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77 ‘  bhMhumanMnorovirusMandM‘lP[e]MbovinealikeMrotavirusMinMoystersMUwrassostreaMgigasVMfromM
urgentinabbMInternationalmJournalmofmFoodmMicrobiology]M2022]Mgji]Medmiig 5.8 1

76
’umanMynterovirusMxiversityMbyMκexta‘enerationMSequencingMunalysisMinMUrbanMSewageMSamplesM
zromMvuenosMuiresMMetropolitanMurea]MurgentinanMuMRetrospectiveMStudybMFoodmandmEnvironmentalm
Virology]M2021]Meg]Mfimafjm

4 1

75 yvolutionaryMhistoryMandMspatiotemporalMdynamicMofM‘   MnorovirusnMzromMemergenceMtoM
classificationMinMfourMgenotypesbMTransboundarymandmEmergingmDiseases]M2021]M 4.2 1

74
ProposalMofMaMpathwayMforMentericMvirusMgroupsMdetectionMasMindicatorsMofMfaecalMcontaminationMtoM
enhanceMtheMevaluationMofMmicrobiologicalMqualityMinMfreshwaterMinMurgentinabMSciencemofmthemTotalm
Environment]M2021]Mkjd]Mehghdd

10.2 4

73 ynvironmentalMSurveillanceMthroughMκexta‘enerationMSequencingMtoMUnveilMtheMxiversityMofM’umanM
ynterovirusesMbeyondMtheMReportedMwlinicalMwasesbMViruses]M2021]Meg]M 6.2 4

72 wausesMofMneonatalMcalfMdiarrheaMandMmortalityMinMpastureabasedMdairyMherdsMinMUruguaynMaM
farmamatchedMcaseacontrolMstudybMBrazilianmJournalmofmMicrobiology]M2021]Mif]Mmkkamll 2.2 10

71 zirstMevidenceMofMenterovirusMukeMandMechovirusMgdMinMUruguayMandMgeneticMrelationshipMwithMstrainsM
circulatingMinMtheMSouthMumericanMregionbMPLoSmONE]M2021]Mej]Medfiilhj 3.7

70 ViralMynteritisMinMwattlenMToMWellMínownMVirusesMandMveyondbMMicrobiologymResearch]M2021]Mef]Mjjgajlf 1 0

69 yvaluationMofMlowacostMviralMconcentrationMmethodsMinMwastewatersnM mplicationsMforMSuRSawoVafM
pandemicMsurveillancesbMJournalmofmVirologicalmMethods]M2021]Mfmk]Meehfhm 2.6 4

68 xetection]MriskMfactorsMandMmolecularMdiversityMofMnorovirusM‘   MinMcattleMinMUruguaybMInfectionym
GeneticsmandmEvolution]M2020]Mlj]Medhjeg 4.5 2

67 yvidenceMofMincreasingMdiversificationMofMemerging´ SevereMucuteMRespiratoryMSyndromeMworonavirusM
fMstrainsbMJournalmofmMedicalmVirology]M2020]Mmf]Mfejiafekf 19.7 15

66 wausesMofMabortionMinMdairyMcowsMinMUruguaybMPesquisamVeterinariamBrasileira]M2020]Mhd]Mgfiaggf 0.4 5

65 yffectMofMtheMadministrationMofMsppbMstrainsMonMneonatalMdiarrhoea]MimmuneMparametersMandM
pathogenMabundanceMinMpreaweanedMcalvesbMBeneficialmMicrobes]M2020]Mee]Mhkkahll 4.9 8

64 ModelingMtheMTransportMofM’umanMRotavirusMandMκorovirusMinMStandardizedMandMinMκaturalMSoilM
MatrixaWaterMSystemsbMFoodmandmEnvironmentalmVirology]M2020]Mef]Milajk 4 3

