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inflammationdMJournalpofpExperimentalpMedicinebM2019bMhgmbMglhcgnl 16.6 39

40 κvolutionMandMxntiviralMSpecificitiesMofMInterferoncInducedMMxMProteinsMofMyatsMagainstMκbolabM
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30 SoftwareMDedicatedMtoMVirusMSequenceMxnalysisMOyioinformaticsMGoesMViralOdMAdvancespinpVirusp
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27 WholecGenomeMSequenceMofMzhlamydiaMgallinaceaMTypeMStrainMfocghnkeidMGenomepAnnouncementsbM
2016bMkbM 7

26 zompleteMGenomeMSequenceMofMJIIcgpmgbMaMyovineMsubspdMFieldMIsolateMfromMGermanydMGenomep
AnnouncementsbM2017bMlbM 7

25 StructureMandMHierarchyMofMInfluenzaMVirusMModelsMRevealedMbyMReactionMNetworkMxnalysisdMVirusesbM
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NanoporeMSequencingdMFrontierspinpGeneticsbM2021bMghbMnggkin 4.5 6

23 MetagenomicsMworkflowMforMhybridMassemblybMdifferentialMcoverageMbinningbMmetatranscriptomicsM
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17 SLzilFhbMaMTransporterMSporadicallyMMutatedMinMtheMUntranslatedMRegionbMPromotesMGrowthbM
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13 RNxflowqMxnMκffectiveMandMSimpleMRNxcSeqMDifferentialMGeneMκxpressionMPipelineMUsingMNextflowdM
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11 porezovMcManMeasyMtoMusebMfastbMandMrobustMworkflowMforMSxRSczoVchMgenomeMreconstructionMviaM
nanoporeMsequencing 2

10 κvaluationMofMassociationsMbetweenMgenotypesMofMMycobacteriumMaviumMsubspdMparatuberculsisMandM
presenceMofMintestinalMlesionsMcharacteristicMofMparatuberculosisdMVeterinarypMicrobiologybM2017bMhfgbMgoocgpk3.3 1

(2017-2016)

3



9 zomparativeMstudyMofMtenMthogotovirusMisolatesMandMtheirMdistinctMcharacteristicsddMJournalpofp
VirologybM2022bMJVIfgllmhg 6.6 1
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RhodotorulaMtoruloidesMzySMgkdMGenomicsbM2021bMggibMkfhhckfhn 4.3 1

7 κpiDopeqMxMDeepMneuralMnetworkMforMlinearMyccellMepitopeMprediction 1
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3 xMmarineMzhlamydomonasMspdMemergingMasManMalgalMmodeldMJournalpofpPhycologybM2021bMlnbMlkcmp 3 1

2 TranscriptMVariantsMHaveMDistinctMRolesMinMOvarianMzarcinomaMandMDifferentlyMInfluenceMPlatinumM
SensitivityMandMxngiogenesisdMCancersbM2021bMgibM 6.6 1

1 DarkQqMcontinuousMgenomicMmonitoringMusingMmessageMqueuesdMF1000ResearchbgfbMppo 3.6 0
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