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44 zomparativeMstudyMofMtenMthogotovirusMisolatesMandMtheirMdistinctMcharacteristicsddMJournalpofp
VirologybM2022bMJVIfgllmhg 6.6 1

43 zhromosomeclevelMgenomeMassemblyMandMtranscriptomecbasedMannotationMofMtheMoleaginousMyeastM
RhodotorulaMtoruloidesMzySMgkdMGenomicsbM2021bMggibMkfhhckfhn 4.3 1

42
κvidenceMforMtheMexistenceMofMaMnewMgenusMzhlamydiifraterMgendMnovdMinsideMtheMfamilyM
zhlamydiaceaeMwithMtwoMnewMspeciesMisolatedMfromMflamingoMUPhoenicopterusMroseusVqM
zhlamydiifraterMphoenicopteriMspdMnovdMandMzhlamydiifraterMvolucrisMspdMnovdMSystematicpandpAppliedp
MicrobiologybM2021bMkkbMghmhff

4.2 4

41 porezovcxnMκasyMtoMUsebMFastbMandMRobustMWorkflowMforMSxRSczoVchMGenomeMReconstructionM
NanoporeMSequencingdMFrontierspinpGeneticsbM2021bMghbMnggkin 4.5 6

40 zomputationalMstrategiesMtoMcombatMzOVIDcgpqMusefulMtoolsMtoMaccelerateMSxRSczoVchMandM
coronavirusMresearchdMBriefingspinpBioinformaticsbM2021bMhhbMmkhcmmi 13.4 56

39 xMmarineMzhlamydomonasMspdMemergingMasManMalgalMmodeldMJournalpofpPhycologybM2021bMlnbMlkcmp 3 1

38 MetagenomicsMworkflowMforMhybridMassemblybMdifferentialMcoverageMbinningbMmetatranscriptomicsM
andMpathwayManalysisMUMUFFINVdMPLoSpComputationalpBiologybM2021bMgnbMegffongm 5 6

37 RiseMandMFallMofMSxRSczoVchMLineageMxdhnMinMGermanydMVirusesbM2021bMgibM 6.2 4

36 TranscriptMVariantsMHaveMDistinctMRolesMinMOvarianMzarcinomaMandMDifferentlyMInfluenceMPlatinumM
SensitivityMandMxngiogenesisdMCancersbM2021bMgibM 6.6 1

35 SLzilFhbMaMTransporterMSporadicallyMMutatedMinMtheMUntranslatedMRegionbMPromotesMGrowthbM
MigrationbMandMInvasionMofMyladderMzancerMzellsdMCellsbM2021bMgfbM 7.9 4

34 IntegratingMcultivationMandMmetagenomicsMforMaMmultickingdomMviewMofMskinMmicrobiomeMdiversityM
andMfunctionsddMNaturepMicrobiologybM2021bM 26.6 6

33 TheMeconomicalMlifestyleMofMzPRMbacteriaMinMgroundwaterMallowsMlittleMpreferenceMforMenvironmentalM
driversddMEnvironmentalpMicrobiomesbM2021bMgmbMhk 5.6 4

32 zomparativeMGenomeMxnalysisMofMiiMStrainsMRevealsMzharacteristicMFeaturesMofMandMzloselyMRelatedM
SpeciesdMPathogensbM2020bMpbM 4.5 9

31 InclusionMofMOxfordMNanoporeMlongMreadsMimprovesMallMmicrobialMandMviralMmetagenomecassembledM
genomesMfromMaMcomplexMaquiferMsystemdMEnvironmentalpMicrobiologybM2020bMhhbMkfffckfgi 5.2 17

30 RNxflowqMxnMκffectiveMandMSimpleMRNxcSeqMDifferentialMGeneMκxpressionMPipelineMUsingMNextflowdM
GenesbM2020bMggbM 4.2 3

29 xMcomprehensiveMannotationMandMdifferentialMexpressionManalysisMofMshortMandMlongMnonccodingM
RNxsMinMgmMbatMgenomesdMNARpGenomicspandpBioinformaticsbM2020bMhbMlqzffm 3.7 1

28 ViruscMandMInterferonMxlphacInducedMTranscriptomesMofMzellsMfromMtheMMicrobatMMyotisMdaubentoniidM
ISciencebM2019bMgpbMmkncmmg 6.1 17
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27 zhlamydiaMbuteonisbMaMnewMzhlamydiaMspeciesMisolatedMfromMaMredcshoulderedMhawkdMSystematicpandp
AppliedpMicrobiologybM2019bMkhbMghlppn 4.2 28

26 κvaluationMofMSequencingMLibraryMPreparationMProtocolsMforMViralMMetagenomicMxnalysisMfromM
PristineMxquiferMGroundwatersdMVirusesbM2019bMggbM 6.2 15

25 StructureMandMHierarchyMofMInfluenzaMVirusMModelsMRevealedMbyMReactionMNetworkMxnalysisdMVirusesbM
2019bMggbM 6.2 6

24 DeMnovoMtranscriptomeMassemblyqMxMcomprehensiveMcrosscspeciesMcomparisonMofMshortcreadM
RNxcSeqMassemblersdMGigaSciencebM2019bMobM 7.6 78