63 ’andafootaandamouthMdiseaseMinMuruguaynMwoxsackievirusMujMidentifiedMasMcausativeMofManMoutbreakM
inMaMruralMchildcareMcenterbMJournalmofmMedicalmVirology]M2020]Mmf]Mejkaekg 19.7 5

62 xiseasesMassociatedMwithMbovineMviralMdiarrheaMvirusMsubtypesMeaMandMfbMinMbeefMandMdairyMcattleMinM
UruguaybMBrazilianmJournalmofmMicrobiology]M2020]Mie]Mgikagjl 2.2 2

61 vorreliaMburgdorferiMsensuMlatoMinfectingM xodesMauritulusMticksMinMUruguaybMExperimentalmandmAppliedm
Acarology]M2020]Mld]Medmaefi 2.1 8
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60 unMextensiveMfieldMstudyMrevealsMtheMcirculationMofMnewMgeneticMvariantsMofMsubtypeMeaMofMbovineMviralM
diarrheaMvirusMinMUruguaybMArchivesmofmVirology]M2020]Meji]Mehiaeij 2.6 2

59 xetection]MQuantification]MandMMicrobialMRiskMussessmentMofM‘roupMuMRotavirusMinMRiversMfromM
UruguaybMFoodmandmEnvironmentalmVirology]M2020]Mef]Mlmaml 4 5

58 PhylogeneticMunalysesMofMRotavirusMuMfromMwattleMinMUruguayMRevealMtheMwirculationMofMwommonMandM
UncommonM‘enotypesMandMSuggestM nterspeciesMTransmissionbMPathogens]M2020]Mm]M 4.5 7

57 vovineMcoronavirusMinMUruguaynMgeneticMdiversity]MriskMfactorsMandMtransboundaryMintroductionsMfromM
neighboringMcountriesbMArchivesmofmVirology]M2019]Mejh]Mfkeiafkfh 2.6 18

56
TheMzirstMwaseMofMvovineMustrovirusaussociatedMyncephalitisMinMtheMSouthernM’emisphereMUUruguayV]M
UncoversMyvidenceMofMViralM ntroductionMtoMtheMumericasMzromMyuropebMFrontiersminmMicrobiology]M
2019]Med]Mefhd

5.7 12

55 xiversityMofMUruguayanMcitrusMtristezaMvirusMpopulationsMsegregatedMafterMsingleMaphidMtransmissionbM
TropicalmPlantmPathology]M2019]Mhh]Mgifagjf 2.5 1

54 MicrobialMSourceMTrackingMunalysisMUsingMViralM ndicatorsMinMSantaMLucˆ›aMandMUruguayMRivers]M
UruguaybMFoodmandmEnvironmentalmVirology]M2019]Mee]Mfimafjk 4 8

53 viologicalMandMmolecularMcharacterizationMofMUruguayanMcitrusMtristezaMvirusMfieldMisolatesbMJournalmofm
PlantmPathology]M2019]Mede]Mmkaedi 1 3

52 xescriptionMofMaMhumanMvocavirusMrecombinantMstrainMinMtheMumericasbMMemoriasmDomInstitutom
OswaldomCruz]M2019]Meeh]Meemdfem 2.6 1

51 vovineMustrovirusMSurveillanceMinMUruguayMRevealsM’ighMxetectionMRateMofMaMκovelMSpeciesbMViruses]M
2019]Mef]M 6.2 8

50
’umanMentericMvirusesMinMaMwastewaterMtreatmentMplantnMevaluationMofMactivatedMsludgeMcombinedM
withMUVMdisinfectionMprocessMrevealsMdifferentMremovalMperformancesMforMvirusesMwithMdifferentM
featuresbMLettersminmAppliedmMicrobiology]M2018]Mjj]Mfeiaffe

2.9 22

49 PrevalenceMandMviabilityMofMgroupMuMrotavirusMinMdairyMfarmMwaterMsourcesbMJournalmofmAppliedm
Microbiology]M2018]Mefh]Mmffamfm 4.7 10

