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l Paper IF Citations

97 uNNovelNworonavirusNfromNPatientsNwithNPneumoniaNinNwhinaZNfdembNNewfEnglandfJournalfoffMedicine
ZN2020ZNglfZNkfkakgg 59.2 14511

96  enomicNcharacterisationNandNepidemiologyNofNfdemNnovelNcoronavirusnNimplicationsNforNvirusN
originsNandNreceptorNbindingbNLancetsfTheZN2020ZNgmiZNijiaikh 40 6394

95 ypidemiologyZN eneticNRecombinationZNandNPathogenesisNofNworonavirusesbNTrendsfinfMicrobiologyZN
2016ZNfhZNhmdaidf 12.4 1599

94 OriginNandNdiversityNofNnovelNavianNinfluenzaNuN³kNmNvirusesNcausingNhumanNinfectionnNphylogeneticZN
structuralZNandNcoalescentNanalysesbNLancetsfTheZN2013ZNgleZNemfjagf 40 436

93 zatalNswineNacuteNdiarrhoeaNsyndromeNcausedNbyNanN³KUfarelatedNcoronavirusNofNbatNoriginbNNatureZN
2018ZNiijZNfiiafil 50.4 369

92 uNNovelNvatNworonavirusNwloselyNRelatedNtoNSuRSawoVafNwontainsNNaturalNInsertionsNatNtheNSecSfN
wleavageNSiteNofNtheNSpikeNProteinbNCurrentfBiologyZN2020ZNgdZNfemjaffdgbeg 6.3 319

91 uNsingleNmutationNinNtheNprMNproteinNofNZikaNvirusNcontributesNtoNfetalNmicrocephalybNScienceZN2017ZN
gilZNmggamgj 33.3 292

90  enesisZNyvolutionNandNPrevalenceNofN³iNjNuvianNInfluenzaNVirusesNinNwhinabNCellfHostfandfMicrobeZN
2016ZNfdZNledalfe 23.4 187

89  eneticNdiversityNandNevolutionaryNdynamicsNofNybolaNvirusNinNSierraNLeonebNNatureZN2015ZNifhZNmgaj 50.4 121

88 xynamicNreassortmentsNandNgeneticNheterogeneityNofNtheNhumanainfectingNinfluenzaNuNV³kNmWNvirusbN
NaturefCommunicationsZN2014ZNiZNgehf 17.4 120

87 ³umanNinfectionsNwithNrecentlyaemergingNhighlyNpathogenicN³kNmNavianNinfluenzaNvirusNinNwhinabN
JournalfoffInfectionZN2017ZNkiZNkeaki 18.9 115

86 IdentificationNofNnovelNbatNcoronavirusesNshedsNlightNonNtheNevolutionaryNoriginsNofNSuRSawoVafNandN
relatedNvirusesbNCellZN2021ZNelhZNhgldahgmebeeh 56.2 99

85 PoultryNcarryingN³mNfNactNasNincubatorsNforNnovelNhumanNavianNinfluenzaNvirusesbNLancetsfTheZN2014ZN
glgZNljm 40 80

84 TwoNnovelNreassortantsNofNavianNinfluenzaNuNV³iNjWNvirusNinNwhinabNJournalfoffGeneralfVirologyZN2015ZN
mjZNmkiamle 4.9 79

83 ³epatitisNvNvirusNsubgenotypingnNhistoryZNeffectsNofNrecombinationZNmisclassificationsZNandN
correctionsbNInfectionsfGeneticsfandfEvolutionZN2013ZNejZNgiiaje 4.5 75

82 ymergenceNandNudaptationNofNaNNovelN³ighlyNPathogenicN³kNmNInfluenzaNVirusNinNvirdsNandN³umansN
fromNaNfdegN³umanaInfectingNLowaPathogenicNuncestorbNJournalfoffVirologyZN2018ZNmfZN 6.6 72

81 OriginNandNmolecularNcharacterizationNofNtheNhumanainfectingN³jNeNinfluenzaNvirusNinNTaiwanbN
ProteinfandfCellZN2013ZNhZNlhjaig 7.2 71
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80 OriginNandNPossibleN eneticNRecombinationNofNtheNMiddleNyastNRespiratoryNSyndromeNworonavirusN
fromNtheNzirstNImportedNwaseNinNwhinanNPhylogeneticsNandNwoalescenceNunalysisbNMBioZN2015ZNjZNedefldaei7.8 70

79 vroadNhostNrangeNofNSuRSawoVafNandNtheNmolecularNbasisNforNSuRSawoVafNbindingNtoNcatNuwyfbNCellf
DiscoveryZN2020ZNjZNjl 22.3 69

