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79 TheOdynamicOgutOmicrobiotaOofOzoophilicOmembersOofOtheOvnophelesOgambiaeOcomplexOXyipteraoO
xulicidaeYccOScientificmReportsaO2022aOfgaOfinj 4.9 0

78 HighbResolutionOMeltingOvnalysisOtoOyetectOvntimicrobialOResistanceOyeterminantsOinOSouthOvfricanO
xlinicalOIsolatesOandOSpecimensccOInternationalmJournalmofmMicrobiologyaO2022aOgeggaOnenihgm 3.6 0

77
MobileOgeneticOelementsbmediatedOznterobacteralesbassociatedOcarbapenemaseOantibioticO
resistanceOgenesOpropagationObetweenOtheOenvironmentOandOhumansoOvOOneOHealthOSouthOvfricanO
studycOSciencemofmthemTotalmEnvironmentaO2022aOmekaOfjekif

10.2 4

76
ProfilingOofOemergingOpathogensaOantibioticOresistanceOgenesOandOmobileOgeneticOelementsOinO
differentObiologicalOwastewaterOtreatmentOplantscOJournalmofmEnvironmentalmChemicalmEngineeringaO
2022aOfeaOfeljnk

6.8 0

75 WholebGenomeOSequencingOofOaOxolistinbResistantOvcinetobacterObaumanniiOStrainOIsolatedOatOaO
TertiaryOHealthOβacilityOinOPretoriaaOSouthOvfricacOAntibioticsaO2022aOffaOjni 4.9 1

74 vOyearOofOgenomicOsurveillanceOrevealsOhowOtheOSvRSbxoVbgOpandemicOunfoldedOinOvfricacOScienceaO
2021aOhliaOighbihf 33.3 35

73 yetectionOofOaOSvRSbxoVbgOvariantOofOconcernOinOSouthOvfricacONatureaO2021aOjngaOihmbiih 50.4 685

72 βirstOgenomeOsequenceOofOveromonasOhydrophiliaOnovelOsequenceOtypeOkjmOstrainOisolatedOfromO
livestockOinOSouthOvfricacOJournalmofmGlobalmAntimicrobialmResistanceaO2021aOgiaOfljbfll 3.4 0

71 GenomeOSequencesOofOβiveONovelONeisseriaOgonorrhoeaeOSequenceOTypesOIsolatedOinO
KwaZulubNatalaOSouthOvfricacOMicrobiologymResourcemAnnouncementsaO2021aOfeaO 1.3 1

70
InvestigationOofOPossibleONosocomialbvssociatedOInvasiveOGroupOwOStreptococcusOyiseaseOUsingO
WholebGenomeOSequencingoOvOReportOofOhOxasescOJournalmofmthemPediatricmInfectiousmDiseasesmSocietyaO
2021aOfeaOmmebmmg

4.8

69 GenomicOvnalysisOofOsppcOIsolatedOβromOaOWastewaterOTreatmentOPlantOandOItsOvssociatedOWatersOinO
UmgungundlovuOyistrictaOSouthOvfricacOFrontiersminmMicrobiologyaO2021aOfgaOkimiji 5.7 1

68 HIVbfOandOSvRSbxoVbgoOPatternsOinOtheOevolutionOofOtwoOpandemicOpathogenscOCellmHostmandmMicrobeaO
2021aOgnaOfenhbfffe 23.4 19

67 βirstOconfirmedOcaseOofOinfantObotulismOinOvfricaaOcausedObyOaOdualbtoxinbproducingOxlostridiumO
botulinumOstraincOInternationalmJournalmofmInfectiousmDiseasesaO2021aOfehaOfkibfkk 10.5 1

66 xladeOdistributionOofOinOSouthOvfricaOusingOwholeOgenomeOsequencingOofOclinicalOandOenvironmentalO
isolatescOEmergingmMicrobesmandmInfectionsaO2021aOfeaOfheebfhem 18.9 4

65 yistributionOandOGeneticOyiversityOofOSubspeciesOacrossOtheOSahelianOweltOinOSudancOPathogensaO2021aO
feaO 4.5 2

64 znterococcusOfaecalisOSTgfOharbouringOTnkeenOisolatedOfromOaOcarriageOsampleOinOSouthOvfricacO
SouthmAfricanmMedicalmJournalaO2021aOfffaOnmbnn 1.5 3