48 ’umanMvocavirusnMxetection]MQuantificationMandMMolecularMwharacterizationMinMSewageMandMSurfaceM
WatersMinMUruguaybMFoodmandmEnvironmentalmVirology]M2018]Med]Memgafdd 4 5

47 PhylodynamicsMofMMerkelacellMpolyomavirusMandMhumanMpolyomavirusMjnMuMlongatermMhistoryMwithM
humansbMMolecularmPhylogeneticsmandmEvolution]M2018]Mefj]Mfedaffd 4.1 8

46 yvaluationMofMvacterialMwontaminationMasManM ndicatorMofMViralMwontaminationMinMaMSedimentaryM
uquiferMinMUruguaybMFoodmandmEnvironmentalmVirology]M2018]Med]Mgdiagei 4 5

45 TrackingMentericMvirusesMinMgreenMvegetablesMfromMcentralMurgentinanMpotentialMassociationMwithMviralM
contaminationMofMirrigationMwatersbMSciencemofmthemTotalmEnvironment]M2018]Mjgkajgl]Mjjiajke 10.2 18

44
unMynvironmentalMSurveillanceMinMUruguayMRevealsMtheMPresenceMofM’ighlyMxivergentMTypesMofM
’umanMynterovirusMSpeciesMwMandMaM’ighMzrequencyMofMSpeciesMuMandMvMTypesbMFoodmandm
EnvironmentalmVirology]M2018]Med]Mghgagif

4 2

43 wompleteM‘enomeMSequenceMofMaMκovelMRecombinantM]MaMResistanceavreakingM solateMfromMUruguaybM
GenomemAnnouncements]M2018]Mj]M 4
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42 zirstMReportMofMtheMwitrusMtristezaMvirusMTrifoliateMResistanceavreakingMURvVM‘enotypeMinMâ��κewhallâ��M
SweetMOrangeMinMSouthMumericabMPlantmDisease]M2017]Mede]Medjg 1.5 4

41 ypidemiologyMandMgeneticMdiversityMofMclassicMhumanMastrovirusMamongMhospitalizedMchildrenMwithM
acuteMgastroenteritisMinMUruguaybMJournalmofmMedicalmVirology]M2017]Mlm]Mekkiaekle 19.7 11

40 ‘enomeawideManalysisMofMcodonMusageMbiasMinMvovineMworonavirusbMVirologymJournal]M2017]Meh]Meei 6.1 16

39 WastewaterMcontaminationMinMuntarcticMmeltawaterMstreamsMevidencedMbyMvirologicalMandMorganicM
molecularMmarkersbMSciencemofmthemTotalmEnvironment]M2017]Mjdm]Mffiafge 10.2 6

38 TheMyvolutionaryM’istoryMandMSpatiotemporalMxynamicsMofMtheMκwMLineageMofMwitrusMTristezaMVirusbM
Viruses]M2017]Mm]M 6.2 6

37 xetectionMandMMolecularMwharacterizationMofMuichivirusMeMinMWastewaterMSamplesMfromMUruguaybM
FoodmandmEnvironmentalmVirology]M2016]Ml]Megak 4 13

36 upplicationMofMaMsimpleMandMaffordableMprotocolMforMisolatingMplantMtotalMnucleicMacidsMforMRκuMandM
xκuMvirusMdetectionbMJournalmofmVirologicalmMethods]M2016]Mfgk]Mehaek 2.6 7

35 MolecularMdiversityMofMbovineMviralMdiarrheaMvirusMinMuruguaybMArchivesmofmVirology]M2016]Meje]Mifmagi 2.6 20

34 κorovirusMmolecularMdetectionMinMUruguayanMsewageMsamplesMrevealsMaMhighMgeneticMdiversityMandM
‘  bhMvariantMreplacementMalongMtimebMJournalmofmAppliedmMicrobiology]M2016]Mefd]Mehfkagi 4.7 17

