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115 xNNovelNzoronavirusNfromNPatientsNwithNPneumoniaNinNzhinacNighpeNNewkEnglandkJournalkofkMedicine
cN2020cNjoicNnindnjj 59.2 14511

114 GlobalNdistributionNofNmeaslesNgenotypesNandNmeaslesNmolecularNepidemiologyeNJournalkofk
InfectiouskDiseasescN2011cNigkNSupplNhcNSlhkdij 7 190

113 OutbreakNofNacuteNrespiratoryNdiseaseNinNzhinaNcausedNbyNyiNspeciesNofNadenovirusNtypeNhheNJournalk
ofkClinicalkMicrobiologycN2009cNkncNmpndngj 9.7 95

112 EmergenceNandNtransmissionNpathwaysNofNrapidlyNevolvingNevolutionaryNbranchNzkaNstrainsNofN
humanNenterovirusNnhNinNtheNzentralNPlainNofNzhinaeNPLoSkONEcN2011cNmcNeinopl 3.7 71

111 ProgressNtowardNmeaslesNeliminationNinNtheNPeopleVsNRepublicNofNzhinacNigggdiggpeNJournalkofk
InfectiouskDiseasescN2011cNigkNSupplNhcNSkkndlk 7 57

110 PrevalenceNofNmultipleNenterovirusesNassociatedNwithNhandcNfootcNandNmouthNdiseaseNinNShijiazhuangN
zitycNHebeiNprovincecNzhinaqNoutbreaksNofNcoxsackievirusesNahgNandNbjeNPLoSkONEcN2014cNpcNeokijj 3.7 43

109 PersistentNcirculationNofNzoxsackievirusNxmNofNgenotypeN—jNinNmainlandNofNzhinaNbetweenNiggoNandN
ighleNScientifickReportscN2017cNncNlkph 4.9 42

108 MumpsNEpidemiologyNandNMumpsNVirusNGenotypesNzirculatingNinNMainlandNzhinaNduringNighjdighleN
PLoSkONEcN2017cNhicNeghmplmh 3.7 40

107 MolecularNepidemiologyNofNmeaslesNvirusesNinNzhinacNhppldiggjeNVirologykJournalcN2007cNkcNhk 6.1 40

106 IsolationNofNighpdnzoVNfromNaNStoolNSpecimenNofNaNLaboratorydzonfirmedNzaseNofNtheNzoronavirusN
—iseaseNighpNWzOVI—dhpXeNChinakCDCkWeeklycN2020cNicNhijdhik 4 40

105 TheNdevelopmentNandNapplicationNofNtheNtwoNrealdtimeNRTdPzRNassaysNtoNdetectNtheNpathogenNofN
HFM—eNPLoSkONEcN2013cNocNemhklh 3.7 34

104 xdenovirusesNassociatedNwithNacuteNrespiratoryNdiseasesNreportedNinNyeijingNfromNighhNtoNighjeN
PLoSkONEcN2015cNhgcNeghihjnl 3.7 34

103 NewNmeaslesNvirusNgenotypeNassociatedNwithNoutbreakcNzhinaeNEmergingkInfectiouskDiseasescN2010cN
hmcNpkjdn 10.2 33

102 SingleNendemicNgenotypeNofNmeaslesNvirusNcontinuouslyNcirculatingNinNzhinaNforNatNleastNhmNyearseN
PLoSkONEcN2012cNncNejkkgh 3.7 27

101 SeroepidemiologyNofNenterovirusN—moNinfectionNinNzhinaeNEmergingkMicrobeskandkInfectionscN2017cNmcNeji 18.9 25

100 OutbreakNofNepidemicNkeratoconjunctivitisNcausedNbyNhumanNadenovirusNtypeNlmcNzhinacNighieNPLoSk
ONEcN2014cNpcNehhgnoh 3.7 24

99 EmergenceNandNlocalizedNcirculationNofNaNvaccinedderivedNpoliovirusNinNanNisolatedNmountainN
communityNinNGuangxicNzhinaeNJournalkofkClinicalkMicrobiologycN2010cNkocNjinkdog 9.7 23
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98 EvolutionaryNgeneticsNofNgenotypeNHhNmeaslesNvirusesNinNzhinaNfromNhppjNtoNighieNJournalkofk
GeneralkVirologycN2014cNplcNhopidhopp 4.9 23

