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80 MolecularOtechniquesOandOtheirOlimitationsOshapeOourOviewOofOtheOholobiontdOZoologybO2019bOginbOghlmpl 1.7 4

79 EvaluatingOprobabilisticOprogrammingOandOfastOvariationalOyayesianOinferenceOinOphylogeneticsdO
PeerJbO2019bOnbOeohnh 3.1 7

78 EffectiveOOnlineOyayesianOPhylogeneticsOviaOSequentialOMonteOzarloOwithOGuidedOProposalsdO
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microbiotadOPLoSlBiologybO2018bOgmbOehffmilh 9.7 130
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72 LocalOandOrelaxedOclocksqOtheObestOofObothOworldsdOPeerJbO2018bOmbOelgkf 3.1 8
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69 –ESMxNqOaOnewOtoolOforOdeOnovoOextractionOofOstrainsOfromOmetagenomesdOGenomelBiologybO2017bO
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68 TheOrapidOevolutionOofOinOventilatorcassociatedOpneumoniaOpatientsOleadsOtoOattenuatedOvirulencedO
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67 xOlongitudinalOstudyOofOtheOdiabeticOskinOandOwoundOmicrobiomedOPeerJbO2017bOlbOeilki 3.1 58

66 EvaluationOofOddRx–seqOforOreducedOrepresentationOmetagenomeOsequencingdOPeerJbO2017bOlbOeioin 3.1 8

65 PorcineOcommensalOEscherichiaOcoliqOaOreservoirOforOclassOgOintegronsOassociatedOwithOIShmdOMicrobiall
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62 –econvolutingOsimulatedOmetagenomesqOtheOperformanceOofOhardcOandOsoftcOclusteringOalgorithmsO
appliedOtoOmetagenomicOchromosomeOconformationOcaptureOWizXdOPeerJbO2016bOkbOehmnm 3.1 10

61 zomparativeOgenomicOanalysisOofOaOmultipleOantimicrobialOresistantOenterotoxigenicOEdOcoliOOglnO
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58 –raftOgenomeOsequencesOofOhmOporphyromonasOstrainsOisolatedOfromOtheOcanineOoralOmicrobiomedO
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57 xlcmiseqqOanOupdatedOpipelineOtoOassembleOmicrobialOgenomesOfromOIlluminaOMiSeqOdatadO
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56 SwabsOtoOgenomesqOaOcomprehensiveOworkflowdOPeerJbO2015bOibOepmf 3.1 25
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52 TheOcommonOoceanographerqOcrowdsourcingOtheOcollectionOofOoceanographicOdatadOPLoSlBiologybO
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51 xlignathonqOaOcompetitiveOassessmentOofOwholecgenomeOalignmentOmethodsdOGenomelResearchbO
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48 PhyloSiftqOphylogeneticOanalysisOofOgenomesOandOmetagenomesdOPeerJbO2014bOhbOehki 3.1 431
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45 InsightsOintoOtheOphylogenyOandOcodingOpotentialOofOmicrobialOdarkOmatterdONaturebO2013bOkppbOkigcn 50.4 1484

Aaron E Darling

4



44 IndigenousOVibrioOcholeraeOstrainsOfromOaOnoncendemicOregionOareOpathogenicdOOpenlBiologybO2013bO
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43 –raftOgenomeOsequenceOofOanOxctinobacteriumbOyrachybacteriumOmurisOstrainOUz–cxYkdOGenomel
AnnouncementsbO2013bOgbOefffomgi 9

42 –raftOGenomeOSequenceOofOMicrobacteriumOspdOStrainOUz–cT–UOWPhylumOxctinobacteriaXdOGenomel
AnnouncementsbO2013bOgbOeffghfgi 5

41 –raftOGenomeOSequenceOofOKocuriaOspdOStrainOUz–cOTzPOWPhylumOxctinobacteriaXdOGenomel
AnnouncementsbO2013bOgbO 5

40 –raftOGenomeOSequenceOofOzurtobacteriumOflaccumfaciensOStrainOUz–cxKUOWPhylumO
xctinobacteriaXdOGenomelAnnouncementsbO2013bOgbO 6

39 ProgressiveOgenomecwideOintrogressionOinOagriculturalOzampylobacterOcolidOMolecularlEcologybO2013bO
hhbOgflgcmk 5.7 98

38 –raftOGenomeOSequenceOofOLeucobacterOspdOStrainOUz–cTHUOWPhylumOxctinobacteriaXdOGenomel
AnnouncementsbO2013bOgbO 5