33 ypidemicMhistoryMofMmajorMgenotypesMofMhepatitisMwMvirusMinMUruguaybMInfectionymGeneticsmandm
Evolution]M2015]Mgf]Mfgeal 4.5 4

32
MolecularMepidemiologyMofMgroupMuMrotavirusMamongMchildrenMadmittedMtoMhospitalMinMSalto]M
Uruguay]MfdeeafdefnMfirstMdetectionMofMtheMemergingMgenotypeM‘efbMJournalmofmMedicalmVirology]M
2015]Mlk]Mkihajg

19.7 16

31 xetectionMofMwommon]MymergingMandMUncommonMVPh]MandMVPkM’umanM‘roupMuMRotavirusM
‘enotypesMfromMUrbanMSewageMSamplesMinMUruguaybMFoodmandmEnvironmentalmVirology]M2015]Mk]Mghfaig 4 17

30 ynvironmentalMassessmentMrevealsMtheMpresenceMofMMLvaeMhumanMastrovirusMinMUruguaybMJournalmofm
AppliedmMicrobiology]M2015]Meem]Mlimajk 4.7 16

29 PhylogeneticMStudiesMofMtheMThreeMRκuMSilencingMSuppressorM‘enesMofMSouthMumericanMwTVM solatesM
RevealMtheMwirculationMofMaMκovelM‘eneticMLineagebMViruses]M2015]Mk]Mheifajl 6.2 10

28 SewageMsurveillanceMrevealsMtheMpresenceMofMcanineM‘V  MnorovirusMandMcanineMastrovirusMinMUruguaybM
ArchivesmofmVirology]M2015]Mejd]Mflgmahg 2.6 12

27 ynvironmentalMussessmentMofMwlassicalM’umanMustrovirusMinMUruguaybMFoodmandmEnvironmentalm
Virology]M2015]Mk]Mehf 4 10

26 vorreliaMinfectionMinM xodesMpararicinusMticksMUucarinM xodidaeVMfromMnorthwesternMurgentinabMActam
Tropica]M2014]Megm]Meah 3.2 18

25 ussessmentMofMgastroentericMvirusesMfromMwastewaterMdirectlyMdischargedMintoMUruguayMRiver]M
UruguaybMFoodmandmEnvironmentalmVirology]M2014]Mj]Meejafh 4 36
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24 PhylogeneticManalysesMofMκorovirusMstrainsMdetectedMinMUruguayMrevealMtheMcirculationMofMtheMnovelM
‘  bPkc‘  bjMrecombinantMvariantbMInfectionymGeneticsmandmEvolution]M2014]Mfl]Mgflagf 4.5 16

23 xeficiencyMinMeitherMhyavPeMorMhyavPfMaugmentsMinnateMantiviralMimmuneMresponsesbMPLoSmONE]M
2014]Mm]Meeehlih 3.7 17

22 TranslationalMcontrolMofMtheMactivationMofMtranscriptionMfactorMκza˛”vMandMproductionMofMtypeM M
interferonMbyMphosphorylationMofMtheMtranslationMfactorMe zhybMNaturemImmunology]M2012]Meg]Mihgaiid 19.1 86

21 LeishmaniaMrepressionMofMhostMtranslationMthroughMmTORMcleavageMisMrequiredMforMparasiteMsurvivalM
andMinfectionbMCellmHostmandmMicrobe]M2011]Mm]Mggeahe 23.4 129

20  sotopicMbiomarkerMdiscoveryMandMapplicationMinMtranslationalMmedicinebMDrugmDiscoverymToday]M2010]M
ei]Mefkagj 8.8 2

19 PhylogeneticMpredictionMofMcisaactingMelementsnMaMcrealikeMsequenceMinMκorovirusMgenomesbMBMCm
ResearchmNotes]M2009]Mf]Mekj 2.3 5

18 yvidenceMofMdiversificationMofMdengueMvirusMtypeMgMgenotypeM   MinMtheMSouthMumericanMregionbM
ArchivesmofmVirology]M2009]Meih]Mjmmakdk 2.6 11

