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90 ViruscvirusOinteractionsOandOhostOecologyOareOassociatedOwithORNwOviromeOstructureOinOwildObirdsdO
MolecularhEcologybO2018bOhmbOkhlickhmn 5.7 49
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88 IdentificationOofOnovelOandOdiverseOrotavirusesOinOrodentsOandOinsectivoresbOandOevidenceOofO
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wmericapOaOphylogeographicOapproachdOVirologybO2013bOjjmbOgjlckj 3.6 36

80 GenomicOevolutionOofOporcineOreproductiveOandOrespiratoryOsyndromeOvirusOXPRRSVYOisolatesO
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75 MetacTranscriptomicOyomparisonOofOtheORNwOViromesOofOtheOMosquitoOVectorsOandOinONorthernO
EuropedOVirusesbO2019bOggbO 6.2 33

74 PhylogeneticOperspectivesOonOtheOepidemiologyOandOoriginsOofOSwRSOandOSwRSclikeOcoronavirusesdO
InfectionvhGeneticshandhEvolutionbO2009bOobOggnkcol 4.5 31

73 HiddenOdiversityOandOevolutionOofOvirusesOinOmarketOfishdOVirushEvolutionbO2018bOjbOveyfig 3.7 30
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72 FecalOViralOziversityOofOyaptiveOandOWildOTasmanianOzevilsOyharacterizedOUsingOVirioncEnrichedO
MetagenomicsOandOMetatranscriptomicsdOJournalhofhVirologybO2019bOoibO 6.6 29

71 FrancisellaOtularensisOsspdOholarcticaOinORingtailOPossumsbOwustraliadOEmerginghInfectioushDiseasesbO
2017bOhibOggoncghfg 10.2 28

70 PhylodynamicsOofOHkNgOavianOinfluenzaOvirusOinOIndonesiadOMolecularhEcologybO2012bOhgbOiflhcmm 5.7 28

69 SustainedORNwOviromeOdiversityOinOwntarcticOpenguinsOandOtheirOticksdOISMEhJournalbO2020bOgjbOgmlncgmnh 11.9 28

68
PhylogeneticsbOGenomicORecombinationbOandONSPhOPolymorphicOPatternsOofOPorcineOReproductiveO
andORespiratoryOSyndromeOVirusOinOyhinaOandOtheOUnitedOStatesOinOhfgjchfgndOJournalhofhVirologybO
2020bOojbO

6.6 27

67
ziversityOofOMiddleOEastOrespiratoryOsyndromeOcoronavirusesOinOgfoOdromedaryOcamelsObasedOonO
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18.9 26

66 GeneticOcharacterizationOandOevolutionaryOanalysisOofOjONewcastleOdiseaseOvirusOisolateOfullO
genomesOfromOwaterbirdsOinOSouthOyhinaOduringOhffichffmdOVeterinaryhMicrobiologybO2011bOgkhbOjlckj 3.3 26

65 GenomicOcharacterizationOofOsevenOdistinctObatOcoronavirusesOinOKenyadOVirushResearchbO2012bOglmbOlmcmi 6.4 24

64 wbundantOandOziverseORNwOVirusesOinOInsectsORevealedObyORNwcSeqOwnalysispOEcologicalOandO
EvolutionaryOImplicationsdOMSystemsbO2020bOkbO 7.6 21

63 ziversitybOevolutionOandOpopulationOdynamicsOofOavianOinfluenzaOvirusesOcirculatingOinOtheOliveO
poultryOmarketsOinOyhinadOVirologybO2017bOkfkbOiicjg 3.6 19

62 wONovelOHepadnavirusOIdentifiedOinOanOImmunocompromisedOzomesticOyatOinOwustraliadOVirusesbO
2018bOgfbO 6.2 19

61 SystematicOphylogeneticOanalysisOofOinfluenzaOwOvirusOrevealsOmanyOnovelOmosaicOgenomeOsegmentsdO
InfectionvhGeneticshandhEvolutionbO2013bOgnbOilmcmn 4.5 18

60 NewOrabiesOvirusOvariantOfoundOduringOanOepizooticOinOwhitecnosedOcoatisOfromOtheOYucatanO
PeninsuladOEpidemiologyhandhInfectionbO2010bOginbOgknlco 4.3 18

59 wOnewOlineageOofOsegmentedORNwOvirusesOinfectingOanimalsdOVirushEvolutionbO2020bOlbOvezflg 3.7 17

