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l Paper IF Citations

54 FusobacteriumMnucleatumMinfectionMisMprevalentMinMhumanMcolorectalMcarcinomacMGenomenResearchaM
2012aMggaMgnnbhek 9.7 1120

53 MutationalMevolutionMinMaMlobularMbreastMtumourMprofiledMatMsingleMnucleotideMresolutioncMNatureaM
2009aMikfaMmenbfh 50.4 879

52 NeobantigensMpredictedMbyMtumorMgenomeMmetabanalysisMcorrelateMwithMincreasedMpatientMsurvivalcM
GenomenResearchaM2014aMgiaMlihbje 9.7 440

51 vssemblingMmillionsMofMshortMyNvMsequencesMusingMSSvKzcMBioinformaticsaM2007aMghaMjeebf 7.2 357

50 vwySSMgceoMresourcebefficientMassemblyMofMlargeMgenomesMusingMaMwloomMfiltercMGenomenResearchaM
2017aMglaMlkmblll 9.7 305

49 ProfilingMtheMTbcellMreceptorMbetabchainMrepertoireMbyMmassivelyMparallelMsequencingcMGenomen
ResearchaM2009aMfnaMfmflbgi 9.7 280

48 xoboccurrenceMofManaerobicMbacteriaMinMcolorectalMcarcinomascMMicrobiomeaM2013aMfaMfk 16.6 195

47 ImprovedMwhiteMspruceMVPiceaMglaucaWMgenomeMassembliesMandMannotationMofMlargeMgeneMfamiliesMofM
coniferMterpenoidMandMphenolicMdefenseMmetabolismcMPlantnJournalaM2015aMmhaMfmnbgfg 6.9 136

46 LINKSoMScalableaMalignmentbfreeMscaffoldingMofMdraftMgenomesMwithMlongMreadscMGigaScienceaM2015aMiaMhj 7.6 124

45 yerivationMofMHLvMtypesMfromMshotgunMsequenceMdatasetscMGenomenMedicineaM2012aMiaMnj 14.4 118

44 SealeroMaMscalableMgapbclosingMapplicationMforMfinishingMdraftMgenomescMBMCnBioinformaticsaM2015aMfkaMghe 3.6 79

43 vRxSoMscaffoldingMgenomeMdraftsMwithMlinkedMreadscMBioinformaticsaM2018aMhiaMlgjblhf 7.2 74

42 TheMNorthMvmericanMbullfrogMdraftMgenomeMprovidesMinsightMintoMhormonalMregulationMofMlongM
noncodingMRNvcMNaturenCommunicationsaM2017aMmaMfihh 17.4 56

41 MatingMfactorMlinkageMandMgenomeMevolutionMinMbasidiomycetousMpathogensMofMcerealscMFungaln
GeneticsnandnBiologyaM2006aMihaMkjjbkk 3.9 52

40 vctivationMofManMendogenousMretrovirusbassociatedMlongMnonbcodingMRNvMinMhumanMadenocarcinomacM
GenomenMedicineaM2015aMlaMgg 14.4 40

39 OrganellarMGenomesMofMWhiteMSpruceMVPiceaMglaucaWoMvssemblyMandMvnnotationcMGenomenBiologynandn
EvolutionaM2015aMmaMgnbif 3.9 40

38 vRKSoMchromosomebscaleMscaffoldingMofMhumanMgenomeMdraftsMwithMlinkedMreadMkmerscMBMCn
BioinformaticsaM2018aMfnaMghi 3.6 36
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37 ProfilingMmodelMTbcellMmetagenomesMwithMshortMreadscMBioinformaticsaM2009aMgjaMijmbki 7.2 35

36 TigmintoMcorrectingMassemblyMerrorsMusingMlinkedMreadsMfromMlargeMmoleculescMBMCnBioinformaticsaM
2018aMfnaMhnh 3.6 35

35 TargetedMassemblyMofMshortMsequenceMreadscMPLoSnONEaM2011aMkaMefnmfk 3.7 31

34 ntzditoMscalableMgenomeMsequenceMpolishingcMBioinformaticsaM2019aMhjaMiihebiihg 7.2 29

33 TheMGenomeMofMtheMwelugaMWhaleMVyelphinapterusMleucasWcMGenesaM2017aMmaM 4.2 28

32 vssemblyMofMtheMxompleteMSitkaMSpruceMxhloroplastMGenomeMUsingMfeXMGenomicsUMGemxodeM
SequencingMyatacMPLoSnONEaM2016aMffaMeefkhejn 3.7 27

31 RvILSMandMxobbleroMScaffoldingMandMautomatedMfinishingMofMdraftMgenomesMusingMlongMyNvM
sequencescMJournalnofnOpennSourcenSoftwareaM2016aMfaMffk 5.2 16

30 TheMGenomeMofMtheMNorthernMSeaMOtterMVznhydraMlutrisMkenyoniWcMGenesaM2017aMmaM 4.2 15

29 HLvMpredictionsMfromMtheMbronchoalveolarMlavageMfluidMandMbloodMsamplesMofMeightMxOVIybfnM
patientsMatMtheMpandemicMonsetcMBioinformaticsaM2021aMhkaMjglfbjglh 7.2 15

