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70 vLhighlyLvirulentLvariantLofLHIVaeLcirculatingLinLtheLNetherlandsbbLScienceZL2022ZLgliZLihdaihi 33.3 5

69 PhylogeneticLestimationLofLtheLviralLfitnessLlandscapeLofLHIVaeLsetapointLviralLloadbbLVirusmEvolutionZL
2022ZLmZLveacdff 3.7

68 HighlyLSensitiveLLineageLyiscriminationLofLSvRSaxoVafLVariantsLthroughLvlleleaSpecificLProbeLPxRbbL
JournalmofmClinicalmMicrobiologyZL2022ZLedffmgfe 9.7 0

67 yeepasequenceLphylogeneticsLtoLquantifyLpatternsLofLHIVLtransmissionLinLtheLcontextLofLaLuniversalL
testingLandLtreatmentLtrialLaLwxPPcLYaLTsieLtrialbbLELifeZL2022ZLeeZL 8.9 1

66 zxponentialLgrowthZLhighLprevalenceLofLSvRSaxoVafZLandLvaccineLeffectivenessLassociatedLwithLtheL
yeltaLvariantbLScienceZL2021ZLglhZLeablniie 33.3 31

65 zfficacyLofLxhvdOxeLnxoVaenLUvZyefffVLvaccineLagainstLSvRSaxoVafLlineagesLcirculatingLinLwrazilbL
NaturemCommunicationsZL2021ZLefZLimke 17.4 11

64 TheLimpactLofLviralLmutationsLonLrecognitionLbyLSvRSaxoVafLspecificLT´ cellsbLIScienceZL2021ZLfhZLedggig 6.1 12

63 SvRSaxoVafLwithinahostLdiversityLandLtransmissionbLScienceZL2021ZLglfZL 33.3 110

62 zfficacyLofLxhvdOxeLnxoVaenLUvZyefffVLvaccineLagainstLSvRSaxoVafLvariantLofLconcernLfdfdefcdeL
UwbebeblVoLanLexploratoryLanalysisLofLaLrandomisedLcontrolledLtrialbLLancet,mTheZL2021ZLgnlZLegieaegkf 40 316

61
VirologicalLxharacterizationLofLxriticallyLIllLPatientsLWithLxOVIyaenLinLtheLUnitedLKingdomoL
InteractionsLofLViralLLoadZLvntibodyLStatusZLandLwbebeblLInfectionbLJournalmofmInfectiousmDiseasesZL
2021ZLffhZLiniakdi

7 14

60 xhangesLinLsymptomatologyZLreinfectionZLandLtransmissibilityLassociatedLwithLtheLSvRSaxoVafL
variantLwbebebloLanLecologicalLstudybLLancetmPublicmHealth,mTheZL2021ZLkZLeggiaeghi 22.4 146

59 zvaluatingLtheLzffectsLofLSvRSaxoVafLSpikeLMutationLykehGLonLTransmissibilityLandLPathogenicitybL
CellZL2021ZLemhZLkhalibeee 56.2 518

58 yistinctLpatternsLofLwithinahostLvirusLpopulationsLbetweenLtwoLsubgroupsLofLhumanLrespiratoryL
syncytialLvirusbLNaturemCommunicationsZL2021ZLefZLiefi 17.4 3

57 MappingLofLHIVaexLTransmissionLNetworksLRevealsLzxtensiveLSpreadLofLViralLLineagesLvcrossL
VillagesLinLwotswanaLTreatmentaasaPreventionLTrialbLJournalmofmInfectiousmDiseasesZL2020ZLfffZLekldaekmd7 3

56
zpsteinawarrLvirusLreactivationLinLsepsisLdueLtoLcommunityaacquiredLpneumoniaLisLassociatedLwithL
increasedLmorbidityLandLanLimmunosuppressedLhostLtranscriptomicLendotypebLScientificmReportsZL
2020ZLedZLnmgm

4.9 4

55 PhylogeneticLandLyemographicLxharacterizationLofLyirectedLHIVaeLTransmissionLUsingLyeepL
SequencesLfromLHighaRiskLandLGeneralLPopulationLxohortscGroupsLinLUgandabLVirusesZL2020ZLefZL 6.2 7

