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41 VirusOgenomesOrevealOfactorsOthatOspreadOandOsustainedOtheOEbolaOepidemiceONaturecO2017cOmllcOkgqdkhm 50.4 238

40 RapidOoutbreakOsequencingOofOEbolaOvirusOinOSierraOLeoneOidentifiesOtransmissionOchainsOlinkedOtoO
sporadicOcaseseOViruslEvolutioncO2016cOicOvewghn 3.7 89

39 ynlOViralOsequenceOclassificationOusingOdeepOlearningOalgorithmseOViruslEvolutioncO2019cOmcO 3.7 78

38 DeepOsequencingOofOnorovirusOgenomesOdefinesOevolutionaryOpatternsOinOanOurbanOtropicalOsettingeO
JournalloflVirologycO2014cOppcOhhgmndnq 6.6 57

37 yOprospectiveOmultidcenterOobservationalOstudyOofOchildrenOhospitalizedOwithOdiarrheaOinOHoOChiO
MinhOCitycOVietnameOAmericanlJournalloflTropicallMedicinelandlHygienecO2015cOqicOhglmdmi 3.2 41

36 EmergenceOandOspreadOofOaOSyRSdCoVdiOlineageOyOvariantOYyeikehZOwithOalteredOspikeOproteinOinO
UgandaeONaturelMicrobiologycO2021cOncOhgqldhhgh 26.6 39

35 yOyearOofOgenomicOsurveillanceOrevealsOhowOtheOSyRSdCoVdiOpandemicOunfoldedOinOyfricaeOSciencecO
2021cOkolcOlikdlkh 33.3 35

34 UnbiasedOwholedgenomeOdeepOsequencingOofOhumanOandOporcineOstoolOsamplesOrevealsOcirculationO
ofOmultipleOgroupsOofOrotavirusesOandOaOputativeOzoonoticOinfectioneOViruslEvolutioncO2016cOicOvewgio 3.7 35

33 IdentificationOandOcharacterizationOofOCoronaviridaeOgenomesOfromOVietnameseObatsOandOratsObasedO
onOconservedOproteinOdomainseOViruslEvolutioncO2018cOlcOveygkm 3.7 35

32
WholedGenomeONextdGenerationOSequencingOtoOStudyOWithindHostOEvolutionOofONorovirusOYNoVZO
ymongOImmunocompromisedOPatientsOWithOChronicONoVOInfectioneOJournalloflInfectiouslDiseasescO
2017cOihncOhmhkdhmil

7 26

31 CharacterizationOofONorovirusOandOOtherOHumanOEntericOVirusesOinOSewageOandOStoolOSamplesO
ThroughONextdGenerationOSequencingeOFoodlandlEnvironmentallVirologycO2019cOhhcOlggdlgq 4 22

30 VirusOMetagenomicsOinOFarmOynimalsrOyOSystematicORevieweOVirusescO2020cOhicO 6.2 21

29 TheOimpactOofOenvironmentalOandOclimaticOvariationOonOtheOspatiotemporalOtrendsOofOhospitalizedO
pediatricOdiarrheaOinOHoOChiOMinhOCitycOVietnameOHealthlandlPlacecO2015cOkmcOhlodml 4.6 20

28 CharacterizationOofOPosaOandOPosadlikeOvirusOgenomesOinOfecalOsamplesOfromOhumanscOpigscOratscOandO
batsOcollectedOfromOaOsingleOlocationOinOVietnameOViruslEvolutioncO2017cOkcOvexgii 3.7 17

27 yONovelOystrovirusdLikeORNyOVirusODetectedOinOHumanOStooleOViruslEvolutioncO2016cOicOvewggm 3.7 16

26 MetaviromeOSequencingOtoOEvaluateONorovirusODiversityOinOSewageOandORelatedOzioaccumulatedO
OysterseOFrontierslinlMicrobiologycO2019cOhgcOikql 5.7 15

25 SettingOaObaselineOforOglobalOurbanOviromeOsurveillanceOinOsewageeOScientificlReportscO2020cOhgcOhkolp 4.9 15
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24 NotesOfromOTheOFieldrOEbolaOVirusODiseaseOClusterOdONorthernOSierraOLeonecOJanuaryOighneOMorbidityl
andlMortalitylWeeklylReportcO2016cOnmcOnphdi 31.7 14

23 SpikeOproteinOcleavagedactivationOmediatedObyOtheOSyRSdCoVdiOPnphROmutationrOaOcasedstudyOfromO
itsOfirstOappearanceOinOvariantOofOinterestOYVOIZOyeikehOidentifiedOinOUgandaO2021cO 14