63 SixteenOnovelOlineagesOofOSvRSbxoVbgOinOSouthOvfricacONaturemMedicineaO2021aOglaOiiebiik 50.5 206

Mushal Allam

2



62 GenomicOInsightsOofOMultidrugbResistantOβromOWastewaterOSourcesOandOTheirOvssociationOWithO
xlinicalOPathogensOinOSouthOvfricacOFrontiersminmVeterinarymScienceaO2021aOmaOkhklfj 3.1 7

61 ProcessOPerformanceOandOMicrobialOxommunityOStructuresOinOThreeOvnammoxbMediatedOSystemsO
withOyifferentOMixingOxonditionscOJournalmofmEnvironmentalmChemicalmEngineeringaO2021aOfekikk 6.8 0

60
vntimicrobialOResistanceOMechanismsaOMultilocusOSequenceOTypingaOandONGbSTvROSequenceOTypesO
ofOyiverseONeisseriaOgonorrhoeaeOIsolatesOinOKwaZulubNatalaOSouthOvfricacOAntimicrobialmAgentsmandm
ChemotherapyaO2021aOkjaOeeeljngf

5.9 1

59
WholeOGenomeOSequencingOofOzxtendedbSpectrumbOandOvmpxbO˛†bLactamasebPositiveO
znterobacteralesOIsolatedOβromOSpinachOProductionOinOGautengOProvinceaOSouthOvfricacOFrontiersminm
MicrobiologyaO2021aOfgaOlhikin

5.7 0

58 xomparativeOPathogenomicsOofOfromOPigsOinOSouthOvfricaoOyominanceOofOtheONovelOSTkjlOxlonecO
MicroorganismsaO2020aOmaO 4.9 1

57 GenomeOSequenceOofOzscherichiaOcoliOxloneOOgjoHiOSequenceOTypeOfhfaOIsolatedOfromOaOSudaneseO
PatientOwithOUrinaryOTractOInfectioncOMicrobiologymResourcemAnnouncementsaO2020aOnaO 1.3 2

56
βirstOreportOofOaOclinicalOmultidrugbresistantOPseudomonasOaeruginosaOSTjhgOisolateOharbouringOaO
ciprofloxacinbmodifyingOenzymeOXxrpPYOinOSouthOvfricacOJournalmofmGlobalmAntimicrobialmResistanceaO
2020aOggaOfijbfik

3.4 1

55 OutbreakOofOListeriosisOinOSouthOvfricaOvssociatedOwithOProcessedOMeatcONewmEnglandmJournalmofm
MedicineaO2020aOhmgaOkhgbkih 59.2 65

54 HumanOsurveillanceOandOphylogenyOofOhighlyOpathogenicOavianOinfluenzaOvXHjNmYOduringOanO
outbreakOinOpoultryOinOSouthOvfricaaOgeflcOInfluenzamandmOthermRespiratorymVirusesaO2020aOfiaOgkkbglh 5.6 5

53 GenomicOvnalysisOofOxarbapenemaseProducingOzxtensivelyOyrugbResistantOIsolatesORevealsOtheO
HorizontalOSpreadOofOpfmbih_efOPlasmidOzncodingOinOSouthOvfricacOMicroorganismsaO2020aOmaO 4.9 14

52 PathogenomicOvnalysisOofOaONovelOzxtensivelyOyrugbResistantOIsolateOxarryingOaOblaOxarbapenemaseO
inOSouthOvfricacOPathogensaO2020aOnaO 4.5 4

51 InflammatoryOmarkersOasOpredictorsOofOmortalityOinOxOVIybfnOinfectioncOAfricanmJournalmofm
LaboratorymMedicineaO2020aOnaOfgnm 0.9 5

50 yraftOgenomeOsequenceOofOaOclinicalOvcinetobacterOhaemolyticusOisolateOfromOSouthOvfricacOJournalm
ofmGlobalmAntimicrobialmResistanceaO2020aOgeaOfkbfl 3.4

49 HumanOwlastomycosisOinOSouthOvfricaOxausedObyOandOspcOnovcaOfnklOtoOgeficOJournalmofmClinicalm
MicrobiologyaO2020aOjmaO 9.7 20

48 xomparativeOGenomeOvnalysisOofOwithOItsOxlosestOPhylogeneticONeighboraOaOandOandOGroupscO
MicroorganismsaO2020aOmaO 4.9 1

