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48 wxySSpNaNparallelNassemblerNforNshortNreadNsequenceNdatadNGenomerResearchbN2009bNgobNgggmchi 9.7 2508
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40 wxySSNhdfpNresourcecefficientNassemblyNofNlargeNgenomesNusingNaNxloomNfilterdNGenomerResearchbN
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otherNcancersdNJournalrofrPathologybN2012bNhhlbNmcgl 9.4 226
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32 xioxloomNtoolspNfastbNaccurateNandNmemorycefficientNhostNspeciesNsequenceNscreeningNusingNbloomN
filtersdNBioinformaticsbN2014bNifbNijfhcj 7.2 58
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31 TheNgenomeNandNtranscriptomeNofNtheNpineNsaprophyteNOphiostomaNpiceaebNandNaNcomparisonNwithN
theNbarkNbeetlecassociatedNpineNpathogenNGrosmanniaNclavigeradNBMCrGenomicsbN2013bNgjbNimi 4.5 54

30 OnNtheNRepresentationNofNdeNxruijnNGraphsdNLecturerNotesrinrComputerrSciencebN2014bNikckk 0.9 45

29 wxySScExplorerpNvisualizingNgenomeNsequenceNassembliesdNIEEErTransactionsronrVisualizationrandr
ComputerrGraphicsbN2009bNgkbNnngcn 4 43

28 OrganellarNGenomesNofNWhiteNSpruceNWPiceaNglaucaXpNwssemblyNandNwnnotationdNGenomerBiologyrandr
EvolutionbN2015bNnbNhocjg 3.9 40
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BioinformaticsbN2018bNgobNhij 3.6 36
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24 UpdatedNgenomeNassemblyNandNannotationNofNPaenibacillusNlarvaebNtheNagentNofNwmericanN
foulbroodNdiseaseNofNhoneyNbeesdNBMCrGenomicsbN2011bNghbNjkf 4.5 31

23 OnNtheNrepresentationNofNdeNxruijnNgraphsdNJournalrofrComputationalrBiologybN2015bNhhbNiilckh 1.7 30

22 wssemblyNofNtheNyompleteNSitkaNSpruceNyhloroplastNGenomeNUsingNgfXNGenomicsVNGemyodeN
SequencingNzatadNPLoSrONEbN2016bNggbNefglifko 3.7 27

21 GenomeNsequenceNofNMycoplasmaNcapricolumNsubspdNcapripneumoniaeNstrainNMglfgdNJournalrofr
BacteriologybN2011bNgoibNlfonco 3.5 21

20 wssemblingNgenomesNusingNshortcreadNsequencingNtechnologydNGenomerBiologybN2010bNggbNhfh 18.3 17

19 yompleteNMitochondrialNGenomeNofNaNGymnospermbNSitkaNSpruceNWPiceaNsitchensisXbNIndicatesNaN
yomplexNPhysicalNStructuredNGenomerBiologyrandrEvolutionbN2020bNghbNggmjcggmo 3.9 13

18 TheNGenomeNofNtheNNorthNwmericanNxrownNxearNorNGrizzlypNUrsusNarctosNsspdNhorribilisdNGenesbN2018bN
obN 4.2 13

17 KonnectorNvhdfpNpseudoclongNreadsNfromNpairedcendNsequencingNdatadNBMCrMedicalrGenomicsbN2015bN
nNSupplNibNSg 3.7 12

16 xarnaclepNdetectingNandNcharacterizingNtandemNduplicationsNandNfusionsNinNtranscriptomeN
assembliesdNBMCrGenomicsbN2013bNgjbNkkf 4.5 10

15 zIzwpNzistributedNIndexingNzispatchedNwlignmentdNPLoSrONEbN2015bNgfbNefghljfo 3.7 8

14 KleatpNcleavageNsiteNanalysisNofNtranscriptomesdNPacificrSymposiumronrBiocomputingrPacificr
SymposiumronrBiocomputingbN2015bNijmckn 1.3 8
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13 ORywpNaNcomprehensiveNbioinformaticsNcontainerNenvironmentNforNeducationNandNresearchdN
BioinformaticsbN2019bNikbNjjjncjjkf 7.2 6

12 LargestNyompleteNMitochondrialNGenomeNofNaNGymnospermbNSitkaNSpruceNWPiceaNsitchensisXbN
IndicatesNyomplexNPhysicalNStructure 6

11 KLEwTpNyLEwVwGENSITENwNwLYSISNOFNTRwNSyRIPTOMESN2014bN 5

10 KonnectorpNyonnectingNpairedcendNreadsNusingNaNbloomNfilterNdeNxruijnNgraphN2014bN 5

9 SpacedNSeedNzataNStructuresNforNzeNNovoNwssemblydNInternationalrJournalrofrGenomicsbN2015bNhfgkbNgolkog2.5 4

8 wxySSNhdfpNResourcecEfficientNwssemblyNofNLargeNGenomesNusingNaNxloomNFilter 4

7 TheNGenomeNofNtheNStellerNSeaNLionNWXdNGenesbN2019bNgfbN 4.2 3

6 yompleteNyhloroplastNGenomeNSequenceNofNaNWhiteNSpruceNWPiceaNglaucabNGenotypeNWSmmgggXN
fromNEasternNyanadadNMicrobiologyrResourcerAnnouncementsbN2019bNnbN 1.3 2

5 yompleteNyhloroplastNGenomeNSequenceNofNanNEngelmannNSpruceNWbNGenotypeNSejfjcnkgXNfromN
WesternNyanadadNMicrobiologyrResourcerAnnouncementsbN2019bNnbN 1.3 2

4 SpacedNseedNdataNstructuresN2014bN 1

3 IdentificationNofNGenesNFrequentlyNMutatedNInNFLNandNzLxyLNwithNTranscriptomebNGenomeNandN
ExomeNSequencingdNBloodbN2010bNgglbNnfjcnfj 2.2 1

2 UniqTagpNyontentczerivedNUniqueNandNStableNIdentifiersNforNGeneNwnnotationdNPLoSrONEbN2015bNgfbNefghnfhl3.7

1 xasecPairNResolutionNofNSomaticNandNGermlineczerivedNGenomeNRearrangementNxreakpointsNinN
FollicularNLymphomaddNBloodbN2009bNggjbNjiocjio 2.2

Shaun D Jackman

4