54 HighLprevalenceLofLintegraseLmutationLLlhILinLWestLvfricanLHIVaeLsubtypesLpriorLtoLintegraseL
inhibitorLtreatmentbLJournalmofmAntimicrobialmChemotherapyZL2020ZLliZLeiliaeiln 5.1 8
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53
RecombinationLvnalysisLofLNearL ullaLengthLHIVaeLSequencesLandLtheLIdentificationLofLaLPotentialL
NewLxirculatingLRecombinantL ormLfromLRakaiZLUgandabLAIDSmResearchmandmHumanmRetrovirusesZL
2020ZLgkZLhklahlh

1.6 1

52 vLxomprehensiveLGenomicsLSolutionLforLHIVLSurveillanceLandLxlinicalLMonitoringLinLLowaIncomeL
SettingsbLJournalmofmClinicalmMicrobiologyZL2020ZLimZL 9.7 15

51 SimultaneousLViralLWholeaGenomeLSequencingLandLyifferentialLzxpressionLProfilingLinLRespiratoryL
SyncytialLVirusLInfectionLofLInfantsbLJournalmofmInfectiousmDiseasesZL2020ZLfffZLSkkkaSkle 7 4

50 PerformanceLofLaLhighathroughputLnextagenerationLsequencingLmethodLforLanalysisLofLHIVLdrugL
resistanceLandLviralLloadbLJournalmofmAntimicrobialmChemotherapyZL2020ZLliZLgiedagiek 5.1 5

49 IlluminaLandLNanoporeLmethodsLforLwholeLgenomeLsequencingLofLhepatitisLwLvirusLUHwVVbLScientificm
ReportsZL2019ZLnZLldme 4.9 41

48 yraftLGenomeLSequencesLofLkhLTypeLStrainsLofLidLSpeciesLandLfiLSubspeciesLofLtheLGenusL
RosenbachLemmhbLMicrobiologymResourcemAnnouncementsZL2019ZLmZL 1.3 2

47 InferringLHIVaeLtransmissionLnetworksLandLsourcesLofLepidemicLspreadLinLvfricaLwithL
deepasequenceLphylogeneticLanalysisbLNaturemCommunicationsZL2019ZLedZLehee 17.4 26

46
OxfordLScreeningLxS LandLRespiratoryLsamplesLUTOSxvRTVoLresultsLofLaLpilotLstudyLtoLscreenLclinicalL
samplesLfromLaLdiagnosticLmicrobiologyLlaboratoryLforLvirusesLusingLIlluminaLnextLgenerationL
sequencingbLBMCmResearchmNotesZL2018ZLeeZLefd

2.3 5

45
vccuracyLofLyifferentLwioinformaticsLMethodsLinLyetectingLvntibioticLResistanceLandLVirulenceL
 actorsLfromLStaphylococcusLaureusLWholeaGenomeLSequencesbLJournalmofmClinicalmMicrobiologyZL
2018ZLikZL

9.7 40

44 zasyLandLaccurateLreconstructionLofLwholeLHIVLgenomesLfromLshortareadLsequenceLdataLwithL
shiverbLVirusmEvolutionZL2018ZLhZLveyddl 3.7 38

43 PredictionLofLSusceptibilityLtoL irstaLineLTuberculosisLyrugsLbyLyNvLSequencingbLNewmEnglandm
JournalmofmMedicineZL2018ZLglnZLehdgaehei 59.2 243

42 PHYLOSxvNNzRoLInferringLTransmissionLfromLWithinaLandLwetweenaHostLPathogenLGeneticL
yiversitybLMolecularmBiologymandmEvolutionZL2018ZLgiZLlenalgg 8.3 68

41 zffectsLofLcontrolLinterventionsLonLxlostridiumLdifficileLinfectionLinLznglandoLanLobservationalL
studybLLancetmInfectiousmDiseases,mTheZL2017ZLelZLheeahfe 25.5 202

40 WholeaGenomeLSequencingLRevealsLtheLxontributionLofLLongaTermLxarriersLinLStaphylococcusL
aureusLOutbreakLInvestigationbLJournalmofmClinicalmMicrobiologyZL2017ZLiiZLfemmafenl 9.7 19