47
GenomeOSequencingOofOaOSevereOvcuteORespiratoryOSyndromeOxoronavirusOgOIsolateOObtainedOfromO
aOSouthOvfricanOPatientOwithOxoronavirusOyiseaseOgefncOMicrobiologymResourcemAnnouncementsaO
2020aOnaO

1.3 5

46
vnOoutbreakOofOcutaneousOabscessesOcausedObyOPantonbValentineOleukocidinbproducingO
methicillinbsusceptibleOStaphylococcusOaureusOamongOgoldOmineOworkersaOSouthOvfricaaONovemberO
geflOtoOMarchOgefmcOBMCmInfectiousmDiseasesaO2020aOgeaOkgf

4 3

45 xonvalescentOplasmaOasOaOtreatmentOmodalityOforOcoronavirusOdiseaseOgefnOinOSudancOTransfusionm
andmApheresismScienceaO2020aOjnaOfegnfm 2.4 4
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44 GenomeOMiningOandOxomparativeOPathogenomicOvnalysisOofOvnOzndemicOMethicillinbResistantO
XMRSvYOxloneaOSTkfgbxxmbtfgjlbSxxmec_IVdXgwYaOIsolatedOinOSouthOvfricacOPathogensaO2019aOmaO 4.5 8

43 PhylodynamicOvnalysisOofOzbolaOVirusOyiseaseOTransmissionOinOSierraOLeonecOVirusesaO2019aOffaO 6.2 2

42 GenomeOanalysisOofOmethicillinbresistantOStaphylococcusOaureusOisolatedOfromOpigsoOyetectionOofOtheO
clonalOlineageOSThnmOinOxameroonOandOSouthOvfricacOZoonosesmandmPublicmHealthaO2019aOkkaOjfgbjgj 2.9 5

41 GenomicOcharacterizationOofOmultidrugbresistantOzSwLbproducingOKlebsiellaOpneumoniaeOisolatedO
fromOaOGhanaianOteachingOhospitalcOInternationalmJournalmofmInfectiousmDiseasesaO2019aOmjaOfflbfgh 10.5 14

40 yraftOGenomeOSequenceOofOProvidenciaOrettgeriOvPWfhn_SfaOanONyMbfmbProducingOxlinicalOStrainO
OriginatingOfromOHospitalOzffluentOinOSouthOvfricacOMicrobiologymResourcemAnnouncementsaO2019aOmaO 1.3 3

39 GenomeOSequencesOofOwacillusOsporothermoduransOStrainsOIsolatedOfromOUltrabHighbTemperatureO
MilkcOMicrobiologymResourcemAnnouncementsaO2019aOmaO 1.3 2

38
WholebGenomeOShotgunOSequenceOofOyrugbResistantOStaphylococcusOaureusOStrainOSvnaOIsolatedO
fromOaOSlaughterhouseOxhickenOxarcassOinOSouthOvfricacOMicrobiologymResourcemAnnouncementsaO
2019aOmaO

1.3 1

37 OutbreakOofOinOSouthOvfricaaOgeflbgefmoOLaboratoryOvctivitiesOandOzxperiencesOvssociatedOwithO
WholebGenomeOSequencingOvnalysisOofOIsolatescOFoodbornemPathogensmandmDiseaseaO2019aOfkaOjgibjhe 3.8 71

36
WholeOGenomeOSequencingOofOzxtendedOSpectrumO˛†blactamaseOXzSwLYbproducingOKlebsiellaO
pneumoniaeOIsolatedOfromOHospitalizedOPatientsOinOKwaZulubNatalaOSouthOvfricacOScientificmReportsaO
2019aOnaOkgkk

4.9 17

35
GenomicOanalysisOofOmethicillinbresistantOStaphylococcusOaureusOisolatedOfromOpoultryOandO
occupationalOfarmOworkersOinOUmgungundlovuOyistrictaOSouthOvfricacOSciencemofmthemTotalm
EnvironmentaO2019aOkleaOleiblfk

10.2 21

34 zvidenceOforObothOIntermittentOandOPersistentOxompartmentalizationOofOHIVbfOinOtheOβemaleOGenitalO
TractcOJournalmofmVirologyaO2019aOnhaO 6.6 3