97 ExcretionNofNSxRSdzoVdiNthroughNfaecalNspecimenseNEmergingkMicrobeskandkInfectionscN2020cNpcNilghdilgo18.9 23

96 GeneticNcharacterizationNofNmeaslesNvirusesNinNzhinacNiggkeNVirologykJournalcN2008cNlcNhig 6.1 22

95 NaturalNtypeNjftypeNiNintertypicNvaccinedrelatedNpoliovirusNrecombinantsNwithNtheNfirstNcrossoverN
sitesNwithinNtheNVPhNcapsidNcodingNregioneNPLoSkONEcN2010cNlcNehljgg 3.7 22

94 EndemicNandNimportedNmeaslesNvirusdassociatedNoutbreaksNamongNadultscNyeijingcNzhinacNighjeN
EmergingkInfectiouskDiseasescN2015cNihcNknndp 10.2 21

93 PhylogeneticNevidenceNforNmultipleNintertypicNrecombinationsNinNenterovirusNyohNstrainsNisolatedNinN
TibetcNzhinaeNScientifickReportscN2014cNkcNmgjl 4.9 21

92 MeaslesNresurgenceNassociatedNwithNcontinuedNcirculationNofNgenotypeNHhNvirusesNinNzhinacNiggleN
VirologykJournalcN2009cNmcNhjl 6.1 19

91 EmergenceNofNONhNgenotypeNofNhumanNrespiratoryNsyncytialNvirusNsubgroupNxNinNzhinaNbetweenN
ighhNandNighleNScientifickReportscN2017cNncNllgh 4.9 18

90 ImmuneNSerumNFromNSabinNInactivatedNPoliovirusNVaccineNImmunizationNNeutralizesNMultipleN
IndividualNWildNandNVaccined—erivedNPolioviruseseNClinicalkInfectiouskDiseasescN2017cNmkcNhjhndhjil 11.6 18

89 EvolutionaryNanalysisNofNrubellaNvirusesNinNmainlandNzhinaNduringNighgdighiqNendemicNcirculationNofN
genotypeNhENandNintroductionsNofNgenotypeNiyeNScientifickReportscN2015cNlcNnppp 4.9 17

88 MolecularNtypingNandNcharacterizationNofNaNnewNserotypeNofNhumanNenterovirusNWEVdyhhhXNidentifiedN
inNzhinaeNViruskResearchcN2014cNhojcNnldog 6.4 16

87 xnNInsightNintoNRecombinationNwithNEnterovirusNSpeciesNzNandNNucleotideNGdkogNReversionNfromNtheN
ViewpointNofNNeurovirulenceNofNVaccined—erivedNPolioviruseseNScientifickReportscN2015cNlcNhniph 4.9 16

86 TheNemergingNsubdgenotypeNziNofNzoxsackievirusxhgNxssociatedNwithNHandcNFootNandNMouthN
—iseaseNextensivelyNcirculatingNinNmainlandNofNzhinaeNScientifickReportscN2018cNocNhjjln 4.9 16

85 LimitedNandNlocalizedNoutbreakNofNnewlyNemergentNtypeNiNvaccinedderivedNpoliovirusNinNSichuancN
zhinaeNVaccinekJournalcN2014cNihcNhghido 15

84 xNNovelNRecombinantNEnterovirusNTypeNEVdxopNwithNLowNEpidemicNStrengthNinNXinjiangcNzhinaeN
ScientifickReportscN2015cNlcNhollo 4.9 15

83 TwoNzoxsackievirusNyjNoutbreaksNassociatedNwithNhandcNfootcNandNmouthNdiseaseNinNzhinaNandNtheN
evolutionaryNhistoryNworldwideeNBMCkInfectiouskDiseasescN2019cNhpcNkmm 4 14

82 EmergenceNofNyxpNgenotypeNofNhumanNrespiratoryNsyncytialNvirusNsubgroupNyNinNzhinaNfromNiggmNtoN
ighkeNScientifickReportscN2017cNncNhmnml 4.9 14