39
TransmissionLofLStaphylococcusLaureusLbetweenLhealthacareLworkersZLtheLenvironmentZLandL
patientsLinLanLintensiveLcareLunitoLaLlongitudinalLcohortLstudyLbasedLonLwholeagenomeLsequencingbL
LancetmInfectiousmDiseases,mTheZL2017ZLelZLfdlafeh

25.5 113

38 SevereLinfectionsLemergeLfromLcommensalLbacteriaLbyLadaptiveLevolutionbLELifeZL2017ZLkZL 8.9 55

37
zxtensiveLWithinaHostLyiversityLinL ecallyLxarriedLzxtendedaSpectrumawetaaLactamaseaProducingL
zscherichiaLcoliLIsolatesoLImplicationsLforLTransmissionLvnalysesbLJournalmofmClinicalmMicrobiologyZL
2015ZLigZLfeffage

9.7 56

36 RapidLantibioticaresistanceLpredictionsLfromLgenomeLsequenceLdataLforLStaphylococcusLaureusLandL
MycobacteriumLtuberculosisbLNaturemCommunicationsZL2015ZLkZLeddkg 17.4 348
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35 HealthcareaassociatedLoutbreakLofLmeticillinaresistantLStaphylococcusLaureusLbacteraemiaoLroleLofLaL
crypticLvariantLofLanLepidemicLclonebLJournalmofmHospitalmInfectionZL2014ZLmkZLmgan 6.9 25

34 ReplyLtoLMillsLandLLinkinbLClinicalmInfectiousmDiseasesZL2014ZLinZLlifag 11.6

33 MobileLelementsLdriveLrecombinationLhotspotsLinLtheLcoreLgenomeLofLStaphylococcusLaureusbL
NaturemCommunicationsZL2014ZLiZLgnik 17.4 90

32 WholeagenomeLsequencingLshowsLthatLpatientatoapatientLtransmissionLrarelyLaccountsLforL
acquisitionLofLStaphylococcusLaureusLinLanLintensiveLcareLunitbLClinicalmInfectiousmDiseasesZL2014ZLimZLkdnaem11.6 112

31 PredictionLofLStaphylococcusLaureusLantimicrobialLresistanceLbyLwholeagenomeLsequencingbLJournalm
ofmClinicalmMicrobiologyZL2014ZLifZLeemfane 9.7 218

30 zvolutionaryLhistoryLofLtheLxlostridiumLdifficileLpathogenicityLlocusbLGenomemBiologymandmEvolutionZL
2014ZLkZLgkaif 3.9 123

29 vssessmentLofLMycobacteriumLtuberculosisLtransmissionLinLOxfordshireZLUKZLfddlaefZLwithLwholeL
pathogenLgenomeLsequencesoLanLobservationalLstudybLLancetmRespiratorymMedicine,theZL2014ZLfZLfmiafnf 35.1 149

28 RecombinationalLswitchingLofLtheLxlostridiumLdifficileLSalayerLandLaLnovelLglycosylationLgeneL
clusterLrevealedLbyLlargeascaleLwholeagenomeLsequencingbLJournalmofmInfectiousmDiseasesZL2013ZLfdlZLkliamk7 72

27 yiverseLsourcesLofLxbLdifficileLinfectionLidentifiedLonLwholeagenomeLsequencingbLNewmEnglandm
JournalmofmMedicineZL2013ZLgknZLeeniafdi 59.2 471

26 WithinahostLevolutionLofLStaphylococcusLaureusLduringLasymptomaticLcarriagebLPLoSmONEZL2013ZLmZLekegen3.7 141

25 vLmodifiedLRNvaSeqLapproachLforLwholeLgenomeLsequencingLofLRNvLvirusesLfromLfaecalLandLbloodL
samplesbLPLoSmONEZL2013ZLmZLekkefn 3.7 52

24 vsymptomaticLxlostridiumLdifficileLcolonisationLandLonwardLtransmissionbLPLoSmONEZL2013ZLmZLelmhhi 3.7 90

