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47 EvolutionaryRprocessesRinRtheRemergenceRandRrecentRspreadRofRtheRsyphilisRagentgRTreponemaR
pallidumiRMolecularoBiologyoandoEvolutiongR2021gR 8.3 2

46 ARcommunityhdrivenRresourceRforRgenomicRepidemiologyRandRantimicrobialRresistanceRpredictionRofR
NeisseriaRgonorrhoeaeRatRPathogenwatchiRGenomeoMedicinegR2021gRmogRrm 14.4 22

45 ARglobalRresourceRforRgenomicRpredictionsRofRantimicrobialRresistanceRandRsurveillanceRofR
SalmonellaRTyphiRatRpathogenwatchiRNatureoCommunicationsgR2021gRmngRntsu 17.4 12

44
NeisseriaRgonorrhoeaeRSequenceRTypingRforRAntimicrobialRResistanceRcNGhSTARdRclonalRcomplexesR
areRconsistentRwithRgenomicRphylogenyRandRprovideRsimpleRnomenclaturegRrapidRvisualizationRandR
antimicrobialRresistanceRcAMRdRlineageRpredictionsiRJournaloofoAntimicrobialoChemotherapygR2021gR
srgRuplhupp

5.1 6

43
HighRsusceptibilityRtoRzoliflodacinRandRconservedRtargetRcGyrBdRforRzoliflodacinRamongRmnluR
consecutiveRclinicalRNeisseriaRgonorrhoeaeRisolatesRfromRnqREuropeanRcountriesgRnlmtiRJournaloofo
AntimicrobialoChemotherapygR2021gRsrgRmnnmhmnnt

5.1 9

42 PhylogenomicsRofRrevealsRaRnewRlineageRandRaRcomplexRevolutionaryRhistoryiRMicrobialoGenomicsgR
2021gRsgR 4.4 29

41 LeangRmeangRlearningRmachinesiRNatureoReviewsoMicrobiologygR2020gRmtgRnrr 22.2 1

40 GenomicRevolutionRofRNeisseriaRgonorrhoeaeRsinceRtheRpreantibioticReraRcmunthnlmodvRantimicrobialR
usekmisuseRselectsRforRresistanceRandRdrivesRevolutioniRBMCoGenomicsgR2020gRnmgRmmr 4.5 29

39 GenomicRandRPhenotypicRVariabilityRinRNeisseriaRgonorrhoeaeRAntimicrobialRSusceptibilitygREnglandiR
EmergingoInfectiousoDiseasesgR2020gRnrgRqlqhqmq 10.2 13

38
PhylogenomicRanalysisRofRNeisseriaRgonorrhoeaeRtransmissionRtoRassessRsexualRmixingRandRHIVR
transmissionRriskRinREnglandvRaRcrosshsectionalgRobservationalgRwholehgenomeRsequencingRstudyiR
LancetoInfectiousoDiseases,oThegR2020gRnlgRpsthptr

25.5 10

37 IncreasedRpowerRfromRconditionalRbacterialRgenomehwideRassociationRidentifiesRmacrolideR
resistanceRmutationsRinRNeisseriaRgonorrhoeaeiRNatureoCommunicationsgR2020gRmmgRqosp 17.4 18

36 AdaptationRtoRtheRcervicalRenvironmentRisRassociatedRwithRincreasedRantibioticRsusceptibilityRinR
NeisseriaRgonorrhoeaeiRNatureoCommunicationsgR2020gRmmgRpmnr 17.4 26

35
EvaluationRofRparametersRaffectingRperformanceRandRreliabilityRofRmachineRlearninghbasedR
antibioticRsusceptibilityRtestingRfromRwholeRgenomeRsequencingRdataiRPLoSoComputationaloBiologygR
2019gRmqgRemllsopu

5 34

34 GenomicRdeterminantsRofRspeciationRandRspreadRofRtheRcomplexiRScienceoAdvancesgR2019gRqgReaawools 14.3 37

33 MolecularRepidemiologyRandRwholeRgenomeRsequencingRanalysisRofRclinicalRMycobacteriumRbovisR
fromRGhanaiRPLoSoONEgR2019gRmpgRelnluouq 3.7 10

32 TheRimpactRofRantimicrobialsRonRgonococcalRevolutioniRNatureoMicrobiologygR2019gRpgRmupmhmuql 26.6 53

31 UsingRgenomicsRtoRunderstandRantimicrobialRresistanceRandRtransmissionRinRNeisseriaRgonorrhoeaeiR
MicrobialoGenomicsgR2019gRqgR 4.4 7
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30 GenomehwideRepistasisRandRcohselectionRstudyRusingRmutualRinformationiRNucleicoAcidsoResearchgR
2019gRpsgRemmn 20.1 19

29 GeneticRvariationRregulatesRtheRactivationRandRspecificityRofRRestrictionhModificationRsystemsRinR
NeisseriaRgonorrhoeaeiRScientificoReportsgR2019gRugRmprtq 4.9 10

28 ComparativeRgenomicsRofRMycobacteriumRafricanumRLineageRqRandRLineageRrRfromRGhanaRsuggestsR
distinctRecologicalRnichesiRScientificoReportsgR2018gRtgRmmnru 4.9 24