78 NewNThreatsNfromN³kNmNInfluenzaNVirusnNSpreadNandNyvolutionNofN³ighaNandNLowaPathogenicityN
VariantsNwithN³ighN enomicNxiversityNinNWaveNzivebNJournalfoffVirologyZN2018ZNmfZN 6.6 67

77 ³ighlyNPathogenicNuvianNInfluenzaNuV³iNlWNVirusNinNWildNMigratoryNvirdsZNQinghaiNLakeZNwhinabN
EmergingfInfectiousfDiseasesZN2017ZNfgZNjgkajhe 10.2 66

76 TheNevolutionNofNZikaNvirusNfromNusia´ toNtheNumericasbNNaturefReviewsfMicrobiologyZN2019ZNekZNegeaegm 22.2 56

75 IntraahostNdynamicsNofNybolaNvirusNduringNfdehbNNaturefMicrobiologyZN2016ZNeZNejeie 26.6 54

74 NovelNavianNinfluenzaNuNV³iNjWNvirusesNisolatedNinNmigratoryNwaterfowlNbeforeNtheNfirstNhumanNcaseN
reportedNinNwhinaZNfdehbNScientificfReportsZN2016ZNjZNfmlll 4.9 46

73 ³ighlyNdiversifiedNZikaNvirusesNimportedNtoNwhinaZNfdejbNProteinfandfCellZN2016ZNkZNhjeah 7.2 46

72 TheNemergenceZNgenomicNdiversityNandNglobalNspreadNofNSuRSawoVafbNNatureZN2021ZN 50.4 42

71 IdentificationNofNnovelNinteragenotypicNrecombinantsNofNhumanNhepatitisNvNvirusesNbyNlargeascaleN
phylogeneticNanalysisbNVirologyZN2012ZNhfkZNieam 3.6 39

70 ³ighlyNPathogenicNuvianNInfluenzaNuV³iNeWNVirusNStruckNMigratoryNvirdsNinNwhinaNinNfdeibNScientificf
ReportsZN2015ZNiZNefmlj 4.9 38

69 wlinicalNandNImmunologicalNwharacteristicsNofN³umanNInfectionsNWithN³iNjNuvianNInfluenzaNVirusbN
ClinicalfInfectiousfDiseasesZN2019ZNjlZNeeddaeedm 11.6 35

68 xominantNsubtypeNswitchNinNavianNinfluenzaNvirusesNduringNfdejafdemNinNwhinabNNaturef
CommunicationsZN2020ZNeeZNimdm 17.4 35

67 uNcompleteNanalysisNofN³uNandNNuNgenesNofNinfluenzaNuNvirusesbNPLoSfONEZN2010ZNiZNeehhih 3.7 31

66 TheNfirstNimportedNcaseNofNRiftNValleyNfeverNinNwhinaNrevealsNaNgeneticNreassortmentNofNdifferentNviralN
lineagesbNEmergingfMicrobesfandfInfectionsZN2017ZNjZNeh 18.9 30

65 ³ighlyNpathogenicNavianNinfluenzaN³iNeNwladeNfbgbfbecNvirusNinNmigratoryNbirdsZNfdehafdeibN
VirologicafSinicaZN2016ZNgeZNgddai 6.4 28

64  lobalNandNlocalNpersistenceNofNinfluenzaNuV³iNeWNvirusbNEmergingfInfectiousfDiseasesZN2014ZNfdZNeflkami 10.2 28

63 PhylogeneticsNofNvariedNsubtypesNofNavianNinfluenzaNvirusesNinNwhinanNpotentialNthreatNtoNhumansbN
ProteinfandfCellZN2014ZNiZNfigak 7.2 27
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62 RecombinationNinNhepatitisNwNvirusnNidentificationNofNfourNnovelNnaturallyNoccurringNinterasubtypeN
recombinantsbNPLoSfONEZN2012ZNkZNehemmk 3.7 25

61 IncreasingNgeneticNdiversityNofNZikaNvirusNinNtheNLatinNumericanNoutbreakbNEmergingfMicrobesfandf
InfectionsZN2016ZNiZNejl 18.9 25

60 ypidemiologicalNcharacteristicsNofNhandZNfootZNandNmouthNdiseaseNinNShandongZNwhinaZNfddmafdejbN
ScientificfReportsZN2017ZNkZNlmdd 4.9 24

59 uNNeonatalNMurineNModelNofNwoxsackievirusNujNInfectionNforNyvaluationNofNuntiviralNandNVaccineN
yfficacybNJournalfoffVirologyZN2017ZNmeZN 6.6 23

