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j Paper IF Citations

48 yompleteNMitochondrialNGenomeNofNaNGymnospermbNSitkaNSpruceNWPiceaNsitchensisXbNIndicatesNaN
yomplexNPhysicalNStructuredNGenomerBiologyrandrEvolutionbN2020bNghbNggmjcggmo 3.9 13

47 wNrobustNbenchmarkNforNdetectionNofNgermlineNlargeNdeletionsNandNinsertionsdNNaturerBiotechnologybN
2020bNinbNgijmcgikk 44.5 98

46 yompleteNyhloroplastNGenomeNSequenceNofNaNWhiteNSpruceNWPiceaNglaucabNGenotypeNWSmmgggXN
fromNEasternNyanadadNMicrobiologyrResourcerAnnouncementsbN2019bNnbN 1.3 2

45 ORywpNaNcomprehensiveNbioinformaticsNcontainerNenvironmentNforNeducationNandNresearchdN
BioinformaticsbN2019bNikbNjjjncjjkf 7.2 6

44 TheNGenomeNofNtheNStellerNSeaNLionNWXdNGenesbN2019bNgfbN 4.2 3

43 yompleteNyhloroplastNGenomeNSequenceNofNanNEngelmannNSpruceNWbNGenotypeNSejfjcnkgXNfromN
WesternNyanadadNMicrobiologyrResourcerAnnouncementsbN2019bNnbN 1.3 2

42 wRKSpNchromosomecscaleNscaffoldingNofNhumanNgenomeNdraftsNwithNlinkedNreadNkmersdNBMCr
BioinformaticsbN2018bNgobNhij 3.6 36

41 TigmintpNcorrectingNassemblyNerrorsNusingNlinkedNreadsNfromNlargeNmoleculesdNBMCrBioinformaticsbN
2018bNgobNioi 3.6 35

40 TheNGenomeNofNtheNNorthNwmericanNxrownNxearNorNGrizzlypNUrsusNarctosNsspdNhorribilisdNGenesbN2018bN
obN 4.2 13

39 wxySSNhdfpNresourcecefficientNassemblyNofNlargeNgenomesNusingNaNxloomNfilterdNGenomerResearchbN
2017bNhmbNmlncmmm 9.7 305

38 wssemblyNofNtheNyompleteNSitkaNSpruceNyhloroplastNGenomeNUsingNgfXNGenomicsVNGemyodeN
SequencingNzatadNPLoSrONEbN2016bNggbNefglifko 3.7 27

37 OnNtheNrepresentationNofNdeNxruijnNgraphsdNJournalrofrComputationalrBiologybN2015bNhhbNiilckh 1.7 30

36 SealerpNaNscalableNgapcclosingNapplicationNforNfinishingNdraftNgenomesdNBMCrBioinformaticsbN2015bNglbNhif 3.6 79

35 OrganellarNGenomesNofNWhiteNSpruceNWPiceaNglaucaXpNwssemblyNandNwnnotationdNGenomerBiologyrandr
EvolutionbN2015bNnbNhocjg 3.9 40

34 KonnectorNvhdfpNpseudoclongNreadsNfromNpairedcendNsequencingNdatadNBMCrMedicalrGenomicsbN2015bN
nNSupplNibNSg 3.7 12

33 ImprovedNwhiteNspruceNWPiceaNglaucaXNgenomeNassembliesNandNannotationNofNlargeNgeneNfamiliesNofN
coniferNterpenoidNandNphenolicNdefenseNmetabolismdNPlantrJournalbN2015bNnibNgnochgh 6.9 136

32 zIzwpNzistributedNIndexingNzispatchedNwlignmentdNPLoSrONEbN2015bNgfbNefghljfo 3.7 8
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31 SpacedNSeedNzataNStructuresNforNzeNNovoNwssemblydNInternationalrJournalrofrGenomicsbN2015bNhfgkbNgolkog2.5 4

30 KleatpNcleavageNsiteNanalysisNofNtranscriptomesdNPacificrSymposiumronrBiocomputingrPacificr
SymposiumronrBiocomputingbN2015bNijmckn 1.3 8

29 UniqTagpNyontentczerivedNUniqueNandNStableNIdentifiersNforNGeneNwnnotationdNPLoSrONEbN2015bNgfbNefghnfhl3.7

28 KLEwTpNyLEwVwGENSITENwNwLYSISNOFNTRwNSyRIPTOMESN2014bN 5

27 KonnectorpNyonnectingNpairedcendNreadsNusingNaNbloomNfilterNdeNxruijnNgraphN2014bN 5

26 SpacedNseedNdataNstructuresN2014bN 1

25 xioxloomNtoolspNfastbNaccurateNandNmemorycefficientNhostNspeciesNsequenceNscreeningNusingNbloomN
filtersdNBioinformaticsbN2014bNifbNijfhcj 7.2 58