28 xompleteMMitochondrialMGenomeMofMaMGymnospermaMSitkaMSpruceMVPiceaMsitchensisWaMIndicatesMaM
xomplexMPhysicalMStructurecMGenomenBiologynandnEvolutionaM2020aMfgaMfflibffln 3.9 13

27 KonnectorMvgceoMpseudoblongMreadsMfromMpairedbendMsequencingMdatacMBMCnMedicalnGenomicsaM2015aM
mMSupplMhaMSf 3.7 12

26 RetrospectiveMinMsilicoMHLvMpredictionsMfromMxOVIybfnMpatientsMrevealMallelesMassociatedMwithM
diseaseMprognosisM2020aM 12

25 KollectoroMtranscriptbinformedaMtargetedMdeMnovoMassemblyMofMgeneMlocicMBioinformaticsaM2017aMhhaMflmgbflmm7.2 8

24 vRxSoMvssemblyMRoundupMbyMxhromiumMScaffolding 6

23 LargestMxompleteMMitochondrialMGenomeMofMaMGymnospermaMSitkaMSpruceMVPiceaMsitchensisWaM
IndicatesMxomplexMPhysicalMStructure 6

22 RNvbwloomMenablesMreferencebfreeMandMreferencebguidedMsequenceMassemblyMforMsinglebcellM
transcriptomescMGenomenResearchaM2020aMheaMffnfbfgee 9.7 6

21 ntJoinoMFastMandMlightweightMassemblybguidedMscaffoldingMusingMminimizerMgraphscMBioinformaticsaM
2020aMhkaMhmmjbhmml 7.2 6

20 KonnectoroMxonnectingMpairedbendMreadsMusingMaMbloomMfilterMdeMwruijnMgraphM2014aM 5

(2014-2009)

3



19 vwySSMgceoMResourcebzfficientMvssemblyMofMLargeMGenomesMusingMaMwloomMFilter 4

18 ntHitsoMdeMnovoMrepeatMidentificationMofMgenomicsMdataMusingMaMstreamingMapproach 3

17 xompleteMxhloroplastMGenomeMSequenceMofMaMWhiteMSpruceMVPiceaMglaucaaMGenotypeMWSllfffWM
fromMzasternMxanadacMMicrobiologynResourcenAnnouncementsaM2019aMmaM 1.3 2

16 xhopStitchoMexonMannotationMandMspliceMgraphMconstructionMusingMtranscriptomeMassemblyMandM
wholeMgenomeMsequencingMdatacMBioinformaticsaM2018aMhiaMfknlbflei 7.2 2

15 xompleteMxhloroplastMGenomeMSequenceMofManMzngelmannMSpruceMVaMGenotypeMSeieibmjfWMfromM
WesternMxanadacMMicrobiologynResourcenAnnouncementsaM2019aMmaM 1.3 2

14 xompleteMGenomeMSequenceMofMSJigaMaMNonoutbreakMStrainMfromManMImmunocompromisedMPatientM
withMPulmonaryMyiseasecMGenomenAnnouncementsaM2017aMjaM 2

13 HLvMallelesMmeasuredMfromMxOVIybfnMpatientMtranscriptomesMrevealMassociationsMwithMdiseaseM
prognosisMinMaMNewMYorkMcohortcMPeerJaM2021aMnaMefghkm 3.1 2

12 zstablishmentMofManMeHvPfMhumanMhaploidMcellMlineMhybridMreferenceMgenomeMassembledMfromMshortM
andMlongMreadscMGenomicsaM2020aMffgaMghlnbghmi 4.3 1

11 LINKSoMScaffoldingMgenomeMassembliesMwithMkilobaseblongMnanoporeMreadsM2015aM 1

10 VisualizingMgenomeMsyntenyMwithMxmatchviewcMJournalnofnOpennSourcenSoftwareaM2018aMhaMinl 5.2 1

9 VisualizingMgenomeMsyntenyMwithMxmatchview 1

8 ntzditoMscalableMgenomeMassemblyMpolishing 1

7 xompleteMxhloroplastMGenomeMSequenceMofMaMwlackMSpruceMVPiceaMmarianaWMfromMzasternMxanadacM
MicrobiologynResourcenAnnouncementsaM2020aMnaM 1.3 1

6 LongStitchoMhighbqualityMgenomeMassemblyMcorrectionMandMscaffoldingMusingMlongMreadscMBMCn
BioinformaticsaM2021aMggaMjhi 3.6 0

5 GapPredictMbMvMLanguageMModelMforMResolvingMGapsMinMyraftMGenomeMvssembliescMIEEE/ACMn
TransactionsnonnComputationalnBiologynandnBioinformaticsaM2021aMfmaMgmegbgmem 3 0

4 ntzditYSealeroMzfficientMTargetedMzrrorMResolutionMandMvutomatedMFinishingMofMLongbReadMGenomeM
vssembliesccMCurrentnProtocolsaM2022aMgaMeiig 0

3 RNvbScoopoMinteractiveMvisualizationMofMtranscriptsMinMsinglebcellMtranscriptomescMNARnGenomicsnandn
BioinformaticsaM2021aMhaMlqabfej 3.7

2 InteractiveMSvRSbxoVbgMmutationMtimemapscMF1000ResearchaM2021aMfeaMkm 3.6
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1 InteractiveMSvRSbxoVbgMmutationMtimemapscMF1000ResearchaM2021aMfeaMkm 3.6
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