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81 WestNNileNvirusNtransmissionNpotentialNinNPortugalddNCommunicationsgBiologybN2022bNkbNl 6.7 3

80 MalariaNhospitalisationNinN astNwfricapNagebNphenotypeNandNtransmissionNintensityddNBMCgMedicinebN
2022bNhfbNhn 11.4 1

79 MalariaNeliminationNonNHainanNIslandNdespiteNclimateNchangedNCommunicationsgMedicinebN2022bNhbN 1

78 GenomicNepidemiologyNrevealsNtheNimpactNofNnationalNandNinternationalNrestrictionsNmeasuresNonN
theNSwRScyoVchNepidemicNinNxrazildN2022bN 1

77 ReplacementNofNtheNGammaNbyNtheNzeltaNvariantNinNxrazilpNImpactNofNlineageNdisplacementNonNtheN
ongoingNpandemicddNVirusgEvolutionbN2022bNnbNveacfhj 3.7 1

76 MolecularNIdentificationNandN cologyNofNPortugueseNWildcyaughtNPhlebotomineNSandflyNSpecimensN
2022bNhbNgocig 0

75 wNRetrospectiveNOverviewNofNZikaNVirusN volutionNinNtheNMidwestNofNxrazilddNMicrobiologygSpectrumbN
2022bNeffgkkhh 8.9 0

74 SpacerNzomainNinNHepatitisNxNVirusNPolymerasepNPluggingNaNHoleNorNPerformingNaNRoleudNJournalgofg
VirologybN2022bNefffkghh 6.6 0

73 SwRScyoVchNepidemicNinNxrazilpNhowNvariantsNdisplacementNhaveNdrivenNdistinctNepidemicNwavesddN
VirusgResearchbN2022bNgonmnk 6.4 4

72 zetectionNofNaNSwRScyoVchNvariantNofNconcernNinNSouthNwfricadNNaturebN2021bNkohbNjincjji 50.4 685

71 ShortNreportpNIntroductionNofNchikungunyaNvirusN ySwNgenotypeNintoNtheNxrazilianNMidwestNandNitsN
dispersionNthroughNtheNwmericasdNPLoSgNeglectedgTropicalgDiseasesbN2021bNgkbNefffohof 4.8 2

70 FieldNandNclassroomNinitiativesNforNportableNsequencecbasedNmonitoringNofNdengueNvirusNinNxrazildN
NaturegCommunicationsbN2021bNghbNhhol 17.4 3

69 SwRScyoVchNshiftingNtransmissionNdynamicsNandNhiddenNreservoirsNpotentiallyNlimitNefficacyNofNpublicN
healthNinterventionsNinNItalydNCommunicationsgBiologybN2021bNjbNjno 6.7 13

68 WestNNileNVirusNinNxrazildNPathogensbN2021bNgfbN 4.5 3

67 PhylogeneticNwnalysisNofNinNPortugaldNVirusesbN2021bNgibN 6.2 4

66  arlyNtransmissionNofNSwRScyoVchNinNSouthNwfricapNwnNepidemiologicalNandNphylogeneticNreportdN
InternationalgJournalgofgInfectiousgDiseasesbN2021bNgfibNhijchjg 10.5 37

65 PotentialNimpactNofNindividualNexposureNhistoriesNtoNendemicNhumanNcoronavirusesNonN
agecdependentNseverityNofNyOVIzcgodNBMCgMedicinebN2021bNgobNgo 11.4 4
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64 wsynchronicityNofNendemicNandNemergingNmosquitocborneNdiseaseNoutbreaksNinNtheNzominicanN
RepublicdNNaturegCommunicationsbN2021bNghbNgkg 17.4 9

63 SixteenNnovelNlineagesNofNSwRScyoVchNinNSouthNwfricadNNaturegMedicinebN2021bNhmbNjjfcjjl 50.5 206

62 RealctimeNseroprevalenceNandNexposureNlevelsNofNemergingNpathogensNinNinfectioncnaiveNhostN
populationsdNScientificgReportsbN2021bNggbNknhk 4.9 0

61 ShortNReportpN arlyNgenomicNdetectionNofNSwRScyoVchNPdgNvariantNinNNortheastNxrazildNPLoSg
NeglectedgTropicalgDiseasesbN2021bNgkbNefffokog 4.8 5

60 GenomicNevidenceNofNSwRScyoVchNreinfectionNcaseNwithNtheNemergingNxdgdhNvariantNinNxrazildNJournalg
ofgInfectionbN2021bNnibNhimchmo 18.9 7