58 ProspectiveNofN enomicsNinNRevealingNTransmissionZNReassortmentNandNyvolutionNofNWildlifeavorneN
uvianNInfluenzaNuNV³iNeWNVirusesbNCurrentfGenomicsZN2011ZNefZNhjjakh 2.6 23

57 uNnovelNbatNcoronavirusNrevealsNnaturalNinsertionsNatNtheNSecSfNcleavageNsiteNofNtheNSpikeNproteinN
andNaNpossibleNrecombinantNoriginNofN³woVaem 22

56 TheNusianNLineageNofNZikaNVirusnNTransmissionNandNyvolutionNinNusiaNandNtheNumericasbNVirologicaf
SinicaZN2019ZNghZNeal 6.4 21

55 SubgenotypingNofNgenotypeNwNhepatitisNvNvirusnNcorrectingNmisclassificationsNandNidentifyingNaNnovelN
subgenotypebNPLoSfONEZN2012ZNkZNehkfke 3.7 21

54 ymergingN³iNlNavianNinfluenzaNvirusesbNScienceZN2021ZNgkfZNklhaklj 33.3 20

53 ycologicalNdynamicsNofNinfluenzaNuNvirusesnNcrossaspeciesNtransmissionNandNglobalNmigrationbN
ScientificfReportsZN2016ZNjZNgjlgm 4.9 19

52 SubgenotypeNreclassificationNofNgenotypeNvNhepatitisNvNvirusbNBMCfGastroenterologyZN2012ZNefZNeej 3 19

51 uvianNInfluenzaNuNVirusesNamongNOccupationallyNyxposedNPopulationsZNwhinaZNfdehafdejbNEmergingf
InfectiousfDiseasesZN2019ZNfiZNffeiafffi 10.2 19

50 uNnovelNSuRSawoVafNrelatedNcoronavirusNwithNcomplexNrecombinationNisolatedNfromNbatsNinNYunnanN
provinceZNwhinabNEmergingfMicrobesfandfInfectionsZN2021ZNedZNejlgaejmd 18.9 18

49 ProtectiveNyfficaciesNofNzormaldehydeaInactivatedNWholeaVirusNVaccineNandNuntiviralsNinNaNMurineN
ModelNofNwoxsackievirusNuedNInfectionbNJournalfoffVirologyZN2017ZNmeZN 6.6 16

48 ussessingNtheNroleNofNliveNpoultryNtradeNinNcommunityastructuredNtransmissionNofNavianNinfluenzaNinN
whinabNProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaZN2020ZNeekZNimhmaimih11.5 16

47 LongNnoncodingNRNusnNNovelNregulatorsNofNvirusahostNinteractionsbNReviewsfinfMedicalfVirologyZN2019
ZNfmZNefdhj 11.7 15

46 UncoveringNtwoNphasesNofNearlyNintercontinentalNwOVIxaemNtransmissionNdynamicsbNJournalfoffTravelf
MedicineZN2020ZNfkZN 12.9 14

45 OneayearNsustainedNcellularNandNhumoralNimmunitiesNofNwOVIxaemNconvalescentsbNClinicalfInfectiousf
DiseasesZN2021ZN 11.6 14
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44 NovelNsubalineagesZNrecombinantsNandNreassortantsNofNsevereNfeverNwithNthrombocytopeniaN
syndromeNvirusbNTicksfandfTicktbornefDiseasesZN2017ZNlZNgliagmd 3.6 13

43 ³ighNgeneticNdiversityNandNfrequentNgeneticNreassortmentNofNavianNinfluenzaNuV³mNfWNvirusesNalongN
theNyastNusianauustralianNmigratoryNflywaybNInfectionsfGeneticsfandfEvolutionZN2016ZNgmZNgfiagfm 4.5 13

42 wontinuousNreassortmentsNwithNlocalNchickenN³mNfNvirusNunderlieNtheNhumanainfectingNinfluenzaNuN
V³kNmWNvirusNinNtheNnewNinfluenzaNseasonZN uangdongZNwhinabNProteinfandfCellZN2014ZNiZNlklalf 7.2 12

41 woacirculationNandNpersistenceNofNmultipleNuc³gNfNinfluenzaNvariantsNinNwhinabNEmergingfMicrobesf
andfInfectionsZN2019ZNlZNeeikaeejk 18.9 11

40 ymergingN³xNyNInfluenzaNuNVirusesbNColdfSpringfHarborfPerspectivesfinfMedicineZN2020ZN 5.4 11

39 zirstNdocumentedNcaseNofNavianNinfluenzaNV³iNeWNvirusNinfectionNinNaNlionbNEmergingfMicrobesfandf
InfectionsZN2016ZNiZNeefi 18.9 11