23 DirectMRNxMnanoporeMsequencingMofMfullclengthMcoronavirusMgenomesMprovidesMnovelMinsightsMintoM
structuralMvariantsMandMenablesMmodificationManalysisdMGenomepResearchbM2019bMhpbMglklcgllk 9.7 112

22 SilentMutationsMUSIMVqMxMtoolMforManalyzingMlongcrangeMRNxcRNxMinteractionsMinMviralMgenomesMandM
structuredMRNxsdMViruspResearchbM2019bMhmfbMgilcgkg 6.4 1

21 zohesincmediatedMNFc˛”yMsignalingMlimitsMhematopoieticMstemMcellMselfcrenewalMinMagingMandM
inflammationdMJournalpofpExperimentalpMedicinebM2019bMhgmbMglhcgnl 16.6 39

20 DifferentialMκffectsMofMVitaminsMxMandMDMonMtheMTranscriptionalMLandscapeMofMHumanMMonocytesM
duringMInfectiondMScientificpReportsbM2017bMnbMkflpp 4.9 16

19 MassiveMκffectMonMLncRNxsMinMHumanMMonocytesMDuringMFungalMandMyacterialMInfectionsMandMinM
ResponseMtoMVitaminsMxMandMDdMScientificpReportsbM2017bMnbMkflpo 4.9 23

18 κvaluationMofMassociationsMbetweenMgenotypesMofMMycobacteriumMaviumMsubspdMparatuberculsisMandM
presenceMofMintestinalMlesionsMcharacteristicMofMparatuberculosisdMVeterinarypMicrobiologybM2017bMhfgbMgoocgpk3.3 1

17 κvolutionMandMxntiviralMSpecificitiesMofMInterferoncInducedMMxMProteinsMofMyatsMagainstMκbolabM
InfluenzabMandMOtherMRNxMVirusesdMJournalpofpVirologybM2017bMpgbM 6.6 34

16 zompleteMGenomeMSequenceMofMJIIcgpmgbMaMyovineMsubspdMFieldMIsolateMfromMGermanydMGenomep
AnnouncementsbM2017bMlbM 7

15 SoftwareMDedicatedMtoMVirusMSequenceMxnalysisMOyioinformaticsMGoesMViralOdMAdvancespinpVirusp
ResearchbM2017bMppbMhiichln 10.7 12

14 WholecGenomeMSequenceMofMzhlamydiaMgallinaceaMTypeMStrainMfocghnkeidMGenomepAnnouncementsbM
2016bMkbM 7

13 DifferentialMtranscriptionalMresponsesMtoMκbolaMandMMarburgMvirusMinfectionMinMbatMandMhumanMcellsdM
ScientificpReportsbM2016bMmbMiklop 4.9 30

12 TowardsMaMcomprehensiveMpictureMofMalloacceptorMtRNxMremoldingMinMmetazoanMmitochondrialM
genomesdMNucleicpAcidspResearchbM2015bMkibMofkkclm 20.1 16

11 zomprehensiveMinsightsMinMtheMMycobacteriumMaviumMsubspdMparatuberculosisMgenomeMusingMnewM
WGSMdataMofMsheepMstrainMJIIIciomMfromMGermanydMGenomepBiologypandpEvolutionbM2015bMnbMhlolchmfg 3.9 15

10 zomputationalMStrategiesMtoMzombatMzOVIDcgpqMUsefulMToolsMtoMxccelerateMSxRSczoVchMandM
zoronavirusMResearch 2
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9 κpiDopeqMxMDeepMneuralMnetworkMforMlinearMyccellMepitopeMprediction 1

8 InclusionMofMOxfordMNanoporeMlongMreadsMimprovesMallMmicrobialMandMphageMmetagenomecassembledM
genomesMfromMaMcomplexMaquiferMsystem 3

7 MetagenomicsMworkflowMforMhybridMassemblybMdifferentialMcoverageMbinningbMtranscriptomicsMandM
pathwayManalysisMUMUFFINV 1

6 WhatMtheMPhageqMxMscalableMworkflowMforMtheMidentificationMandManalysisMofMphageMsequences 5

5 PzxGOqMxnMinteractiveMwebMserviceMtoManalyzeMRNxcSeqMdataMwithMprincipalMcomponentManalysis 3

4 DirectMRNxMnanoporeMsequencingMofMfullclengthMcoronavirusMgenomesMprovidesMnovelMinsightsMintoM
structuralMvariantsMandMenablesMmodificationManalysis 12

3 porezovMcManMeasyMtoMusebMfastbMandMrobustMworkflowMforMSxRSczoVchMgenomeMreconstructionMviaM
nanoporeMsequencing 2

2 MolecularMepidemiologyMofMSxRSczoVchMcMaMregionalMtoMglobalMperspective 4

1 DarkQqMcontinuousMgenomicMmonitoringMusingMmessageMqueuesdMF1000ResearchbgfbMppo 3.6 0
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