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69 FastSgappedireadSalignmentSwithSBowtieSnjSNatureuMethodshS2012hSuhSoqsiu 21.6 24735

68 UltrafastSandSmemoryiefficientSalignmentSofSshortSDNASsequencesStoStheShumanSgenomejSGenomeu
BiologyhS2009hSmlhSRnq 18.3 14770

67 HISATvSaSfastSsplicedSalignerSwithSlowSmemorySrequirementsjSNatureuMethodshS2015hSmnhSoqsirl 21.6 8026

66 TacklingStheSwidespreadSandScriticalSimpactSofSbatchSeffectsSinShighithroughputSdatajSNatureu
ReviewsuGeneticshS2010hSmmhSsooiu 30.1 1232

65 ImprovedSmetagenomicSanalysisSwithSKrakenSnjSGenomeuBiologyhS2019hSnlhSnqs 18.3 903

64 IncreasedSmethylationSvariationSinSepigeneticSdomainsSacrossScancerStypesjSNatureuGeneticshS2011hS
pohSsrtisq 36.3 825

63 AligningSshortSsequencingSreadsSwithSBowtiejSCurrentuProtocolsuinuBioinformaticshS2010hSChapterSmmhS
UnitSmmjs 24.2 705

62 BSmoothvSfromSwholeSgenomeSbisulfiteSsequencingSreadsStoSdifferentiallySmethylatedSregionsjS
GenomeuBiologyhS2012hSmohSRto 18.3 445

61 BallgownSbridgesStheSgapSbetweenStranscriptomeSassemblySandSexpressionSanalysisjSNatureu
BiotechnologyhS2015hSoohSnpoir 44.5 413

60 SearchingSforSSNPsSwithScloudScomputingjSGenomeuBiologyhS2009hSmlhSRmop 18.3 333

59 ReversibleSswitchingSbetweenSepigeneticSstatesSinShoneybeeSbehavioralSsubcastesjSNatureu
NeurosciencehS2012hSmqhSmosmio 25.5 237

58 CloudiscaleSRNAisequencingSdifferentialSexpressionSanalysisSwithSMyrnajSGenomeuBiologyhS2010hSmmhSRto 18.3 227

57 ReproducibleSRNAiseqSanalysisSusingSrecountnjSNatureuBiotechnologyhS2017hSoqhSomuionm 44.5 211

56 CloudScomputingSandStheSDNASdataSracejSNatureuBiotechnologyhS2010hSnthSrumio 44.5 193

55 ScalingSreadSalignersStoShundredsSofSthreadsSonSgeneralipurposeSprocessorsjSBioinformaticshS2019hS
oqhSpnmipon 7.2 172

54 PolyestervSsimulatingSRNAiseqSdatasetsSwithSdifferentialStranscriptSexpressionjSBioinformaticshS2015
hSomhSnsstitp 7.2 160

53 LightervSfastSandSmemoryiefficientSsequencingSerrorScorrectionSwithoutScountingjSGenomeuBiologyhS
2014hSmqhSqlu 18.3 139
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52 ComputationalSpanigenomicsvSstatushSpromisesSandSchallengesjSBriefingsuinuBioinformaticshS2018hSmuhSmmtimoq13.4 130

51 CloudScomputingSforSgenomicSdataSanalysisSandScollaborationjSNatureuReviewsuGeneticshS2018hSmuhSnltinmu30.1 119

50 ReCountvSaSmultiiexperimentSresourceSofSanalysisireadySRNAiseqSgeneScountSdatasetsjSBMCu
BioinformaticshS2011hSmnhSppu 3.6 115

49 LargeiscaleShypomethylatedSblocksSassociatedSwithSEpsteiniBarrSvirusiinducedSBicellS
immortalizationjSGenomeuResearchhS2014hSnphSmssitp 9.7 99