33 WholebGenomeOSequenceOofOvcinetobacterObaumanniiOStrainONUwRIbvaOIsolatedOfromOaOHospitalizedO
PatientOinOKhartoumaOSudancOMicrobiologymResourcemAnnouncementsaO2019aOmaO 1.3 2

32 βirstOWholebGenomeOSequenceOofOaOHighlyOResistantOKlebsiellaOpneumoniaeOSequenceOTypeOfiO
StrainOIsolatedOfromOSudancOMicrobiologymResourcemAnnouncementsaO2019aOmaO 1.3 1

31
WholebGenomeOSequenceOofOHighbRiskOxloneOSequenceOTypeOfffOofOPseudomonasOaeruginosaO
StrainONUwRIbPaOIsolatedOfromOaOWoundedOSudaneseOPatientcOMicrobiologymResourcemAnnouncementsaO
2019aOmaO

1.3 1

30 ShigaOtoxinbproducingOOgkoHffOassociatedOwithOaOclusterOofOhaemolyticOuraemicOsyndromeOcasesOinO
SouthOvfricaaOgeflcOAccessmMicrobiologyaO2019aOfaOeeeeekf 1 4

29 PhenotypicOandOgenotypicOcharacterisationOofOanOuniqueOindigenousOhypersalineOunicellularO
cyanobacteriumaOzuhalotheceOspcnovcOMicrobiologicalmResearchaO2018aOgffaOilbjk 5.3 12

28 WholebGenomeOSequenceOofOaOIsolateOfromOaOPediatricOPatientOinOSouthOvfricacOGenomem
AnnouncementsaO2018aOkaO 2

27 yraftOgenomeOsequencesOofOextendedbspectrumO˛†blactamasebproducingOznterobacterOaerogenesO
isolatedOfromOswineOandOhumancOJournalmofmGlobalmAntimicrobialmResistanceaO2018aOfiaOleblf 3.4 2
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26 WholebGenomeOSequencesOofOListeriaOmonocytogenesOSequenceOTypeOkOIsolatesOvssociatedOwithOaO
LargeOβoodborneOOutbreakOinOSouthOvfricaaOgeflOtoOgefmcOGenomemAnnouncementsaO2018aOkaO 23

25 GenomeOSequencingOofOzxtendedbSpectrumO˛†bLactamaseOXzSwLYbProducingOIsolatedOfromOPigsOandO
vbattoirOWorkersOinOxamerooncOFrontiersminmMicrobiologyaO2018aOnaOfmm 5.7 26

24 wiologicalOcrustsOofOserpentineOandOnonbserpentineOsoilsOfromOtheOwarbertonOGreenstoneOweltOofO
SouthOvfricacOEcologicalmResearchaO2018aOhhaOkgnbkie 1.9 9

23 InvasiveOyiseaseOxausedOSimultaneouslyObyOyualOSerotypesOofOStreptococcusOpneumoniaecOJournalm
ofmClinicalmMicrobiologyaO2018aOjkaO 9.7 4

22
GenomicOcharacterisationOofOKlebsiellaOmichiganensisOcobproducingOOXvbfmfOandONyMbfO
carbapenemasesOisolatedOfromOaOcancerOpatientOinOuMgungundlovuOyistrictaOKwaZulubNatalO
ProvinceaOSouthOvfricacOSouthmAfricanmMedicalmJournalaO2018aOfenaOlbm

1.5 11

21 GenomicOcharacterisationOofOStaphylococcusOaureusOSTfgfOisolatedOfromOhospitalisedOpatientsOinO
SouthOvfricacOSouthmAfricanmMedicalmJournalaO2018aOfemaOfeelbfeem 1.5 0

20 yraftOgenomeOsequenceOofOaOmethicillinbresistantOStaphylococcusOepidermidisOisolateOfromOswinecO
JournalmofmGlobalmAntimicrobialmResistanceaO2018aOfjaOgjebgjf 3.4 1

19 zxtendedbspectrumObetablactamasebproducingOzscherichiaOcoliOharbouringOmcrbfOgeneOisolatedOfromO
pigsOinOSouthOvfricacOSouthmAfricanmMedicalmJournalaO2018aOfemaOlnkblnl 1.5 7

18
WholebGenomeOSequenceOofOaONovelOSequenceOTypeOhfhkOxarbapenembResistantOKlebsiellaO
pneumoniaeOStrainOIsolatedOfromOaOHospitalizedOPatientOinOyurbanaOSouthOvfricacOMicrobiologym
ResourcemAnnouncementsaO2018aOlaO