59 MalariaNinfectionNandNsevereNdiseaseNrisksNinNwfricadNSciencebN2021bNimibNohlcoig 33.3 6

58 TheNglobalNimpactNofNtheNyOVIzcgoNpandemicNonNtheNpreventionbNdiagnosisNandNtreatmentNofN
hepatitisNxNvirusNWHxVYNinfectiondNBMJgGlobalgHealthbN2021bNlbN 6.6 18

57 HighNresidualNcarriageNofNvaccinecserotypeNStreptococcusNpneumoniaeNafterNintroductionNofN
pneumococcalNconjugateNvaccineNinNMalawidNNaturegCommunicationsbN2020bNggbNhhhh 17.4 25

56 GenomicNandN pidemiologicalNSurveillanceNofNZikaNVirusNinNtheNwmazonNRegiondNCellgReportsbN2020bN
ifbNhhmkchhnidem 10.6 24

55 HepatitisNxNvirusNseroepidemiologyNdataNforNwfricapNModellingNinterventionNstrategiesNbasedNonNaN
systematicNreviewNandNmetacanalysisdNPLoSgMedicinebN2020bNgmbNegffifln 11.6 15

54 yharacterisingNWestNNileNvirusNepidemiologyNinNIsraelNusingNaNtransmissionNsuitabilityNindexdN
EurosurveillancebN2020bNhkbN 19.8 6

53  stimatingNtheNfalsecnegativeNtestNprobabilityNofNSwRScyoVchNbyNRTcPyRdNEurosurveillancebN2020bNhkbN 19.8 76

52 HospitalNdischargesNinNurbanNsanitationNsystemspNLongctermNmonitoringNofNwastewaterNresistomeN
andNmicrobiotaNinNrelationshipNtoNtheirNecocexposomedNWatergResearchgXbN2020bNmbNgfffjk 8.1 20

51  arlyNtransmissionNofNSwRScyoVchNinNSouthNwfricapNwnNepidemiologicalNandNphylogeneticNreportN2020
bN 20

50 ReturnNofNtheNfounderNyhikungunyaNvirusNtoNitsNplaceNofNintroductionNintoNxrazilNisNrevealedNbyN
genomicNcharacterizationNofNexanthematicNdiseaseNcasesdNEmerginggMicrobesgandgInfectionsbN2020bNobNkickm18.9 7

49 TheNongoingNyOVIzcgoNepidemicNinNMinasNGeraisbNxrazilpNinsightsNfromNepidemiologicalNdataNandN
SwRScyoVchNwholeNgenomeNsequencingdNEmerginggMicrobesgandgInfectionsbN2020bNobNgnhjcgnij 18.9 26

48 HepatitisNxNvirusNseroepidemiologyNdataNforNwfricapNModellingNinterventionNstrategiesNbasedNonNaN
systematicNreviewNandNmetacanalysisN2020bNgmbNegffifln

47 HepatitisNxNvirusNseroepidemiologyNdataNforNwfricapNModellingNinterventionNstrategiesNbasedNonNaN
systematicNreviewNandNmetacanalysisN2020bNgmbNegffifln
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46 HepatitisNxNvirusNseroepidemiologyNdataNforNwfricapNModellingNinterventionNstrategiesNbasedNonNaN
systematicNreviewNandNmetacanalysisN2020bNgmbNegffifln

45 HepatitisNxNvirusNseroepidemiologyNdataNforNwfricapNModellingNinterventionNstrategiesNbasedNonNaN
systematicNreviewNandNmetacanalysisN2020bNgmbNegffifln

44 MVS pNwnNRcpackageNthatNestimatesNaNclimatecdrivenNmosquitocborneNviralNsuitabilityNindexdNMethodsg
ingEcologygandgEvolutionbN2019bNgfbNgikmcgimf 7.7 16

43 GenomicbNepidemiologicalNandNdigitalNsurveillanceNofNyhikungunyaNvirusNinNtheNxrazilianNwmazondN
PLoSgNeglectedgTropicalgDiseasesbN2019bNgibNefffmflk 4.8 37

42 IdentifyingNgenesNassociatedNwithNinvasiveNdiseaseNinNSdNpneumoniaeNbyNapplyingNaNmachineNlearningN
approachNtoNwholeNgenomeNsequenceNtypingNdatadNScientificgReportsbN2019bNobNjfjo 4.9 10