23 PneumococcalLgenomeLsequencingLtracksLaLvaccineLescapeLvariantLformedLthroughLaL
multiafragmentLrecombinationLeventbLNaturemGeneticsZL2012ZLhhZLgifai 36.3 82

22 vLpilotLstudyLofLrapidLbenchtopLsequencingLofLStaphylococcusLaureusLandLxlostridiumLdifficileLforL
outbreakLdetectionLandLsurveillancebLBMJmOpenZL2012ZLfZL 3 197

21 MicroevolutionaryLanalysisLofLxlostridiumLdifficileLgenomesLtoLinvestigateLtransmissionbLGenomem
BiologyZL2012ZLegZLReem 18.3 151

20 zvolutionaryLdynamicsLofLStaphylococcusLaureusLduringLprogressionLfromLcarriageLtoLdiseasebL
ProceedingsmofmthemNationalmAcademymofmSciencesmofmthemUnitedmStatesmofmAmericaZL2012ZLednZLhiidai 11.5 195

19 xlinicalLxlostridiumLdifficileoLclonalityLandLpathogenicityLlocusLdiversitybLPLoSmONEZL2011ZLkZLeennng 3.7 131

18 IdentificationLofLantigensLspecificLtoLnonatuberculousLmycobacteriaoLtheLMceLfamilyLofLproteinsLasLaL
targetLofLTLcellLimmuneLresponsesbLPLoSmONEZL2011ZLkZLefkhgh 3.7 16
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17 RecombinationLandLpopulationLstructureLinLSalmonellaLentericabLPLoSmGeneticsZL2011ZLlZLeeddfene 6 105

16 MultilocusLsequenceLtypingLofLxlostridiumLdifficilebLJournalmofmClinicalmMicrobiologyZL2010ZLhmZLlldam 9.7 310

15 MindLtheLgapsoLevidenceLofLbiasLinLestimatesLofLmultipleLsequenceLalignmentsbLMolecularmBiologym
andmEvolutionZL2007ZLfhZLfhggahf 8.3 90

14 LineageLreplacementLandLevolutionLcapturedLbyLtheLUnitedLKingdomLxovidLInfectionLSurvey 1

13 IlluminaLandLNanoporeLmethodsLforLwholeLgenomeLsequencingLofLhepatitisLwLvirusLUHwVV 2

12 RapidLantibioticLresistanceLpredictionsLfromLgenomeLsequenceLdataLforLSbLaureusLandLMbLtuberculosisb 7

11 zasyLandLvccurateLReconstructionLofLWholeLHIVLGenomesLfromLShortaReadLSequenceLyata 4

10 SevereLinfectionsLemergeLfromLtheLmicrobiomeLbyLadaptiveLevolution 4

9 PHYLOSxvNNzRoLInferringLTransmissionLfromLWithinaLandLwetweenaHostLPathogenLGeneticLyiversity 2

8 WithinahostLgenomicsLofLSvRSaxoVaf 29

7 HumanLHerpesLVirusLkLUHHVakVLaLPathogenLorLPassengertLvLpilotLstudyLofLclinicalLlaboratoryLdataL
andLnextLgenerationLsequencing 3

6 vLcomprehensiveLgenomicsLsolutionLforLHIVLsurveillanceLandLclinicalLmonitoringLinLaLglobalLhealthLsetting 3

5 TargetedLmetagenomicLsequencingLenhancesLtheLidentificationLofLpathogensLassociatedLwithLacuteLinfection 7

4 VirologicalLandLserologicalLcharacterizationLofLcriticallyLillLpatientsLwithLxOVIyaenLinLtheLUKoLaL
specialLfocusLonLvariantLdetection 9

3 vLbloodLatlasLofLxOVIyaenLdefinesLhallmarksLofLdiseaseLseverityLandLspecificity 4

2 zfficacyLofLxhvdOxeLnxoVaenLUvZyefffVLvaccineLagainstLSvRSaxoVafLlineagesLcirculatingLinLwrazilpL
anLexploratoryLanalysisLofLaLrandomisedLcontrolledLtrial 3

1 zarlyLanalysisLofLaLpotentialLlinkLbetweenLviralLloadLandLtheLNideYLmutationLinLtheLSvRSaxOVafL
spikeLprotein 22
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