24 OnNtheNRepresentationNofNdeNxruijnNGraphsdNLecturerNotesrinrComputerrSciencebN2014bNikckk 0.9 45

23 zraftNgenomeNofNtheNmountainNpineNbeetlebNzendroctonusNponderosaeNHopkinsbNaNmajorNforestN
pestdNGenomerBiologybN2013bNgjbNRhm 18.3 212

22 TheNgenomeNandNtranscriptomeNofNtheNpineNsaprophyteNOphiostomaNpiceaebNandNaNcomparisonNwithN
theNbarkNbeetlecassociatedNpineNpathogenNGrosmanniaNclavigeradNBMCrGenomicsbN2013bNgjbNimi 4.5 54

21 wssemblathonNhpNevaluatingNdeNnovoNmethodsNofNgenomeNassemblyNinNthreeNvertebrateNspeciesdN
GigaSciencebN2013bNhbNgf 7.6 461

20 xarnaclepNdetectingNandNcharacterizingNtandemNduplicationsNandNfusionsNinNtranscriptomeN
assembliesdNBMCrGenomicsbN2013bNgjbNkkf 4.5 10

19 TheNgeneticNlandscapeNofNhighcriskNneuroblastomadNNaturerGeneticsbN2013bNjkbNhmocnj 36.3 717

18 wssemblingNtheNhfNGbNwhiteNspruceNWPiceaNglaucaXNgenomeNfromNwholecgenomeNshotgunN
sequencingNdatadNBioinformaticsbN2013bNhobNgjohcm 7.2 278

17 WholeNgenomeNduplicationNandNenrichmentNofNmetalNcationNtransportersNrevealedNbyNdeNnovoN
genomeNsequencingNofNextremelyNhalotolerantNblackNyeastNHortaeaNwerneckiidNPLoSrONEbN2013bNnbNemgihn3.7 72

16 yoncurrentNyIyNmutationsbNIzHNmutationsbNandNgpegoqNlossNdistinguishNoligodendrogliomasNfromN
otherNcancersdNJournalrofrPathologybN2012bNhhlbNmcgl 9.4 226

15 SubgroupcspecificNstructuralNvariationNacrossNgbfffNmedulloblastomaNgenomesdNNaturebN2012bNjnnbNjockl50.4 596

14 FrequentNmutationNofNhistonecmodifyingNgenesNinNnoncHodgkinNlymphomadNNaturebN2011bNjmlbNhoncifi 50.4 1180

(2011-2015)

3



13 UpdatedNgenomeNassemblyNandNannotationNofNPaenibacillusNlarvaebNtheNagentNofNwmericanN
foulbroodNdiseaseNofNhoneyNbeesdNBMCrGenomicsbN2011bNghbNjkf 4.5 31

12 wssemblathonNgpNaNcompetitiveNassessmentNofNdeNnovoNshortNreadNassemblyNmethodsdNGenomer
ResearchbN2011bNhgbNhhhjcjg 9.7 364

11 GenomeNsequenceNofNMycoplasmaNcapricolumNsubspdNcapripneumoniaeNstrainNMglfgdNJournalrofr
BacteriologybN2011bNgoibNlfonco 3.5 21

10 zeNnovoNassemblyNandNanalysisNofNRNwcseqNdatadNNaturerMethodsbN2010bNmbNofocgh 21.6 701

9 wssemblingNgenomesNusingNshortcreadNsequencingNtechnologydNGenomerBiologybN2010bNggbNhfh 18.3 17

8 IdentificationNofNGenesNFrequentlyNMutatedNInNFLNandNzLxyLNwithNTranscriptomebNGenomeNandN
ExomeNSequencingdNBloodbN2010bNgglbNnfjcnfj 2.2 1

7 wxySSpNaNparallelNassemblerNforNshortNreadNsequenceNdatadNGenomerResearchbN2009bNgobNgggmchi 9.7 2508

6 zeNnovoNtranscriptomeNassemblyNwithNwxySSdNBioinformaticsbN2009bNhkbNhnmhcm 7.2 326

5 wxySScExplorerpNvisualizingNgenomeNsequenceNassembliesdNIEEErTransactionsronrVisualizationrandr
ComputerrGraphicsbN2009bNgkbNnngcn 4 43

4 xasecPairNResolutionNofNSomaticNandNGermlineczerivedNGenomeNRearrangementNxreakpointsNinN
FollicularNLymphomaddNBloodbN2009bNggjbNjiocjio 2.2

3 wxySSNhdfpNResourcecEfficientNwssemblyNofNLargeNGenomesNusingNaNxloomNFilter 4

2 LargestNyompleteNMitochondrialNGenomeNofNaNGymnospermbNSitkaNSpruceNWPiceaNsitchensisXbN
IndicatesNyomplexNPhysicalNStructure 6

1 wNrobustNbenchmarkNforNgermlineNstructuralNvariantNdetection 34
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