1.3 2

17
yraftOgenomeOsequenceOofOanOextendedbspectrumO˛†blactamaseOXxTXbMbfjYbproducingOzscherichiaO
coliOSTfeOisolatedOfromOaOnasalOsampleOofOanOabattoirOworkerOinOxamerooncOJournalmofmGlobalm
AntimicrobialmResistanceaO2018aOfiaOkmbkn

3.4 1

16 vOnovelOadenovirusOisolatedOfromOtheOzgyptianOfruitObatOinOSouthOvfricaOisOcloselyOrelatedOtoOrecentO
isolatesOfromOxhinacOScientificmReportsaO2018aOmaOnjmi 4.9 8

15 GenomeOSequenceOforOShigaOToxinbProducingOOgkoHffaOvssociatedOwithOaOxlusterOofO
HemolyticbUremicOSyndromeOxasesOinOSouthOvfricaaOgeflcOGenomemAnnouncementsaO2017aOjaO 9

14 yraftOgenomeOsequenceOofOySMOnhjkOisolatedOfromOtheOtermitecOGenomicsmDataaO2017aOfgaOlkblm 3

13 yraftOGenomeOSequenceOofOaOMultidrugbResistantOStrainaOIsolatedOfromOaOPatientOwithOPeritonealO
xancerOinOSouthOvfricacOGenomemAnnouncementsaO2017aOjaO 3

12 MolecularOcharacterizationOofOinvasiveOcapsuleOnullONeisseriaOmeningitidisOinOSouthOvfricacOBMCm
MicrobiologyaO2017aOflaOie 4.5 13

11 yraftOGenomeOSequenceOofOIsolatedOfromOanOHIVbPositiveOPatientOinOSouthOvfricacOGenomem
AnnouncementsaO2017aOjaO 1

10 MolecularOxharacterizationOofOxorynebacteriumOdiphtheriaeOOutbreakOIsolatesaOSouthOvfricaaO
MarchbJuneOgefjcOEmergingmInfectiousmDiseasesaO2017aOghaOfhembfhfj 10.2 16

9 IdentificationOandOcharacterizationOofOmicroRNvsOexpressedOinOtheOvfricanOmalariaOvectorOvnophelesO
funestusOlifeOstagesOusingOhighOthroughputOsequencingcOMalariamJournalaO2016aOfjaOjig 3.6 9
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8 PhylogeneticOvnalysisOofOInvasiveOSerotypeOfOPneumococcusOinOSouthOvfricaaOfnmnOtoOgefhcOJournalm
ofmClinicalmMicrobiologyaO2016aOjiaOfhgkbhi 9.7 11

7 TwoOcasesOofOserotypeableOandOnonbserotypeableOvariantsOofOStreptococcusOpneumoniaeOdetectedO
simultaneouslyOduringOinvasiveOdiseasecOBMCmMicrobiologyaO2016aOfkaOfgk 4.5 1

6 GenomicOanalysisOofOnontypeableOpneumococciOcausingOinvasiveOpneumococcalOdiseaseOinOSouthO
vfricaaOgeehbgefhcOBMCmGenomicsaO2016aOflaOile 4.5 10

5 HyperbreactiveOMalarialOSplenomegalyOXHMSYOinOmalariaOendemicOareaOinOzasternOSudancOActamTropica
aO2008aOfejaOfnkbn 3.2 10

4 MajorOnewOlineagesOofOSvRSbxoVbgOemergeOandOspreadOinOSouthOvfricaOduringOlockdown 8

3 zmergenceOandOrapidOspreadOofOaOnewOsevereOacuteOrespiratoryOsyndromebrelatedOcoronavirusOgO
XSvRSbxoVbgYOlineageOwithOmultipleOspikeOmutationsOinOSouthOvfrica 446

2 vOyearOofOgenomicOsurveillanceOrevealsOhowOtheOSvRSbxoVbgOpandemicOunfoldedOinOvfrica 3

1 NasopharyngealOyysbiosisOPrecedesOtheOyevelopmentOofOLowerORespiratoryOTractOInfectionsOinO
YoungOInfantsaOaOLongitudinalOInfantOxohortOStudycOGatesmOpenmResearchakaOim 2.4 1
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