41 wihNGenomicNsurveillanceNofNZikaNvirusNtransmissionNinNtheNwmazonasNStatebNxrazildNVirusgEvolutionbN
2019bNkbN 3.7 78

40 ReverseNimmunodynamicspNaNnewNmethodNforNidentifyingNtargetsNofNprotectiveNimmunitydNScientificg
ReportsbN2019bNobNhglj 4.9 2

39 zeterminantsNofNhighNresidualNpostcPyVgiNpneumococcalNvaccinectypeNcarriageNinNxlantyrebNMalawipN
aNmodellingNstudydNBMCgMedicinebN2019bNgmbNhgo 11.4 18

38 zistinctNratesNandNpatternsNofNspreadNofNtheNmajorNHIVcgNsubtypesNinNyentralNandN astNwfricadNPLoSg
PathogensbN2019bNgkbNegffmoml 7.6 25

37 FirstNdetectionNofNhumanNTclymphotropicNvirusNinNbloodNdonorsNinNxeninNshowsNthatNtestingNisN
requiredNtoNimproveNbloodNsafetydNISBTgSciencegSeriesbN2019bNgjbNglicgln 1.1

36
VaccinationNcanNdriveNanNincreaseNinNfrequenciesNofNantibioticNresistanceNamongNnonvaccineN
serotypesNofdNProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericabN2018bN
ggkbNigfhcigfm

11.5 22

35 wNmulticcountryNstudyNofNdengueNvaccinationNstrategiesNwithNzengvaxiaNandNaNfutureNvaccineN
candidateNinNthreeNdenguecendemicNcountriespNVietnambNThailandbNandNyolombiadNVaccinebN2018bNilbNhijlchikk4.1 12

34 yhallengesNinNdengueNresearchpNwNcomputationalNperspectivedNEvolutionarygApplicationsbN2018bNggbNkglckii4.8 15

33 GenomicNandNepidemiologicalNmonitoringNofNyellowNfeverNvirusNtransmissionNpotentialdNSciencebN2018
bNilgbNnojcnoo 33.3 184

32  pidemiologyNofNtheNZikaNVirusNOutbreakNinNtheNyaboNVerdeNIslandsbNWestNwfricadNPLOSgCurrentsbN
2018bNgfbN 29

31 MeasuringNMosquitocborneNViralNSuitabilityNinNMyanmarNandNImplicationsNforNLocalNZikaNVirusN
TransmissiondNPLOSgCurrentsbN2018bNgfbN 5

30 TheNgenerationNofNaNsimianNadenoviralNvectoredNHyVNvaccineNencodingNgeneticallyNconservedNgeneN
segmentsNtoNtargetNmultipleNHyVNgenotypesdNVaccinebN2018bNilbNigicihg 4.1 24

29 wNnaturallyNprotectiveNepitopeNofNlimitedNvariabilityNas´ anNinfluenzaNvaccineNtargetdNNatureg
CommunicationsbN2018bNobNinko 17.4 23
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28 yompetingNspeciesNleaveNmanyNpotentialNnichesNunfilleddNNaturegEcologygandgEvolutionbN2017bNgbNgjokcgkfg12.3 23

27 LineageNstructureNofNStreptococcusNpneumoniaeNmayNbeNdrivenNbyNimmuneNselectionNonNtheNgro LN
heatcshockNproteindNScientificgReportsbN2017bNmbNofhi 4.9 14

26 GenomicNandNepidemiologicalNcharacterisationNofNaNdengueNvirusNoutbreakNamongNbloodNdonorsNinN
xrazildNScientificgReportsbN2017bNmbNgkhgl 4.9 33

25 SpreadNofNyhikungunyaNVirusN asteyentraleSouthNwfricanNGenotypeNinNNortheastNxrazildNEmergingg
InfectiousgDiseasesbN2017bNhibNgmjhcgmjj 10.2 51

24  pidemiologicalNandNecologicalNdeterminantsNofNZikaNvirusNtransmissionNinNanNurbanNsettingdNELifebN
2017bNlbN 8.9 55

23 ReducingNHIVNinfectionNinNpeopleNwhoNinjectNdrugsNisNimpossibleNwithoutNtargetingNrecentlycinfectedN
subjectsdNAidsbN2016bNifbNhnnkchnof 3.5 13

