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j Paper IF Citations

49 FactorsNassociatedNwithNbloodNpressureNvariationNinNsickleNcellNdiseaseNpatientsrNaNsystematicNreviewN
andNmetadanalyseseeNExpertiReviewiofiHematologycN2022cNhdhg 2.8 0

48 EstablishingNaNSickleNCellNDiseaseNRegistryNinNyfricarNExperienceNFromNtheNSickleNPandyfricanN
ResearchNConsortiumcNKumasidGhanaeeNFrontiersiiniGeneticscN2022cNhkcNpgikmm 4.5 2

47 NetworkddrivenNanalysisNofNhumandPlasmodiumNfalciparumNinteractomerNprocessesNforNmalariaNdrugN
discoveryNandNextractingNinNsilicoNtargetseNMalariaiJournalcN2021cNigcNlih 3.6 1

46 IHPdPINGdgeneratingNintegratedNhumanNproteindproteinNinteractionNnetworksNondthedflyeNBriefingsiini
BioinformaticscN2021cNiicN 13.4 1

45 SimulationNofNyfricanNandNnondyfricanNlowNandNhighNcoverageNwholeNgenomeNsequenceNdataNtoN
assessNvariantNcallingNapproacheseNBriefingsiiniBioinformaticscN2021cNiicN 13.4 2

44 InvestigationsNofNKidneyNDysfunctiondRelatedNGeneNVariantsNinNSickleNCellNDiseaseNPatientsNinN
CameroonNVSubdSaharanNyfricaWeNFrontiersiiniGeneticscN2021cNhicNmqmogi 4.5 0

43 GeneticNynalysisNofNTzNSusceptibilityNVariantsNinNGhanaNRevealsNCandidateNProtectiveNLociNinNandN
GeneseeNFrontiersiiniGeneticscN2021cNhicNoiqoko 4.5 0

42 IdentifyingNgeneticNvariantsNandNpathwaysNassociatedNwithNextremeNlevelsNofNfetalNhemoglobinNinN
sickleNcellNdiseaseNinNTanzaniaeNBMCiMedicaliGeneticscN2020cNihcNhim 2.1 4

41 yNpotentialNroadmapNtoNovercomeNtheNcurrentNeasternNDRCNEbolaNvirusNdiseaseNoutbreakrNFromNaN
computationalNperspectiveeNScientificiAfricancN2020cNocNeggipi 1.7 1

40 MSclassifierrNmediandsupplementNmodeldbasedNclassificationNtoolNforNautomatedNknowledgeN
discoveryeNF1000ResearchcN2020cNqcNhhhl 3.6

39 ComputationalfinNsilicoNmethodsNinNdrugNtargetNandNleadNpredictioneNBriefingsiiniBioinformaticscN2020
cNihcNhnnkdhnom 13.4 40

38
ImplementingNyrtificialNIntelligenceNandNDigitalNHealthNinNResourcedLimitedNSettingswNTopNhgN
LessonsNWeNLearnedNinNCongenitalNHeartNDefectsNandNCardiologyeNOMICSiAiJournaliofiIntegrativei
BiologycN2020cNilcNinldioo

3.8 14

37 yNbroadNsurveyNofNDNyNsequenceNdataNsimulationNtoolseNBriefingsiiniFunctionaliGenomicscN2020cNhqcNlqdmq 4.9 6

36 FRyNCrNaNunifiedNframeworkNforNmultidwayNlocalNancestryNdeconvolutionNwithNhighNdensityNSNPNdataeN
BriefingsiiniBioinformaticscN2020cNihcNhpkodhplm 13.4

35 ModellingNtheNhumanNimmuneNresponseNdynamicsNduringNprogressionNfromNMycobacteriumNlatentN
infectionNtoNdiseaseeNAppliediMathematicaliModellingcN2020cNpgcNihodiko 4.5

34 HighddepthNyfricanNgenomesNinformNhumanNmigrationNandNhealtheNNaturecN2020cNmpncNolhdolp 50.4 75

33 SickleInyfricaeNLancetiHaematologyxthecN2020cNocNeqpdeqq 14.6 9
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32 HydroxyureadInducedNmiRNyNExpressionNinNSickleNCellNDiseaseNPatientsNinNyfricaeNFrontiersiini
GeneticscN2019cNhgcNmgq 4.5 9

31 yNcomprehensiveNsurveyNofNmodelsNforNdissectingNlocalNancestryNdeconvolutionNinNhumanNgenomeeN
BriefingsiiniBioinformaticscN2019cNigcNhogqdhoil 13.4 13

30 DissectingNMutationNPredictionNofNVariantsNinNyfricanNGenomesrNChallengesNandNPerspectiveseN
FrontiersiiniGeneticscN2019cNhgcNngh 4.5 10

29 OrientingNFutureNTrendsNinNLocalNyncestryNDeconvolutionNModelsNtoNOptimallyNDecipherNydmixedN
IndividualNGenomeNVariationsN2019cN 3

28 TheNSickleNCellNDiseaseNOntologyrNenablingNuniversalNsickleNcelldbasedNknowledgeNrepresentationeN
Database:itheiJournaliofiBiologicaliDatabasesiandiCurationcN2019cNighqcN 5 6

27 TheNHearingNImpairmentNOntologyrNyNToolNforNUnifyingNHearingNImpairmentNKnowledgeNtoNEnhanceN
CollaborativeNResearcheNGenescN2019cNhgcN 4.2 2

26 EstablishingNaNMultidCountryNSickleNCellNDiseaseNRegistryNinNyfricarNEthicalNConsiderationseNFrontiersi
iniGeneticscN2019cNhgcNqlk 4.5 4