48 AlignmentSofSNextiGenerationSSequencingSReadsjSAnnualuReviewuofuGenomicsuanduHumanuGeneticshS
2015hSmrhSmooiqm 9.7 72

47 HumanSsplicingSdiversitySandStheSextentSofSunannotatedSspliceSjunctionsSacrossShumanSRNAiseqS
samplesSonStheSSequenceSReadSArchivejSGenomeuBiologyhS2016hSmshSnrr 18.3 65

46 TheSDNASDataSDelugevSFasthSefficientSgenomeSsequencingSmachinesSareSspewingSoutSmoreSdataS
thanSgeneticistsScanSanalyzejSIEEEuSpectrumhS2013hSqlhSnrioo 1.7 40

45 FORGevSprioritizingSvariantsSforSgraphSgenomesjSGenomeuBiologyhS2018hSmuhSnnl 18.3 38

44 RailiRNAvSscalableSanalysisSofSRNAiseqSsplicingSandScoveragejSBioinformaticshS2017hSoohSplooiplpl 7.2 33

43 FlexibleSexpressedSregionSanalysisSforSRNAiseqSwithSderfinderjSNucleicuAcidsuResearchhS2017hSpqhSeu 20.1 32

42 ImprovedSmetagenomicSanalysisSwithSKrakenSn 30

41 GenotypingSinStheScloudSwithSCrossbowjSCurrentuProtocolsuinuBioinformaticshS2012hSChapterSmqhSUnitmqjo 24.2 23

40 AriocvShighithroughputSreadSalignmentSwithSGPUiacceleratedSexplorationSofStheSseediandiextendS
searchSspacejSPeerJhS2015hSohSetlt 3.1 20

39 DashingvSfastSandSaccurateSgenomicSdistancesSwithSHyperLogLogjSGenomeuBiologyhS2019hSnlhSnrq 18.3 20

38 SnaptronvSqueryingSsplicingSpatternsSacrossStensSofSthousandsSofSRNAiseqSsamplesjSBioinformaticshS
2018hSophSmmpimmr 7.2 18

37 PrefixifreeSparsingSforSbuildingSbigSBWTsjSAlgorithmsuforuMolecularuBiologyhS2019hSmphSmo 1.8 16

36 ASCOTSidentifiesSkeySregulatorsSofSneuronalSsubtypeispecificSsplicingjSNatureuCommunicationshS
2020hSmmhSmos 17.4 16

35 EfficientSConstructionSofSaSCompleteSIndexSforSPaniGenomicsSReadSAlignmentjSJournaluofu
ComputationaluBiologyhS2020hSnshSqlliqmo 1.7 15
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34 RecountingStheSFANTOMSCAGEiAssociatedSTranscriptomejSGenomeuResearchhS2020hSolhSmlsoimltm 9.7 13

33 HowSbioinformaticsSandSopenSdataScanSboostSbasicSscienceSinScountriesSandSuniversitiesSwithSlimitedS
resourcesjSNatureuBiotechnologyhS2019hSoshSonpionr 44.5 11

32 AStandemSsimulationSframeworkSforSpredictingSmappingSqualityjSGenomeuBiologyhS2017hSmthSmqn 18.3 9

31 DashingvSFastSandSAccurateSGenomicSDistancesSwithSHyperLogLog 9

30 IntegratedSTranscriptomicSandSProteomicSAnalysisSofSPrimarySHumanSUmbilicalSVeinSEndothelialS
CellsjSProteomicshS2019hSmuhSemtllomq 4.8 8

29 VargasvSheuristicifreeSalignmentSforSassessingSlinearSandSgraphSreadSalignersjSBioinformaticshS2020hS
orhSosmniosmt 7.2 8

28 AnalyzingSwholeSgenomeSbisulfiteSsequencingSdataSfromShighlySdivergentSgenotypesjSNucleicuAcidsu
ResearchhS2019hSpshSemms 20.1 8