81 xnNoutbreakNofNechovirusNhoNencephalitisfmeningitisNinNchildrenNinNHebeiNProvincecNzhinacNighleN
EmergingkMicrobeskandkInfectionscN2017cNmcNelk 18.9 13
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80 zirculationNofNmultipleNserotypesNofNhighlyNdivergentNenterovirusNzNinNtheNXinjiangNUighurN
xutonomousNRegionNofNzhinaeNScientifickReportscN2016cNmcNjjlpl 4.9 13

79 zompleteNgenomeNcharacterizationNofNaNnovelNenterovirusNtypeNEVdyhgmNisolatedNinNzhinacNighieN
ScientifickReportscN2014cNkcNkill 4.9 13

78 NewNcoxsackievirusNykNgenotypeNcirculatingNinNInnerNMongoliaNxutonomousNRegioncNzhinaeNPLoSk
ONEcN2014cNpcNepgjnp 3.7 13

77 GeneticNcharacterizationNofNwilddtypeNmeaslesNvirusesNisolatedNinNzhinacNiggmdiggneNVirologykJournalcN
2010cNncNhgl 6.1 13

76 OutbreaksNofNepidemicNkeratoconjunctivitisNcausedNbyNhumanNadenovirusNtypeNoNinNtheNTibetN
xutonomousNRegionNofNzhinaNinNighmeNPLoSkONEcN2017cNhicNegholgko 3.7 13

75 TwoNGenotypesNofNzoxsackievirusNxiNxssociatedNwithNHandcNFootcNandNMouthN—iseaseNzirculatingNinN
zhinaNsinceNiggoeNPLoSkONEcN2016cNhhcNeghmpgih 3.7 13

74 PhylogeneticNzharacterizationsNofNHighlyNMutatedNEVdyhgmNRecombinantsNShowingNExtensiveN
GeneticNExchangesNwithNOtherNEVdyNinNXinjiangcNzhinaeNScientifickReportscN2017cNncNkjgog 4.9 12

73 GeneticNcharacterizationNandNmolecularNepidemiologicalNanalysisNofNnovelNenterovirusNEVdyogNinN
zhinaeNEmergingkMicrobeskandkInfectionscN2018cNncNhpj 18.9 12

72 GlobalNandNnationalNlaboratoryNnetworksNsupportNhighNqualityNsurveillanceNforNmeaslesNandNrubellaeN
InternationalkHealthcN2017cNpcNhokdhop 2.4 11

71 WholeNgenomicNsequenceNandNreplicationNkineticsNofNaNnewNenterovirusNzpmNisolatedNfromN
GuangdongcNzhinaNwithNaNdifferentNcellNtropismeNPLoSkONEcN2014cNpcNeomonn 3.7 11

70 WholeNgenomicNanalysisNofNtwoNpotentialNrecombinantNstrainsNwithinNHumanNmastadenovirusN
speciesNzNpreviouslyNfoundNinNyeijingcNzhinaeNScientifickReportscN2017cNncNhljog 4.9 10

69 EvolutionaryNanalysisNofNmumpsNvirusesNofNgenotypeNFNcollectedNinNmainlandNzhinaNinNigghdighleN
ScientifickReportscN2017cNncNhnhkk 4.9 9

68 SeroprevalenceNofNantipolioNantibodiesNamongNchildrenNeNVaccinekJournalcN2013cNigcNhgngdl 9

67 ElevenNzOVI—dhpNOutbreaksNwithNLocalNTransmissionsNzausedNbyNtheNImportedNSxRSdzoVdiN—eltaN
VOzNdNzhinacNJulydxugustcNigiheNChinakCDCkWeeklycN2021cNjcNomjdomo 4 9

66 MolecularNcharacterizationNofNmeaslesNvirusesNinNzhinaqNzirculationNdynamicsNofNtheNendemicNHhN
genotypeNfromNighhNtoNighneNPLoSkONEcN2019cNhkcNegihonoi 3.7 8

