedSstructuralSvariationSinShumanSgenomesjSNaturep
CommunicationshS2019hSmlhSmstp 17.4 346

49 AccurateScircularSconsensusSlongireadSsequencingSimprovesSvariantSdetectionSandSassemblySofSaS
humanSgenomejSNaturepBiotechnologyhS2019hSoshSmmqqimmrn 44.5 427

48 ComprehensiveSanalysisSofSsingleSmoleculeSsequencingiderivedScompleteSgenomeSandSwholeS
transcriptomeSofSHyposidraStalacaSnuclearSpolyhedrosisSvirusjSScientificpReportshS2018hSthStunp 4.9 6

47 ComplexSrearrangementsSandSoncogeneSamplificationsSrevealedSbySlongireadSDNASandSRNAS
sequencingSofSaSbreastScancerScellSlinejSGenomepResearchhS2018hSnthSmmnrimmoq 9.7 74

46 EvaluationSofSGRChotSandSdeSnovoShaploidSgenomeSassembliesSdemonstratesStheSenduringSqualityS
ofStheSreferenceSassemblyjSGenomepResearchhS2017hSnshStpuitrp 9.7 365
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45 HeterogeneousSresistanceStoSquizartinibSinSacuteSmyeloidSleukemiaSrevealedSbySsingleicellSanalysisjS
BloodhS2017hSmolhSptiqt 2.2 100

44 ImprovedSmaizeSreferenceSgenomeSwithSsingleimoleculeStechnologiesjSNaturehS2017hSqprhSqnpiqns 50.4 643

43 ScaffoldingSofSlongSreadSassembliesSusingSlongSrangeScontactSinformationjSBMCpGenomicshS2017hSmthSqns 4.5 90

42 DeSnovoSPacBioSlongireadSandSphasedSavianSgenomeSassembliesScorrectSandSaddStoSreferenceS
genesSgeneratedSwithSintermediateSandSshortSreadsjSGigaSciencehS2017hSrhSmimr 7.6 97

41 PhasedSdiploidSgenomeSassemblySwithSsingleimoleculeSrealitimeSsequencingjSNaturepMethodshS2016hS
mohSmlqlimlqp 21.6 1015

40 ChromosomaliLevelSAssemblySofStheSAsianSSeabassSGenomeSUsingSLongSSequenceSReadsSandS
MultiilayeredSScaffoldingjSPLoSpGeneticshS2016hSmnhSemllquqp 6 77

39 LongireadSsequenceSassemblySofStheSgorillaSgenomejSSciencehS2016hSoqnhSaaelopp 33.3 282

38 AssemblySandSdiploidSarchitectureSofSanSindividualShumanSgenomeSviaSsingleimoleculeS
technologiesjSNaturepMethodshS2015hSmnhSstlir 21.6 383

37 ExtendingSreferenceSassemblySmodelsjSGenomepBiologyhS2015hSmrhSmo 18.3 107

36 HLASTypingSforStheSNextSGenerationjSPLoSpONEhS2015hSmlhSelmnsmqo 3.7 95

35 AssemblingSlargeSgenomesSwithSsingleimoleculeSsequencingSandSlocalityisensitiveShashingjSNaturep
BiotechnologyhS2015hSoohSrnoiol 44.5 650

34 LongireadhSwholeigenomeSshotgunSsequenceSdataSforSfiveSmodelSorganismsjSScientificpDatahS2014hS
mhSmpllpq 8.2 106

33 NonhybridhSfinishedSmicrobialSgenomeSassembliesSfromSlongireadSSMRTSsequencingSdatajSNaturep
MethodshS2013hSmlhSqroiu 21.6 2823

32 AShybridSapproachSforStheSautomatedSfinishingSofSbacterialSgenomesjSNaturepBiotechnologyhS2012hS
olhSslmisls 44.5 157

31 ValidationSofSITDSmutationsSinSFLToSasSaStherapeuticStargetSinShumanSacuteSmyeloidSleukaemiajS
NaturehS2012hSptqhSnrlio 50.4 525

30 OriginsSofStheSEjScoliSstrainScausingSanSoutbreakSofShemolyticiuremicSsyndromeSinSGermanyjSNewp
EnglandpJournalpofpMedicinehS2011hSorqhSsluims 59.2 658

