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35 EpidemiologicalOáynamicsOofOSyRSdCoVdiOVariantsOáuringOSocialOProtestsOinOCalicOColombiaeeO
FrontiersminmMedicinecO2022cOqcOpnkqhh 4.9 0

34 FirstOreportOandOgenomeOsequencingOofOSyRSdCoVdiOinOaOcatOYFelisOcatusZOinOColombiaeeOMemoriasmDom
InstitutomOswaldomCruzcO2022cOhhocOeihgkom 2.6

33 GutOmicrobiotaOprofilesOinOdiarrheicOpatientsOwithOcodoccurrenceOofOClostridioidesOdifficileOandO
zlastocystiseOPLoSmONEcO2021cOhncOegilphpm 3.7 5

32 PhylogenomicOEvidenceOofOReinfectionOandOPersistenceOofOSyRSdCoVdirOFirstOReportOfromOColombiaeO
VaccinescO2021cOqcO 5.3 7

31 áecipheringOtheOintroductionOandOtransmissionOofOSyRSdCoVdiOinOtheOColombianOymazonOzasineO
PLoSmNeglectedmTropicalmDiseasescO2021cOhmcOegggqkio 4.8 4

30 CharacterizingOSyRSdCoVdiOgenomeOdiversityOcirculatingOinOSouthOymericanOcountriesrOSignaturesOofO
potentiallyOemergentOlineagesweOInternationalmJournalmofmInfectiousmDiseasescO2021cOhgmcOkiqdkki 10.5 11

29 GutOmicrobiotaOcompositionOinOhealthdcareOfacilitydandOcommunitydonsetOdiarrheicOpatientsOwithO
ClostridioidesOdifficileOinfectioneOScientificmReportscO2021cOhhcOhgplq 4.9 1

28
CodCirculationOofOzovineOLeukemiaOVirusOHaplotypesOamongOHumanscOynimalscOandOFoodOProductsrO
NewOInsightsOofOItsOZoonoticOPotentialeOInternationalmJournalmofmEnvironmentalmResearchmandmPublicm
HealthcO2021cOhpcO

4.6 4

27 TheOarrivalOandOspreadOofOSyRSdCoVdiOinOColombiaeOJournalmofmMedicalmVirologycO2021cOqkcOhhmpdhhnk 19.7 22

26 MicrobialOCommunitiesWOCharacterizationOinOUrbanORecreationalOSurfaceOWatersOUsingONextO
GenerationOSequencingeOMicrobialmEcologycO2021cOphcOplodpnk 4.4 2

25 UpdatingOchangesOinOhumanOgutOmicrobialOcommunitiesOassociatedOwithOinfectioneOGutmMicrobescO
2021cOhkcOhqnnioo 8.8 1

24 WillOtheOemergentOSyRSdCoViOzeheheoOlineageOaffectOmolecularOdiagnosisOofOCOVIádhqweOJournalmofm
MedicalmVirologycO2021cOqkcOimnndimnp 19.7 20

23 EvolutionOandOEpidemicOSpreadOofOSyRSdCoVdiOinOColombiarOyOYearOintoOtheOPandemiceOVaccinescO
2021cOqcO 5.3 1

22 áescribingOtheOintestinalOmicrobiotaOofOHolsteinOFascioladpositiveOandOdnegativeOcattleOfromOaO
hyperendemicOareaOofOfascioliasisOinOcentralOColombiaeOPLoSmNeglectedmTropicalmDiseasescO2021cOhmcOegggqnmp4.8 2

21 RevisitingOtheOheterogeneousOglobalOgenomicOpopulationOstructureOofeOMicrobialmGenomicscO2021cOocO 4.4 1

20 SyRSdCoVdiOinOTransitrOCharacterizationOofOSyRSdCoVdiOGenomesOFromOVenezuelanOMigrantsOinO
ColombiaeOInternationalmJournalmofmInfectiousmDiseasescO2021cOhhgcOlhgdlhn 10.5 1

19 SyRSdCoVdiOspreadOacrossOtheOColombiandVenezuelanObordereOInfection,mGeneticsmandmEvolutioncO
2020cOpncOhglnhn 4.5 8
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18 IntraspecificOGenomicOáivergenceOandOMinorOStructuralOVariationsOineOGenescO2020cOhhcO 4.2 6