22 ZikaNvirusNinNtheNwmericaspN arlyNepidemiologicalNandNgeneticNfindingsdNSciencebN2016bNikhbNijkcijo 33.3 703

21  pidemiologyNofNyhikungunyaNVirusNinNxahiabNxrazilbNhfgjchfgkdNPLOSgCurrentsbN2016bNnbN 48

20
TheNLongcTermNSafetybNPublicNHealthNImpactbNandNyostc ffectivenessNofNRoutineNVaccinationNwithNaN
RecombinantbNLivecwttenuatedNzengueNVaccineNWzengvaxiaYpNwNModelNyomparisonNStudydNPLoSg
MedicinebN2016bNgibNegffhgng

11.6 127

19 ZikaNvirusNcompleteNgenomeNfromNSalvadorbNxahiabNxrazildNInfectionvgGeneticsgandgEvolutionbN2016bNjgbNgjhcgjk4.5 20

18 zengueNserotypeNimmunecinteractionsNandNtheirNconsequencesNforNvaccineNimpactNpredictionsdN
EpidemicsbN2016bNglbNjfcn 5.1 21

17 MwNTISpNanNRNpackageNthatNsimulatesNmultilocusNmodelsNofNpathogenNevolutiondNBMCgBioinformatics
bN2015bNglbNgml 3.6 7

16  ffectsNofNneutralizingNantibodiesNonNescapeNfromNyznaNTccellNresponsesNinNHIVcgNinfectiondN
PhilosophicalgTransactionsgofgthegRoyalgSocietygB:gBiologicalgSciencesbN2015bNimfbN 5.8 4

15 ModelingNyombinationsNofNPrecerythrocyticNPlasmodiumNfalciparumNMalariaNVaccinesdNAmericang
JournalgofgTropicalgMedicinegandgHygienebN2015bNoibNghkjcghko 3.2 5

14 VaccinationNzrivesNyhangesNinNMetabolicNandNVirulenceNProfilesNofNStreptococcusNpneumoniaedNPLoSg
PathogensbN2015bNggbNegffkfij 7.6 31

13 TheNhfghNMadeiraNdengueNoutbreakpNepidemiologicalNdeterminantsNandNfutureNepidemicNpotentialdN
PLoSgNeglectedgTropicalgDiseasesbN2014bNnbNeifni 4.8 69

12 NaturalbNpersistentNoscillationsNinNaNspatialNmulticstrainNdiseaseNsystemNwithNapplicationNtoNdenguedN
PLoSgComputationalgBiologybN2013bNobNegffiifn 5 34

11 ViralNandNepidemiologicalNdeterminantsNofNtheNinvasionNdynamicsNofNnovelNdengueNgenotypesdNPLoSg
NeglectedgTropicalgDiseasesbN2010bNjbNenoj 4.8 32
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10 MVS pNanNRcpackageNthatNestimatesNaNclimatecdrivenNmosquitocborneNviralNsuitabilityNindex 1

9 LineageNstructureNofStreptococcusNpneumoniaeisNdrivenNbyNimmuneNselectionNonNtheNgro LN
heatcshockNprotein 1

8 FundamentalNprinciplesNofNepidemicNspreadNhighlightNtheNimmediateNneedNforNlargecscaleN
serologicalNsurveysNtoNassessNtheNstageNofNtheNSwRScyoVchNepidemic 109

7 TheNimpactNofNhostNresistanceNonNcumulativeNmortalityNandNtheNthresholdNofNherdNimmunityNforNSwRScyoVch 17

6 IdentifyingStreptococcusNpneumoniaegenesNassociatedNwithNinvasiveNdiseaseNusingN
pangenomecbasedNwholeNgenomeNsequenceNtyping 2

5 zeterminantsNofNhighNresidualNpostcPyVgiNpneumococcalNvaccineNtypeNcarriageNinNxlantyrebNMalawipN
aNmodellingNstudy 3

4 ylassificationNofNhospitalNandNurbanNwastewaterNresistomeNandNmicrobiotaNoverNtimeNandNtheirN
relationshipNtoNtheNecocexposome 3

3 MachineNlearningNmodelsNexploringNcharacteristicNsinglecnucleotideNsignaturesNinNYellowNFeverNVirus 1

2 wnalysisNandNvisualizationNofNepidemicsNonNtheNtimescaleNofNburdenpNderivationNandNapplicationNofN
 pidemicNResistanceNLinesNW RLsYNtoNyOVIzcgoNoutbreaksNinNtheNUS 1

1 WestNNileNvirusNinNPortugal 1
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