65 GeneticNvariabilityNofNhumanNadenovirusNtypeNnNcirculatingNinNmainlandNzhinaeNPLoSkONEcN2020cNhlcNegijigpi3.7 8

64 xntigenicNcharacteristicsNandNgenomicNanalysisNofNnovelNEVdxpgNenterovirusesNisolatedNinNXinjiangcN
zhinaeNScientifickReportscN2018cNocNhgikn 4.9 8

63 xssessmentNofNoneddoseNmumpsdcontainingNvaccineNeffectivenessNonNwilddtypeNgenotypeNFNmumpsN
virusesNcirculatingNinNmainlandNzhinaeNVaccinecN2018cNjmcNlnildlnjh 4.1 8
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62 GenomicNepidemiologyNofNcoxsackievirusNxhmNinNmainlandNofNzhinacNigggdhoeNViruskEvolutioncN2020cN
mcNveaagok 3.7 8

61 MultipleNdivergentNHumanNmastadenovirusNzNcodcirculatingNinNmainlandNofNzhinaeNInfectionxkGeneticsk
andkEvolutioncN2019cNnmcNhgkgjl 4.5 7

60 xnalysisNofNcompleteNgenomesNofNtheNrubellaNvirusNgenotypesNhENandNiyNwhichNcirculatedNinNzhinacN
igggdighjeNScientifickReportscN2016cNmcNjpgil 4.9 7

59 PersistentNcirculationNofNgenotypeN—NcoxsackievirusNxiNinNmainlandNofNzhinaNsinceNiggoeNPLoSkONEcN
2018cNhjcNegigkjlp 3.7 7

58 RecombinationNanalysisNofNHumanNmastadenovirusNzNwholeNgenomeseNScientifickReportscN2019cNpcNihoi 4.9 6

57 zomprehensiveNzlinicalNandNLaboratoryNFollowdupNofNaNFemaleNPatientNWithNEbolaNVirusN—iseaseqN
SierraNLeoneNEbolaNVirusNPersistenceNStudyeNOpenkForumkInfectiouskDiseasescN2019cNmcNofzgmo 1 6

56 xNLargedScaleNOutbreakNofNEchovirusNjgNinNGansuNProvinceNofNzhinaNinNighlNandNItsNPhylodynamicN
zharacterizationeNFrontierskinkMicrobiologycN2020cNhhcNhhjn 5.7 6

55 IsolationNandNzharacterizationNofNaNHighlyNMutatedNzhineseNIsolateNofNEnterovirusNyokNfromNaN
PatientNwithNxcuteNFlaccidNParalysiseNScientifickReportscN2016cNmcNjhglp 4.9 6

54 SerologicalNInvestigationNofNLaboratorydzonfirmedNandNSuspectedNEbolaNVirusN—iseaseNPatientsN
—uringNtheNLateNPhaseNofNtheNEbolaNOutbreakNinNSierraNLeoneeNVirologicakSinicacN2018cNjjcNjijdjjk 6.4 6

53 HumanNadenovirusNspeciesNzNrecombinantNvirusNcontinuouslyNcirculatedNinNzhinaeNScientifickReportscN
2019cNpcNpnoh 4.9 6

52
ElucidationNofNechovirusNjgVsNoriginNandNtransmissionNduringNtheNighiNasepticNmeningitisNoutbreakNinN
GuangdongcNzhinacNthroughNcontinuingNenvironmentalNsurveillanceeNAppliedkandkEnvironmentalk
MicrobiologycN2015cNohcNijhhdp

4.8 6

51 TheNInitialNzaseNofNzOVI—dhpNdNShulanNzitycNJilinNProvincecNzhinacNMayNocNigigeNChinakCDCkWeeklycN
2020cNicNklodklp 4 6

50 IsolationNofNanNimportedNsubgenotypeNylNstrainNofNhumanNenterovirusNxnhNinNzhongqingNzitycNzhinacN
ighkeNVirologykJournalcN2016cNhjcNhhl 6.1 6

49 MolecularNEpidemiologyNofNEchovirusNhoNzirculatingNinNMainlandNzhinaNfromNighlNtoNighmeN
VirologicakSinicacN2019cNjkcNlgdlo 6.4 5