38 wontinuedNreassortmentNofNavianN³jNinfluenzaNvirusesNfromNSouthernNwhinaZNfdehafdejbN
TransboundaryfandfEmergingfDiseasesZN2019ZNjjZNimfaiml 4.2 11

37 wharacterizationNofNanNinactivatedNwholeavirusNbivalentNvaccineNthatNinducesNbalancedNprotectiveN
immunityNagainstNcoxsackievirusNujNandNuedNinNmicebNVaccineZN2018ZNgjZNkdmiakedh 4.1 10

36 TamdyNVirusNinNIxodidNTicksNInfestingNvactrianNwamelsZNXinjiangZNwhinaZNfdelbNEmergingfInfectiousf
DiseasesZN2019ZNfiZNfegjafegl 10.2 9

35 IdentificationNofNnovelNbatNcoronavirusesNshedsNlightNonNtheNevolutionaryNoriginsNofNSuRSawoVafNandN
relatedNviruses 9

34 PathogenNgenomicNsurveillanceNelucidatesNtheNoriginsZNtransmissionNandNevolutionNofNemergingNviralN
agentsNinNwhinabNSciencefChinafLifefSciencesZN2017ZNjdZNegekaeggd 8.5 8

33  enomeNunalysisNofNwoxsackievirusNuhNIsolatesNzromN³andZNzootZNandNMouthNxiseaseNwasesNinN
ShandongZNwhinabNFrontiersfinfMicrobiologyZN2019ZNedZNedde 5.7 7

32 IntraahostNybolaNviralNadaptionNduringNhumanNinfectionbNBiosafetyfandfHealthZN2019ZNeZNehafh 4.7 7

31 uNneonatalNmurineNmodelNofNcoxsackievirusNuhNinfectionNforNevaluationNofNvaccinesNandNantiviralN
drugsbNEmergingfMicrobesfandfInfectionsZN2019ZNlZNehhiaehii 18.9 7

30 uNNovelN³epeaLikeNVirusNfromNzarmedN iantNzreshwaterNPrawnbNVirusesZN2020ZNefZN 6.2 6

29  enomicNcharacterizationsNofN³hNsubtypeNavianNinfluenzaNvirusesNfromNliveNpoultryNmarketsNinN
SichuanNprovinceNofNwhinaZNfdehafdeibNSciencefChinafLifefSciencesZN2018ZNjeZNeefgaeefj 8.5 6

28 SubstitutionNratesNofNtheNinternalNgenesNinNtheNnovelNavianN³kNmNinfluenzaNvirusbNClinicalfInfectiousf
DiseasesZN2013ZNikZNefegai 11.6 6

27 uNnovelNSuRSawoVafNrelatedNvirusNwithNcomplexNrecombinationNisolatedNfromNbatsNinNYunnanN
provinceZNwhina 6
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26 RapidNdetectionNofNhandZNfootNandNmouthNdiseaseNenterovirusNgenotypesNbyNmultiplexNPwRbNJournalf
offVirologicalfMethodsZN2018ZNfilZNkaef 2.6 6

25 yffectsNofNucetylshikoninNonNtheNInfectionNandNReplicationNofNwoxsackievirusNuejNinNVitroNandNinN
VivobNJournalfoffNaturalfProductsZN2019ZNlfZNedlmaedmk 4.9 5

24 MrvayesNtgMw´‡nNaNtightN PUNimplementationNofNMrvayesbNPLoSfONEZN2013ZNlZNejdjjk 3.7 5

23
uminoNacidNsubstitutionsNinNantigenicNregionNvNofNhemagglutininNplayNaNcriticalNroleNinNtheNantigenicN
driftNofNsubcladeNfbgbhbhNhighlyNpathogenicN³iNXNinfluenzaNvirusesbNTransboundaryfandfEmergingf
DiseasesZN2020ZNjkZNfjgafki

4.2 5

22 TotalNinfectomesNofNejfNSuRSawoVafNcasesNusingNmetaatranscriptomicNsequencingbNJournalfoff
InfectionZN2021ZNlfZNehhaehl 18.9 5

21 SuddenNemergenceNofNhumanNinfectionsNwithN³kNmNavianNinfluenzaNuNvirusNinN³ubeiNprovinceZN
centralNwhinabNScientificfReportsZN2018ZNlZNfhlj 4.9 4

20 ReaemergenceNofN³iNlNhighlyNpathogenicNavianNinfluenzaNvirusNinNwildNbirdsZNwhinabNEmergingf
MicrobesfandfInfectionsZN2021ZNedZNelemaelfg 18.9 4