22
SevereOacuteOrespiratoryOinfectionOcausedObyOswineOinfluenzaOvirusOinOaOchildOnecessitatingO
extracorporealOmembraneOoxygenationOYECMOZcOtheONetherlandscOOctoberOighneOEurosurveillancecO
2016cOihcO

19.8 13

21 GenomicOanalysisOofOrespiratoryOsyncytialOvirusOinfectionsOinOhouseholdsOandOutilityOinOinferringOwhoO
infectsOtheOinfanteOScientificlReportscO2019cOqcOhggon 4.9 12

20
NosocomialOoutbreakOofOtheOMiddleOEastORespiratoryOSyndromeOcoronavirusrOyOphylogeneticcO
epidemiologicalcOclinicalOandOinfectionOcontrolOanalysiseOTravellMedicinelandlInfectiouslDiseasecO2020cO
kocOhghpgo

8.4 10

19 CompleteOGenomeOSequencesOofODengueOVirusOTypeOiOStrainsOfromOKilificOKenyaeOMicrobiologyl
ResourcelAnnouncementscO2019cOpcO 1.3 9

18 ylternateOprimersOforOwholedgenomeOSyRSdCoVdiOsequencingeOViruslEvolutioncO2021cOocOveabggn 3.7 8

17 GenomicOsequenceOofOyellowOfeverOvirusOfromOaODutchOtravellerOreturningOfromOtheOGambiadSenegalO
regioncOtheONetherlandscONovemberOighpeOEurosurveillancecO2019cOilcO 19.8 6

16 CompleteOGenomeOSequencesOofOSixOMeaslesOVirusOStrainseOGenomelAnnouncementscO2018cOncO 5

15 IncreasedOresolutionOofOyfricanOswineOfeverOvirusOgenomeOpatternsObasedOonOprofileOHMMsOofO
proteinOdomainseOViruslEvolutioncO2020cOncOveaagll 3.7 4

14 NorovirusOoutbreakOinOaOnaturalOplaygroundrOyOOneOHealthOapproacheOZoonoseslandlPubliclHealthcO
2020cOnocOlmkdlmq 2.9 2

13 SyRSdCoVdiOVariantscOSouthOSudancOJanuarydMarchOigiheOEmerginglInfectiouslDiseasescO2021cOiocOkhkkdkhkn10.2 2

12 ylternateOprimersOforOwholedgenomeOSyRSdCoVdiOsequencing 2

11 NoOEvidenceOKnownOVirusesOPlayOaORoleOinOtheOPathogenesisOofOOnchocerciasisdyssociatedOEpilepsyeO
ynOExplorativeOMetagenomicOCasedControlOStudyeOPathogenscO2021cOhgcO 4.5 2

10 CompleteOGenomeOCharacterizationOofOTwoOWilddTypeOMeaslesOVirusesOfromOVietnameseOInfantsO
duringOtheOighlOOutbreakeOGenomelAnnouncementscO2016cOlcO 2

9 GenomeOSequencesOofOaONovelOVietnameseOzatOzunyaviruseOGenomelAnnouncementscO2016cOlcO 2

8 UniqueOproteinOfeaturesOofOSyRSdCoVdiOrelativeOtoOotherOSarbecoviruseseOViruslEvolutioncO2021cOocOveabgno3.7 2

7 TheOUtilityOofODataOTransformationOforOylignmentcODeONovoOyssemblyOandOClassificationOofOShortO
ReadOVirusOSequenceseOVirusescO2019cOhhcO 6.2 1
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6 SheddingOofOYellowOFeverOVirusOFromOanOImportedOCaseOinOtheONetherlandsOyfterOTravelOtoOzrazileO
OpenlForumlInfectiouslDiseasescO2020cOocOofaagig 1 1

5 GenomeOSequencesOofOSevenOStrainsOfromOChickensOinOTheONetherlandseOMicrobiologylResourcel
AnnouncementscO2020cOqcO 1.3 1

4 IncreasedOresolutionOofOyfricanOSwineOFeverOVirusOgenomeOpatternsObasedOonOprofileOHMMOproteinOdomains 1

3 WholeOgenomeOsequencingOandOphylogeneticOanalysisOofOhumanOmetapneumovirusOstrainsOfromO
KenyaOandOZambiaeOBMClGenomicscO2020cOihcOm 4.5 1

2 GenomicOsurveillanceOrevealsOtheOspreadOpatternsOofOSyRSdCoVdiOinOcoastalOKenyaOduringOtheOfirstO
twoOwaves 1

1 yutomatedOdownloadOandOcleandupOofOfamilydspecificOdatabasesOforOkmerdbasedOvirusOidentificationeO
BioinformaticscO2021cOkocOogmdohg 7.2 1
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