48 GeneticNrecombinationNinNfastdspreadingNcoxsackievirusNxmNvariantsqNaNpotentialNroleNinNevolutionN
andNpathogenicityeNViruskEvolutioncN2020cNmcNveaagko 3.7 5

47 ProgressNtowardsNrubellaNeliminationNafterNimplementationNofNrubellaNimmunizationNforNoverNigN
yearsNinNShandongNprovincecNzhinaeNScientifickReportscN2017cNncNhnpoi 4.9 5

46 xNReemergentNzaseNofNzOVI—dhpNdNHarbinNzitycNHeilongjiangNProvincecNzhinacNxprilNpcNigigeNChinak
CDCkWeeklycN2020cNicNkmgdkmi 4 5

45 ReemergentNzasesNofNzOVI—dhpNdNXinjiangNUygurNxutonomousNRegioncNzhinacNJulyNhmcNigigeNChinak
CDCkWeeklycN2020cNicNnmhdnmj 4 5
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44
ImplicationNofNaNHighNRiskNforNTypeNiNVaccined—erivedNPoliovirusNEmergenceNandNTransmissionNxfterN
theNSwitchNFromNTrivalentNtoNyivalentNOralNPoliovirusNVaccineeNJournalkofkInfectiouskDiseasescN2021cN
iijcNhhjdhho

7 5

43 ImportanceNofNrealdtimeNRTdPzRNtoNsupplementNtheNlaboratoryNdiagnosisNinNtheNmeaslesNeliminationN
programNinNzhinaeNPLoSkONEcN2018cNhjcNegigohmh 3.7 5

42 MultipleNgenotypesNofNEchovirusNhhNcirculatedNinNmainlandNzhinaNbetweenNhppkNandNighneNScientifick
ReportscN2019cNpcNhgloj 4.9 4

41 —etectionNandNInitialNResponseNtoNaNTypeNiNVaccined—erivedNPoliovirusNâ��NSichuanNProvincecNzhinacN
ighpeNChinakCDCkWeeklycN2020cNicNhnidhnl 4 4

40 TheNHusavirusNPosadLikeNVirusesNinNzhinacNandNaNNewNGroupNofeNVirusescN2020cNhicN 6.2 4

39 zoxsackievirusNykqNanNunderestimatedNpathogenNassociatedNwithNaNhandcNfootcNandNmouthNdiseaseN
outbreakeNArchiveskofkVirologycN2021cNhmmcNiiildiijk 2.6 4

38 —etectionNofNmultipleNvirusesNpotentiallyNinfectingNhumansNinNsewageNwaterNfromNXinjiangNUygurN
xutonomousNRegioncNzhinaeNSciencekofkthekTotalkEnvironmentcN2021cNnlkcNhkijii 10.2 4

37 EmergingNrecombinationNofNtheNziNsubdgenotypeNofNHFM—dassociatedNzVdxkNisNpersistentlyNandN
extensivelyNcirculatingNinNzhinaeNScientifickReportscN2019cNpcNhjmmo 4.9 3

36
zomparisonNofNtheNWholedGenomeNSequenceNofNanNOkaNVaricellaNVaccineNfromNzhinaNwithNOtherN
OkaNVaccineNStrainsNRevealsNSitesNPutativelyNzriticalNforNVaccineNEfficacyeNJournalkofkVirologycN2019cN
pjcN

6.6 3

35 GenomiccNimmunologicalNandNclinicalNanalysisNofNzOVI—dhpNvaccineNbreakthroughNinfectionsNinN
yeijingcNzhinaeeNJournalkofkMedicalkVirologycN2022cN 19.7 3

34 SequenceNxnalysisNofNtheNFusionNProteinNGeneNofNHumanNRespiratoryNSyncytialNVirusNzirculatingNinN
zhinaNfromNiggjNtoNighkeNScientifickReportscN2018cNocNhnmho 4.9 3

33 PhylogeneticNanalysisNandNphenotypicNcharacterisaticsNofNtwoNTibetNEVdzpmNstrainseNVirologykJournalcN
2019cNhmcNkg 6.1 2