19 NonacodingNregionsNofNtheNybolaNvirusNgenomeNcontainNindispensableNphylogeneticNandN
evolutionaryNinformationbNSciencefChinafLifefSciencesZN2015ZNilZNjlfaj 8.5 3

18 MrvayesNtgMwYYnNuN³ighNPerformanceNandNResourceayfficientN PUaOrientedNPhylogeneticNunalysisN
MethodbNIEEEvACMfTransactionsfonfComputationalfBiologyfandfBioinformaticsZN2016ZNegZNlhialih 3 3

17  lobalNholidayNdatasetsNforNunderstandingNseasonalNhumanNmobilityNandNpopulationNdynamicsbbN
ScientificfDataZN2022ZNmZNek 8.2 3

16 uNNovelNVirusNofNussociatedNwithNSexualNPrecocityNinbNMSystemsZN2021ZNjZNeddddgfe 7.6 3

15 NovelNreassortantNfbgbhbhvN³iNjNhighlyNpathogenicNavianNinfluenzaNvirusesNcirculatingNamongNwildZN
domesticNbirdsNinNXinjiangZNNorthwestNwhinabNJournalfoffVeterinaryfScienceZN2021ZNffZNehg 1.6 3

14 uNNovelNvunyavirusNxiscoveredNinNOrientalNShrimpNVWbbNFrontiersfinfMicrobiologyZN2021ZNefZNkieeef 5.7 2

13 ycologyNofNavianNinfluenzaNvirusesNinNmigratoryNbirdsNwinteringNwithinNtheNYangtzeNRiverNwetlandsbN
SciencefBulletinZN2021ZNjjZNfdehafdfh 10.6 2

12 uNreassortantNhighlyNpathogenicNavianNinfluenzaN³iNjNvirusNoriginatingNfromNtheNwildbirdaoriginN
³iNjNandNtheNpoultryN³mNfc³kNmNvirusesNinNXinjiangZNwhinabNMedycynafWeterynaryjnaZN2021ZNkkZNjigfafdfe1.4 2

11 TickNviromeNdiversityNinN³ubeiNProvinceZNwhinaZNandNtheNinfluenceNofNhostNecologybNVirusfEvolutionZN
2021ZNkZNveabdlm 3.7 1

10 MurineNmodelNofNacuteNmyocarditisNandNcerebralNcorticalNneuronNedemaNinducedNbyNcoxsackievirusN
vhbNZoologicalfResearchZN2018ZNgmZNifaik 3.4 1

9 RapidNhumoralNimmuneNresponsesNareNrequiredNforNrecoveryNfromNhaemorrhagicNfeverNwithNrenalN
syndromeNpatientsbNEmergingfMicrobesfandfInfectionsZN2020ZNmZNfgdgafgeh 18.9 1
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8 IntratumoralNVirotherapyNwithNWildaTypeNNewcastleNxiseaseNVirusNinNwarcinomaNKrebsafNwancerN
ModelbNVirusesZN2021ZNegZN 6.2 1

7 RapidNymergenceNofNtheNReassortantNfbgbhbhbN³iNfN³ighlyNPathogenicNuvianNInfluenzaNVirusesNinNaN
LiveNPoultryNMarketNinNXinjiangZNNorthwestNwhinabbNAvianfDiseasesZN2021ZNjiZNiklailg 1.6 1

6 IdentificationNofNaNnovelNhepacivirusNinNMongolianNgerbilNVMerionesNunguiculatusWNfromNShaanxiZN
whinabbNVirologicafSinicaZN2022ZNgkZNgdkagdk 6.4 0

5 NovelNreassortmentNfbgbhbhbN³iNlNhighlyNpathogenicNavianNinfluenzaNvirusesNcirculatingNinNXinjiangZN
whinabbNPreventivefVeterinaryfMedicineZN2021ZNemmZNediijh 3.1 0

4 IdentificationNofNaNRecombinantNyquineNworonavirusNinNxonkeyZNwhinabbNEmergingfMicrobesfandf
InfectionsZN2022ZNeaej 18.9 0

3 ThreeNNovelNuvastrovirusesNIdentifiedNinNxeadNWildNwrowsbNVirologicafSinicaZN2021ZNe 6.4

2 PrevalenceNandNgeneticNdiversityNofNxabieshanNtickNvirusNinNShandongNProvinceZNwhinabbNJournalfoff
InfectionZN2022ZN 18.9

1 RapidNdetectionNofNtheNemergingNtickaborneNTamdyNvirusNbyNTaqManabasedNrealatimeNreverseN
transcriptionNPwRbbNJournalfoffVirologicalfMethodsZN2022ZNgdiZNeehigl 2.6
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