17 OccurrenceOofOinOPatientsOwithOInfectioneOPathogenscO2020cOqcO 4.5 6

16 ComprehensiveOgenomeOanalysesOofOcOaOpotentialObiomarkerOofOhomeostasisOgutOrecoveryeOMicrobialm
GenomicscO2020cOncO 4.4 6

15 GenomicOanalysesOrevealOmoderateOlevelsOofOploidycOhighOheterozygosityOandOstructuralOvariationsOinO
aOColombianOisolateOofOLeishmaniaOYLeishmaniaZOamazonensiseOActamTropicacO2020cOigkcOhgmiqn 3.2 4

14 MicrobiotaOcharacterizationOinOzlastocystisdcolonizedOandOzlastocystisdfreeOschooldageOchildrenO
fromOColombiaeOParasitesmandmVectorscO2020cOhkcOmih 4 4

13 GeneticOáiversityOymongOSyRSdCoViOStrainsOinOSouthOymericaOmayOImpactOPerformanceOofO
MolecularOáetectioneOPathogenscO2020cOqcO 4.5 16

12 GenomicOáiversificationcOStructuralOPlasticitycOandOHybridizationOineOFrontiersminmCellularmandmInfectionm
MicrobiologycO2020cOhgcOmpihqi 5.9 10

11 HighOfrequencyOofOtoxigenicOandOcoinfectionOamongOdiarrheicOpatientsOatOhealthOcareOfacilitydonsetO
YHCFOZOandOcommunitydonsetOYCOZOcentersOinOzogotˆ¡cOColombiaeOGutmPathogenscO2019cOhhcOio 5.4 3

10 IntegratedOgenomicOepidemiologyOandOphenotypicOprofilingOofOClostridiumOdifficileOacrossO
intradhospitalOandOcommunityOpopulationsOinOColombiaeOScientificmReportscO2019cOqcOhhiqk 4.9 5

9 ComparativeOgenomicsOidentifiesOpotentialOvirulenceOfactorsOinOandeOVirulencecO2019cOhgcOnmodnon 4.7 7

8 áissectingOtheOHeterogeneousOPopulationOGeneticOStructureOofOrOLimitationsOandOConstraintsOofOtheO
MultilocusOSequenceOTypingOSchemeeOFrontiersminmMicrobiologycO2019cOhgcOhgmi 5.7 4

7 EstimatingOtheOIntradtaxaOáiversitycOPopulationOGeneticOStructurecOandOEvolutionaryOPathwaysOofO
andeOFrontiersminmGeneticscO2018cOqcOhlp 4.5 12

6 NewOInsightsOintoOYCáZOInfectionOinOLatinOymericarONovelOáescriptionOofOToxigenicOProfilesOofO
áiarrheadyssociatedOtoOCáOinOzogotˆ¡cOColombiaeOFrontiersminmMicrobiologycO2018cOqcOol 5.7 10

5 UnveilingOtheOMultilocusOSequenceOTypingOYMLSTZOSchemesOandOCoreOGenomeOPhylogeniesOforO
GenotypingeOFrontiersminmMicrobiologycO2018cOqcOhpml 5.7 13

4 CommunitydacquiredOinfectionOwithOhypervirulentOisolatesOthatOcarryOdifferentOtoxinOandOantibioticO
resistanceOlocirOaOcaseOreporteOGutmPathogenscO2017cOqcOnk 5.4 3

3 MolecularOEpidemiologyOofOandOamongOIndigenousOChildrenOfromOtheOColombianOymazonOzasineO
FrontiersminmMicrobiologycO2017cOpcOilp 5.7 63

2 MycobacteriumOtuberculosisOPEqOproteinOhasOhighOactivityObindingOpeptidesOwhichOinhibitOtargetOcellO
invasioneOInternationalmJournalmofmBiologicalmMacromoleculescO2016cOpncOnlndmm 7.9 5

1 TheOroleOofOMycobacteriumOtuberculosisORvkhnncOproteindderivedOhighdactivityObindingOpeptidesOinO
inhibitingOinvasionOofOhumanOcellOlineseOProteinmEngineering,mDesignmandmSelectioncO2012cOimcOikmdli 1.9 7
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