29 TheSoriginSofStheSHaitianScholeraSoutbreakSstrainjSNewpEnglandpJournalpofpMedicinehS2011hSorphSooipn 59.2 559

28 ASflexibleSandSefficientStemplateSformatSforScircularSconsensusSsequencingSandSSNPSdetectionjS
NucleicpAcidspResearchhS2010hSothSemqu 20.1 292
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27 DynamicsSandSdesignSprinciplesSofSaSbasicSregulatorySarchitectureScontrollingSmetabolicSpathwaysjS
PLoSpBiologyhS2008hSrhSempr 9.7 39

26
GlobalSidentificationSofSnoncodingSRNAsSinSSaccharomycesScerevisiaeSbySmodulatingSanSessentialS
RNASprocessingSpathwayjSProceedingspofpthepNationalpAcademypofpSciencespofpthepUnitedpStatespofp
AmericahS2006hSmlohSpmunis

11.5 66

25 GenomeiwideSregulatoryScomplexitySinSyeastSpromotersvSseparationSofSfunctionallySconservedSandS
neutralSsequencejSGenomepResearchhS2005hSmqhSnlqimo 9.7 39

24 ComparingSgenomicSexpressionSpatternsSacrossSspeciesSidentifiesSsharedStranscriptionalSprofileSinS
agingjSNaturepGeneticshS2004hSorhSmusinlp 36.3 362

23 PassiveSrandomSwalkersSandSriverlikeSnetworksSonSgrowingSsurfacesjSPhysicalpReviewpEhS2002hSrrhSlnmmlp2.4 17

22 ReconstructedSroughSgrowingSinterfacesvSridgeilineStrappingSofSdomainSwallsjSPhysicalpReviewpEhS
2001hSrphSlomrlr 2.4 1

21 StationaryistateSskewnessSinStwoidimensionalSKardariParisiiZhangStypeSgrowthjSPhysicalpReviewpEhS
1999hSquhSnrooinrpm 2.4 35

20 AssemblingSLargeSGenomesSwithSSingleiMoleculeSSequencingSandSLocalitySSensitiveSHashing 10

19 PhasedSDiploidSGenomeSAssemblySwithSSingleSMoleculeSRealiTimeSSequencing 16

18 EvaluationSofSGRChotSandSdeSnovoShaploidSgenomeSassembliesSdemonstratesStheSenduringSqualityS
ofStheSreferenceSassembly 13

17 ImprovedSmaizeSreferenceSgenomeSwithSsingleSmoleculeStechnologies 10

16 RibbonvSVisualizingScomplexSgenomeSalignmentsSandSstructuralSvariation 29

15 ScaffoldingSofSlongSreadSassembliesSusingSlongSrangeScontactSinformation 1

14 DeSNovoSPacBioSlongireadSandSphasedSavianSgenomeSassembliesScorrectSandSaddStoSgenesS
importantSinSneuroscienceSresearch 8

13 ComplexSrearrangementsSandSoncogeneSamplificationsSrevealedSbySlongireadSDNASandSRNAS
sequencingSofSaSbreastScancerScellSline 6

12 MultiiplatformSdiscoverySofShaplotypeiresolvedSstructuralSvariationSinShumanSgenomes 26

11 AmplificationifreeSlongSreadSsequencingSrevealsSunforeseenSCRISPRiCasuSoffitargetSactivity 5

10 BenchmarkingSchallengingSsmallSvariantsSwithSlinkedSandSlongSreads 26
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9 HighlyiaccurateSlongireadSsequencingSimprovesSvariantSdetectionSandSassemblySofSaShumanSgenome 29

8 HumanSGenomeSAssemblySinSmllSMinutes 40

7 AccurateSchromosomeiscaleShaplotypeiresolvedSassemblySofShumanSgenomes 18

6 ASDiploidSAssemblyibasedSBenchmarkSforSVariantsSinStheSMajorSHistocompatibilitySComplex 4

5 EffectSofSSequenceSDepthSandSLengthSinSLongireadSAssemblySofStheSMaizeSInbredSNCoqt 5

4 LongireadSwholeSgenomeSanalysisSofShumanSsingleScells 3

3 TheScompleteSsequenceSofSaShumanSgenome 58

2 AScompleteSreferenceSgenomeSimprovesSanalysisSofShumanSgeneticSvariation 9

1 AutomatedSassemblySofShighiqualitySdiploidShumanSreferenceSgenomes 3
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