37 –raftOGenomeOSequenceOofO–ietziaOspdOStrainOUz–cTHPOWPhylumOxctinobacteriaXdOGenomel
AnnouncementsbO2013bOgbO 5

36 PhylogenyOofObacterialOandOarchaealOgenomesOusingOconservedOgenesqOsupertreesOandO
supermatricesdOPLoSlONEbO2013bOobOemhlgf 3.7 102

35 yExGLEqOanOapplicationOprogrammingOinterfaceOandOhighcperformanceOcomputingOlibraryOforO
statisticalOphylogeneticsdOSystematiclBiologybO2012bOmgbOgnfci 8.4 374

34 MryayesOidhqOefficientOyayesianOphylogeneticOinferenceOandOmodelOchoiceOacrossOaOlargeOmodelO
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33 ImpactOofOhomologousOandOnonchomologousOrecombinationOinOtheOgenomicOevolutionOofOEscherichiaO
colidOBMClGenomicsbO2012bOgibOhlm 4.5 95

32 xnOintegratedOpipelineOforOdeOnovoOassemblyOofOmicrobialOgenomesdOPLoSlONEbO2012bOnbOekhifk 3.7 330

31 PatternsOofOgeneOflowOdefineOspeciesOofOthermophilicOxrchaeadOPLoSlBiologybO2012bOgfbOegffghml 9.7 152

30 SequencingOofOsevenOhaloarchaealOgenomesOrevealsOpatternsOofOgenomicOfluxdOPLoSlONEbO2012bOnbOekgiop3.7 37

29 HiddenOyreakpointsOinOGenomeOxlignmentsdOLecturelNoteslinlComputerlSciencebO2012bOipgckfi 0.9

28 MauveOassemblyOmetricsdOBioinformaticsbO2011bOhnbOhnlmcn 7.2 71

27 xssemblathonOgqOaOcompetitiveOassessmentOofOdeOnovoOshortOreadOassemblyOmethodsdOGenomel
ResearchbO2011bOhgbOhhhkckg 9.7 364
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inOYersiniadOGenomelBiologylandlEvolutionbO2009bOgbOglicmk 3.9 13

20 ReorderingOcontigsOofOdraftOgenomesOusingOtheOMauveOalignerdOBioinformaticsbO2009bOhlbOhfngci 7.2 389

19 LateralOtransferOofOgenesOandOgeneOfragmentsOinOprokaryotesdOGenomelBiologylandlEvolutionbO2009bO
gbOkhpcio 3.9 54

18 SeevolutionqOvisualizingOchromosomeOevolutiondOBioinformaticsbO2009bOhlbOpmfcg 7.2 5

17 xOnovelOheuristicOforOlocalOmultipleOalignmentOofOinterspersedO–NxOrepeatsdOIEEE/ACMlTransactionsl
onlComputationallBiologylandlBioinformaticsbO2009bOmbOgofcp 3 13

16 PhylogeneticOandOmolecularOanalysisOofOhydrogencproducingOgreenOalgaedOJournalloflExperimentall
BotanybO2009bOmfbOgmpgcnfh 7 53

15 InferringOgenomicOfluxOinObacteriadOGenomelResearchbO2009bOgpbOifmcgn 9.7 26

14 –ynamicsOofOgenomeOrearrangementOinObacterialOpopulationsdOPLoSlGeneticsbO2008bOkbOegfffgho 6 156

13 xSxPqOaOresourceOforOannotatingbOcuratingbOcomparingbOandOdisseminatingOgenomicOdatadONucleicl
AcidslResearchbO2006bOikbO–kgcl 20.1 54

12 GenomecwideOdetectionOandOanalysisOofOhomologousOrecombinationOamongOsequencedOstrainsOofO
EscherichiaOcolidOGenomelBiologybO2006bOnbORkk 18.3 60

11 GRILqOgenomeOrearrangementOandOinversionOlocatordOBioinformaticsbO2004bOhfbOghhck 7.2 38

10 xSxPbOaOsystematicOannotationOpackageOforOcommunityOanalysisOofOgenomesdONucleiclAcidslResearchbO
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9 zriticalOxssessmentOofOMetagenomeOInterpretationOâ��OaObenchmarkOofOcomputationalOmetagenomicsOsoftware 17
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7 TutorialqOxssessingOmetagenomicsOsoftwareOwithOtheOzxMIObenchmarkingOtoolkit 1

6 MetagenomicsOStrainOResolutionOonOxssemblyOGraphs 6
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