27 ReferenceSflowvSreducingSreferenceSbiasSusingSmultipleSpopulationSgenomesjSGenomeuBiologyhS2021hS
nnhSt 18.3 8

26 FlexibleSexpressedSregionSanalysisSforSRNAiseqSwithSderfinder 6

25 WidespreadSsplicingSofSrepetitiveSelementSlociSintoScodingSregionsSofSgeneStranscriptsjSHumanu
MolecularuGeneticshS2016hSnqhSpurniputn 5.6 6

24 EfficientSConstructionSofSaSCompleteSIndexSforSPaniGenomicsSReadSAlignmentjSLectureuNotesuinu
ComputeruSciencehS2019hSmqtimso 0.9 5

23 MatchingSReadsStoSManySGenomesSwithStheSiIndexjSJournaluofuComputationaluBiologyhS2020hSnshSqmpiqmt 1.7 5

22 RailidbGaPvSanalyzingSdbGaPiprotectedSdataSinStheScloudSwithSAmazonSElasticSMapReducejS
BioinformaticshS2016hSonhSnqqmio 7.2 5

21 RailiRNAvSScalableSanalysisSofSRNAiseqSsplicingSandScoverage 5

20 recountvSASlargeiscaleSresourceSofSanalysisireadySRNAiseqSexpressionSdata 5

19 MONIvSASPangenomicSIndexSforSFindingSMaximalSExactSMatchesjjSJournaluofuComputationaluBiologyhS
2022hS 1.7 4

18 ReducingSreferenceSbiasSusingSmultipleSpopulationSreferenceSgenomes 4

17 recountovSsummariesSandSqueriesSforSlargeiscaleSRNAiseqSexpressionSandSsplicingjSGenomeuBiologyhS
2021hSnnhSono 18.3 3
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16 HISATvSHierarchicalSIndexingSforSSplicedSAlignmentSofSTranscripts 3

15 MegadepthvSefficientScoverageSquantificationSforSBigWigsSandSBAMsjSBioinformaticshS2021hS 7.2 3

14 FasterSsequenceSalignmentSthroughSGPUiacceleratedSrestrictionSofStheSseediandiextendSsearchS
spaceS2014hS 2

13 PrefixiFreeSParsingSforSBuildingSBigSBWTs 2

12 SnaptronvSqueryingSandSvisualizingSsplicingSacrossStensSofSthousandsSofSRNAiseqSsamples 2

11 ScalingSreadSalignersStoShundredsSofSthreadsSonSgeneralipurposeSprocessors 2

10 LevioSAMvSFastSliftioverSofSvariantiawareSreferenceSalignmentsjSBioinformaticshS2021hS 7.2 2

9 MONIvSASPangenomicsSIndexSforSFindingSMEMs 2

8 BoilervSlossyScompressionSofSRNAiseqSalignmentsSusingScoverageSvectorsjSNucleicuAcidsuResearchhS
2016hSpphSemoo 20.1 2

7 SamovarvSSingleiSampleSMosaicSSingleiNucleotideSVariantSCallingSwithSLinkedSReadsjSISciencehS2019hS
mthSmiml 6.1 1

6 FindingSMaximalSExactSMatchesSUsingStheSriIndexjjSJournaluofuComputationaluBiologyhS2022hS 1.7 1

5 MegadepthvSefficientScoverageSquantificationSforSBigWigsSandSBAMs 1

4 AnalyzingSwholeSgenomeSbisulfiteSsequencingSdataSfromShighlySdivergentSgenotypes 1

3 PanigenomicSmatchingSstatisticsSforStargetedSnanoporeSsequencingjSISciencehS2021hSnphSmlnrur 6.1 1

2 PHONIvSStreamedSMatchingSStatisticsSwithSMultiiGenomeSReferencesS2021hSnlnmhSmuoinln 1

1 MeasurementhSSummaryhSandSMethodologicalSVariationSinSRNAisequencingS2014hSmmqimnt
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