17 vayesianMcoalescentMinferenceMrevealsMhighMevolutionaryMratesMandMexpansionMofMκorovirusM
populationsbMInfectionymGeneticsmandmEvolution]M2009]Mm]Mmfkagf 4.5 22

16 ModelingMgeneMsequenceMchangesMoverMtimeMinMtypeMgMdengueMvirusesMfromMycuadorbMVirusmResearch]M
2009]Mehe]Mediam 6.4 6

15 ModelingMgeneMsequencesMoverMtimeMinMfddmM’eκeMinfluenzaMuMvirusMpopulationsbMVirologymJournal]M
2009]Mj]Mfei 6.1 7

14 yvidenceMofMrecombinationMinM’epatitisMwMVirusMpopulationsMinfectingMaMhemophiliacMpatientbM
VirologymJournal]M2009]Mj]Mfdg 6.1 32

13 TranslationalMcontrolMofMtheMinnateMimmuneMresponseMthroughM RzakbMNature]M2008]Mhif]Mgfgal 50.4 249

12 e zfalphaMphosphorylationMbidirectionallyMregulatesMtheMswitchMfromMshortaMtoMlongatermMsynapticM
plasticityMandMmemorybMCell]M2007]Mefm]Memiafdj 56.2 359

11 yvolutionMofMnaturallyMoccurringMiTnonacodingMregionMvariantsMofM’epatitisMwMvirusMinMhumanM
populationsMofMtheMSouthMumericanMregionbMVirologymJournal]M2007]Mh]Mkm 6.1 8

10 yvidenceMofMstructuralMgenomicMregionMrecombinationMinM’epatitisMwMvirusbMVirologymJournal]M2006]Mg]Mig 6.1 37

9 yvidenceMofMintratypicMrecombinationMinMnaturalMpopulationsMofMhepatitisMwMvirusbMJournalmofmGeneralm
Virology]M2004]Mli]Mgeagk 4.9 113

8 womparisonMofMhepatitisMwMviralMloadsMinMpatientsMwithMorMwithoutMcoinfectionMwithMdifferentM
genotypesbMVaccinemJournal]M2004]Mee]Mhggai 17

7 unalysisMofMgeneticMvariabilityMofM ndianMisolatesMofM’epatitisMwMvirusbMArchivesmofmVirology]M2004]Mehm]Meeliamf2.6 2

(2004-2014)
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6 unalysisMofMgeneticMheterogeneityMofMhepatitisMwMvirusesMinMwentralMumericaMrevealsMaMnovelMgeneticM
lineagebMvriefMreportbMArchivesmofmVirology]M2002]Mehk]Mffgmahj 2.6 6

5 MolecularMevolutionMofMhepatitisMuMvirusnMaMnewMclassificationMbasedMonMtheMcompleteMVPeMproteinbM
JournalmofmVirology]M2002]Mkj]Mmiejafi 6.6 122

4 ’epatitisMwMvirusMphylogenynMaMusefulMclinicalMtoolbMActamVirologica]M2002]Mhj]Mekmalf 2.2 2

3 xiversificationMofMhepatitisMwMvirusesMinMSouthMumericaMrevealsMaMnovelMgeneticMlineagebMArchivesmofm
Virology]M2001]Mehj]Mejfgam 2.6 12

2 ‘eneticMvariabilityMofMhepatitisMuMvirusMinMSouthMumericaMrevealsMheterogeneityMandMcoacirculationM
duringMepidemicMoutbreaksbMJournalmofmGeneralmVirology]M2001]Mlf]Mfjhkafjif 4.9 45

1 yvidenceMofMincreasingMdiversificationMofMhepatitisMwMvirusesbMJournalmofmGeneralmVirology]M1999]MldMUM
PtMjV]Megkkaeglf 4.9 18

R Colina

6