27 AntimicrobialRresistanceRpredictionRandRphylogeneticRanalysisRofRNeisseriaRgonorrhoeaeRisolatesR
usingRtheROxfordRNanoporeRMinIONRsequenceriRScientificoReportsgR2018gRtgRmsqur 4.9 41

26 PublicRhealthRsurveillanceRofRmultidrughresistantRclonesRofRNeisseriaRgonorrhoeaeRinREuropevRaR
genomicRsurveyiRLancetoInfectiousoDiseases,oThegR2018gRmtgRsqthsrt 25.5 112

25 BringingRTreponemaRintoRtheRspotlightiRNatureoReviewsoMicrobiologygR2017gRmqgRmur 22.2 2

24 ARIBAvRrapidRantimicrobialRresistanceRgenotypingRdirectlyRfromRsequencingRreadsiRMicrobialo
GenomicsgR2017gRogRelllmom 4.4 283

23 DynamicsRandRimpactRofRhomologousRrecombinationRonRtheRevolutionRofRLegionellaRpneumophilaiR
PLoSoGeneticsgR2017gRmogRemllrtqq 6 21

22 GenomicRepidemiologyRofRaRnationalRoutbreakRofRposthsurgicalRwoundRinfectionsRinRBraziliRMicrobialo
GenomicsgR2017gRogRelllmmm 4.4 15

21 OriginRofRmodernRsyphilisRandRemergenceRofRaRpandemicRTreponemaRpallidumRclusteriRNatureo
MicrobiologygR2016gRngRmrnpq 26.6 81

20 LinkingRanRunchainedRmaladyiRNatureoReviewsoMicrobiologygR2016gRmpgRrlt 22.2

19
TheRnovelRnlmrRWHORNeisseriaRgonorrhoeaeRreferenceRstrainsRforRglobalRqualityRassuranceRofR
laboratoryRinvestigationsvRphenotypicgRgeneticRandRreferenceRgenomeRcharacterizationiRJournaloofo
AntimicrobialoChemotherapygR2016gRsmgRolurhomlt

5.1 166

18 GenomicRAnalysisRofRBacterialROutbreaksR2016gRnlohnon

17 GeographicalRandRTemporalRStructuresRofRLegionellaRpneumophilaRSequenceRTypesRinRComunitatR
ValencianaRcSpaindgRmuutRtoRnlmoiRAppliedoandoEnvironmentaloMicrobiologygR2015gRtmgRsmlrhmo 4.8 9

16 PhylogeneticRanalysisRofRenvironmentalRLegionellaRpneumophilaRisolatesRfromRanRendemicRareaR
cAlcoygRSpaindiRInfection,oGeneticsoandoEvolutiongR2015gRolgRpqhqp 4.5 6

15 GenomicRInvestigationRofRaRLegionellosisROutbreakRinRaRPersistentlyRColonizedRHoteliRFrontiersoino
MicrobiologygR2015gRrgRmqqr 5.7 24

14 MixedRinfectionRbyRLegionellaRpneumophilaRinRoutbreakRpatientsiRInternationaloJournaloofoMedicalo
MicrobiologygR2014gRolpgRolshmo 3.7 15

13 RecombinationRdrivesRgenomeRevolutionRinRoutbreakhrelatedRLegionellaRpneumophilaRisolatesiR
NatureoGeneticsgR2014gRprgRmnlqhmm 36.3 60
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12 GeneticRCharacterizationRofRLegionellaRpneumophilaRIsolatedRfromRaRCommonRWatershedRinR
ComunidadRValencianagRSpainiRPLoSoONEgR2013gRtgRermqrp 3.7 5

11 ARIBAvRrapidRantimicrobialRresistanceRgenotypingRdirectlyRfromRsequencingRreads 13

10 IncreasedRantibioticRsusceptibilityRinRNeisseriaRgonorrhoeaeRthroughRadaptationRtoRtheRcervicalRenvironment 5

9 IncreasedRpowerRfromRbacterialRgenomehwideRassociationRconditionalRonRknownReffectsRidentifiesR
NeisseriaRgonorrhoeaeRmacrolideRresistanceRmutationsRinRtheRqlSRribosomalRproteinRLp 4

8 PhylogenomicsRofRMycobacteriumRafricanumRrevealsRaRnewRlineageRandRaRcomplexRevolutionaryRhistory 4

7 ARglobalRresourceRforRgenomicRpredictionsRofRantimicrobialRresistanceRandRsurveillanceRofR
SalmonellaRTyphiRatRPathogenwatch 2

6 ARcommunityhdrivenRresourceRforRgenomicRepidemiologyRandRantimicrobialRresistanceRpredictionRofR
NeisseriaRgonorrhoeaeRatRPathogenwatch 1

5 GenomicRdeterminantsRofRspeciationRandRspreadRofRtheRMycobacteriumRtuberculosisRcomplex 1

4 AntimicrobialRexposureRinRsexualRnetworksRdrivesRdivergentRevolutionRinRmodernRgonococci 4

3 MolecularRepidemiologyRandRwholeRgenomeRsequencingRanalysisRofRclinicalRMycobacteriumRbovisR
fromRGhana 2

2 GenomehwideRepistasisRandRcohselectionRstudyRusingRmutualRinformation 3

1 EvaluationRofRparametersRaffectingRperformanceRandRreliabilityRofRmachineRlearninghbasedR
antibioticRsusceptibilityRtestingRfromRwholeRgenomeRsequencingRdata 3
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