32
HumanNrespiratoryNsyncytialNvirusNFNproteinNexpressedNinNPichiaNpastorisNorNEscherichiaNcoliNinducesN
protectiveNimmunityNwithoutNinducingNenhancedNrespiratoryNdiseaseNinNmiceeNArchiveskofkVirologycN
2020cNhmlcNhglndhgmn

2.6 2

31 ImportedNGenotypeNiyNRubellaNVirusNzausedNtheNighiNOutbreakNinNxnqingNzitycNzhinaeNPLoSkONEcN
2015cNhgcNeghjphnj 3.7 2

30 GlobalNSpreadNofNtheNylNSubgenotypeNEVdxnhNandNtheNPhylogeographicalNxnalysisNofNzhineseN
MigrationNEventseNFrontierskinkCellularkandkInfectionkMicrobiologycN2020cNhgcNknl 5.9 2

29 ImmunogenicityNofNOralNPolioNVaccineNandNSalkNInactiveNPolioNVaccineNxgainstNXinjiangNImportedN
TypeNhNWildNPolioviruseNClinicalkInfectiouskDiseasescN2020cNngcNhpogdhpok 11.6 2

28 zlassificationNofNmeaslesNcasesNfromNighkNtoNighoqNImplicationsNforNprogressNtowardsNmeaslesN
eliminationNinNzhinaeNVaccinecN2020cNjocNjojidjojo 4.1 2

27 PathologicalNzharacteristicsNofNEchovirusNjgNInfectionNinNaNMouseNModeleeNJournalkofkVirologycN2022cNegghipii6.6 2
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26 IntranasalNimmunizationNwithNcoxsackievirusNxhmNvirusdlikeNparticlesNconfersNprotectionNagainstN
lethalNinfectionNinNneonatalNmiceeNArchiveskofkVirologycN2019cNhmkcNipnldipok 2.6 1

25 WholedgenomeNsequenceNanalysisNofNtheNikthNgenotypeN—hhNofNmeaslesNviruseNArchiveskofkVirologycN
2020cNhmlcNhopldhopo 2.6 1

24 TheNnucleicNacidNpositiveNrateNandNgenotypeNdistributionNofNhumanNcytomegalovirusNinNhumanNmilkN
banksNinNzhinaeNArchiveskofkVirologycN2020cNhmlcNhgppdhhgn 2.6 1

23 —etectionNandNInitialNResponseNtoNaNTypeNiNVaccined—erivedNPoliovirusNdNSichuanNProvincecNzhinacN
ighpeNChinakCDCkWeeklycN2020cNicNhnidhnl 4 1

22 zirculationNofNTypeNiNVaccined—erivedNPoliovirusNinNzhinaNinNighodighpeeNOpenkForumkInfectiousk
DiseasescN2021cNocNofabljl 1 1

21 MolecularNevolutionNandNgenomicNcharacteristicsNofNgenotypeNHhNofNmeaslesNviruseNJournalkofk
MedicalkVirologycN2022cNpkcNlihdljg 19.7 1

20 —evelopmentNofNaNrealdtimeNRTdPzRNassayNforNtheNdetectionNofNpandhumanNparechoviruseseNVirologyk
JournalcN2021cNhocNiin 6.1 1

19 GeneticN—iversityNxnalysisNofNzoxsackievirusNxoNzirculatingNinNzhinaNandNWorldwideNRevealsNaNHighlyN
—ivergentNGenotypeeNVirusescN2020cNhicN 6.2 1

18 xNnovelNinterspeciesNrecombinantNenterovirusNWEnterovirusNxhigXNisolatedNfromNaNcaseNofNacuteN
flaccidNparalysisNinNzhinaeNEmergingkMicrobeskandkInfectionscN2020cNpcNhnjjdhnkj 18.9 1

17 MeaslesNVaccinedxssociatedNRashNIllnessNinNzhinaqNanNEmergingNIssueNinNtheNProcessNofNMeaslesN
EliminationeNJournalkofkClinicalkMicrobiologycN2020cNlocN 9.7 1