58 EvolutionaryOhistoryOandOphylogeographyOofOrabiesOvirusesOassociatedOwithOoutbreaksOinOTrinidaddO
PLoShNeglectedhTropicalhDiseasesbO2013bOmbOehilk 4.8 16

57 PorcineOreproductiveOandOrespiratoryOsyndromeOvirusOinOOntariobOyanadaOgoooOtoOhfgfpOgeneticO
diversityOandOrestrictionOfragmentOlengthOpolymorphismsdOJournalhofhGeneralhVirologybO2011bOohbOgiogcgiom4.9 16

56 yomparativeOwnalysisOofORNwOViromeOyompositionOinORabbitsOandOwssociatedOEctoparasitesdOJournalh
ofhVirologybO2020bOojbO 6.6 15

55 yompleteOgenomeOcharacterizationOofOaOEastOEuropeanOTypeOgOsubtypeOiOporcineOreproductiveOandO
respiratoryOsyndromeOvirusdOVirushGenesbO2012bOjjbOkgcj 2.3 14
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54 GeneticOdiversityOandOmultipleOintroductionsOofOporcineOreproductiveOandOrespiratoryOsyndromeO
virusesOinOThailanddOVirologyhJournalbO2011bOnbOglj 6.1 12

53 MetatranscriptomicOwnalysisOofOVirusOziversityOinOUrbanOWildOxirdsOwithOPareticOziseasedOJournalhofh
VirologybO2020bOojbO 6.6 11

52 ViromeOcharacterizationOofOgameOanimalsOinOyhinaOrevealsOaOspectrumOofOemergingOpathogensddOCellbO
2022bO 56.2 11

51 TheOdiscoveryOofOthreeOnewOhareOlagovirusesOrevealsOunexploredOviralOdiversityOinOthisOgenusdOVirush
EvolutionbO2019bOkbOvezffk 3.7 10

50 RapidOisolationOandOimmuneOprofilingOofOSwRScyoVchOspecificOmemoryOxOcellOinOconvalescentO
yOVIzcgoOpatientsOviaOLIxRwcseqdOSignalhTransductionhandhTargetedhTherapybO2021bOlbOgok 21 10
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InsightsOintoOtheOevolutionaryOhistoryOandOepidemiologicalOcharacteristicsOofOtheOemergingOlineageOgO
porcineOreproductiveOandOrespiratoryOsyndromeOvirusesOinOyhinadOTransboundaryhandhEmergingh
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47 TamdyOVirusOinOIxodidOTicksOInfestingOxactrianOyamelsbOXinjiangbOyhinabOhfgndOEmerginghInfectioush
DiseasesbO2019bOhkbOhgilchgin 10.2 9

46 yompleteOgenomeOofOwedesOaegyptiOanphevirusOinOtheOwaghOmosquitoOcellOlinedOJournalhofhGeneralh
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wpplicationOinOwntiviralOzrugOziscoverydOVirologicahSinicabO2021bOilbOogicohi 6.4 9

44 MetagenomicOdiscoveryOandOcocinfectionOofOdiverseOwobblyOpossumOdiseaseOvirusesOandOaOnovelO
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43 wssociationObetweenOtheOnasopharyngealOmicrobiomeOandOmetabolomeOinOpatientsOwithOyOVIzcgodO
SynthetichandhSystemshBiotechnologybO2021bOlbOgikcgji 4.2 9
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41 HighOresolutionOmetagenomicOcharacterizationOofOcomplexOinfectomesOinOpaediatricOacuteO
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40 ViralOziscoveryOinOtheOInvasiveOwustralianOyaneOToadOXRhinellaOmarinaYOUsingOMetatranscriptomicO
andOGenomicOwpproachesdOJournalhofhVirologybO2018bOohbO 6.6 7

39 IdentificationOofOwONovelOPapillomavirusOwssociatedOwithOSquamousOyellOyarcinomaOinOwOzomesticO
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37 RiskOfactorsOforOtheOcriticalOillnessOinOSwRScyoVchOinfectionpOaOmulticenterOretrospectiveOcohortOstudydO
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20 RNwOviromeOdiversityOandOinfectionOinOindividualOfliesdOJournalhofhGeneralhVirologybO2021bOgfhbO 4.9 2
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5 wOtotalOinfectomeOapproachOtoOunderstandOtheOetiologyOofOinfectiousOdiseaseOinOpigsddOMicrobiomebO
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