16 MolecularNtypingNandNcharacterizationNofNaNnovelNgenotypeNofNEVdypjNisolatedNfromNTibetcNzhinaeN
PLoSkONEcN2020cNhlcNegijnmli 3.7 1

15 TransmissionN—ynamicsNofNtheNRubellaNVirusNzirculatingNinNzhinaN—uringNighgdighpqNiNLineageN
SwitchesNyetweenNGenotypesNhENandNiyeNClinicalkInfectiouskDiseasescN2021cNnjcNhhlndhhmk 11.6 1

14 PhylogeneticNcharacteristicsNandNmolecularNepidemiologicalNanalysisNofNnovelNenterovirusNEVdyojN
isolatedNfromNTibetcNzhinaeNScientifickReportscN2020cNhgcNmmjg 4.9 1

13 HRSVNprefusiondFNproteinNwithNxdjudPhosNadjuvantNinducesNlongdlastingNThidbiasedNimmunityNinN
miceeeNPLoSkONEcN2022cNhncNegimiijh 3.7 0

12
zrossdneutralizationNzapacityNofNImmuneNSerumNfromN—ifferentN—osageNofNSabinNInactivatedN
PoliovirusNVaccineNImmunizationNagainstNMultipleNIndividualNPolioviruseseNExpertkReviewkofkVaccinescN
2021cNigcNnmhdnmn

5.2 0

11 NewNSimianNEnterovirusNhpNWEVdxhiiXNStrainsNinNzhinaNRevealNLargedScaleNInterdSerotypeN
RecombinationNbetweenNSimianNEVdxseNVirologicakSinicacN2021cNh 6.4 0

10 TemporalNphylogenyNandNmolecularNcharacterizationNofNechovirusNjgNassociatedNwithNasepticN
meningitisNoutbreaksNinNzhinaeNVirologykJournalcN2021cNhocNhho 6.1 0

9
GeneticNanalysisNofNhumanNparainfluenzaNvirusNtypeNkNassociatedNwithNsevereNacuteNrespiratoryN
infectionNinNchildrenNinNLuoheNzitycNHenanNProvincecNzhinacNduringNighndighoeNArchiveskofkVirologycN
2021cNhmmcNiloldilpg

2.6 0
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8 MolecularNEpidemiologicalcNSerologicalcNandNPathogenicNxnalysisNofNEVdynlNxssociatedNWithNxcuteN
FlaccidNParalysisNzasesNinNTibetcNzhinaeNFrontierskinkMicrobiologycN2020cNhhcNmjilli 5.7 0

7 IntranasalNvaccinationNwithNaNrecombinantNproteinNzTxhd——dRyFNprotectsNmiceNagainstNhRSVN
infectioneNScientifickReportscN2021cNhhcNhomkh 4.9 0

6 MonsavirusNinNmonkeyNrectalNswabNandNthroatNswabNspecimensNinNzhinaqNProposalNforNPosaliviridaeN
asNaNnewNfamilyNinNPicornaviraleseNViruskResearchcN2021cNjgjcNhpolgh 6.4 0

5 WholedgenomeNanalysisNofNcoxsackievirusNyjNreflectsNitsNgeneticNdiversityNinNzhinaNandNworldwideeeN
VirologykJournalcN2022cNhpcNmp 6.1 0

4 ReplyNtoNxryaNandNxgarwaleNJournalkofkInfectiouskDiseasescN2011cNigjcNhonldhonm 7

3 xntibodyNResponseNtoNzOVI—dhpNVirusNdNHeilongjiangNProvinceNandNGansuNProvincecNzhinacNigigeN
ChinakCDCkWeeklycN2020cNicNmkldmlg 4

2 MolecularNepidemiologicalNcharacteristicsNofNechovirusNmNinNmainlandNzhinaqNextensiveNcirculationNofN
genotypeNFNfromNiggnNtoNighoeNArchiveskofkVirologycN2021cNhmmcNhjgldhjhi 2.6

1 IdentificationNofNtheNfirstNzhNsubgenotypeNofNenterovirusNnhNinNtheNzhineseNmainlandNinNaN
retrospectiveNstudyeeNVirologykJournalcN2022cNhpcNoj 6.1
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