25 PostNgenomedwideNassociationNanalysisrNdissectingNcomputationalNpathwayfnetworkdbasedN
approacheseNBriefingsiiniBioinformaticscN2019cNigcNnqgdogg 13.4 4

24 LargedscaleNdataddrivenNintegrativeNframeworkNforNextractingNessentialNtargetsNandNprocessesNfromN
diseasedassociatedNgeneNdataNsetseNBriefingsiiniBioinformaticscN2018cNhqcNhhlhdhhmi 13.4 7

23 yNsystemsdlevelNanalysisNofNdrugdtargetddiseaseNassociationsNforNdrugNrepositioningeNBriefingsiini
FunctionaliGenomicscN2018cNhocNkldlh 4.9 5

22 DatingNadmixtureNeventsNisNunsolvedNproblemNinNmultidwayNadmixedNpopulationseNBriefingsiini
BioinformaticscN2018cN 13.4 7

21 yNpostdgeneNsilencingNbioinformaticsNprotocolNforNplantddefenceNgeneNvalidationNandNunderlyingN
processNidentificationrNcaseNstudyNofNtheNyrabidopsisNthalianaNNPRheNBMCiPlantiBiologycN2017cNhocNihp 5.3 2

20 GeneNOntologyNsemanticNsimilarityNtoolsrNsurveyNonNfeaturesNandNchallengesNforNbiologicalN
knowledgeNdiscoveryeNBriefingsiiniBioinformaticscN2017cNhpcNppndqgh 13.4 41

19 yNmultidscenarioNgenomedwideNmedicalNpopulationNgeneticsNsimulationNframeworkeNBioinformaticscN
2017cNkkcNiqqmdkggi 7.2 2

18 ydDaGOdFunrNanNadaptableNGeneNOntologyNsemanticNsimilaritydbasedNfunctionalNanalysisNtooleN
BioinformaticscN2016cNkicNloodq 7.2 20

17 ancGWySrNaNpostNgenomedwideNassociationNstudyNmethodNforNinteractioncNpathwayNandNancestryN
analysisNinNhomogeneousNandNadmixedNpopulationseNBioinformaticscN2016cNkicNmlqdmn 7.2 15

16 yNQuantitativeNypproachNtoNynalyzingNGenomeNReductiveNEvolutionNUsingNProteindProteinN
InteractionNNetworksrNyNCaseNStudyNofNMycobacteriumNlepraeeNFrontiersiiniGeneticscN2016cNocNkq 4.5 8

15 yNwebdbasedNproteinNinteractionNnetworkNvisualizereNBMCiBioinformaticscN2014cNhmcNhiq 3.6 19

(2014-2019)
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14 InformationNcontentdbasedNGeneNOntologyNfunctionalNsimilarityNmeasuresrNwhichNoneNtoNuseNforNaN
givenNbiologicalNdataNtypeweNPLoSiONEcN2014cNqcNehhkpmq 3.7 30

13 TheNuseNofNsemanticNsimilarityNmeasuresNforNoptimallyNintegratingNheterogeneousNGeneNOntologyN
dataNfromNlargeNscaleNannotationNpipelineseNFrontiersiiniGeneticscN2014cNmcNinl 4.5 4

12 UsingNbiologicalNnetworksNtoNimproveNourNunderstandingNofNinfectiousNdiseaseseNComputationaliandi
StructuraliBiotechnologyiJournalcN2014cNhhcNhdhg 6.8 31

11 DaGOdFunrNtoolNforNGeneNOntologydbasedNfunctionalNanalysisNusingNtermNinformationNcontentN
measureseNBMCiBioinformaticscN2013cNhlcNipl 3.6 28

10 InformationNcontentdbasedNgeneNontologyNsemanticNsimilarityNapproachesrNtowardNaNunifiedN
frameworkNtheoryeNBioMediResearchiInternationalcN2013cNighkcNiqignk 3 34

9 PredictingNandNanalyzingNinteractionsNbetweenNMycobacteriumNtuberculosisNandNitsNhumanNhosteN
PLoSiONEcN2013cNpcNenoloi 3.7 28

8 UsingNtheNunderlyingNbiologicalNorganizationNofNtheNMycobacteriumNtuberculosisNfunctionalNnetworkN
forNproteinNfunctionNpredictioneNInfectionxiGeneticsiandiEvolutioncN2012cNhicNqiidki 4.5 18

7 FunctionNpredictionNandNanalysisNofNmycobacteriumNtuberculosisNhypotheticalNproteinseNInternationali
JournaliofiMoleculariSciencescN2012cNhkcNoipkdkgi 6.3 69

6 yNtopologydbasedNmetricNforNmeasuringNtermNsimilarityNinNtheNgeneNontologyeNAdvancesiini
BioinformaticscN2012cNighicNqomopk 5.5 37

5 GenerationNandNynalysisNofNLargedScaleNDatadDrivenNMycobacteriumNtuberculosisNFunctionalN
NetworksNforNDrugNTargetNIdentificationeNAdvancesiiniBioinformaticscN2011cNighhcNpghlop 5.5 21

4
ContributionNofNmicroarrayNdataNtoNtheNadvancementNofNknowledgeNonNtheNMycobacteriumN
tuberculosisNinteractomerNuseNofNtheNrandomNpartialNleastNsquaresNapproacheNInfectionxiGeneticsiandi
EvolutioncN2011cNhhcNhphdq

4.5 6

3
ContributionNofNmicroarrayNdataNtoNtheNadvancementNofNknowledgeNonNtheNMycobacteriumN
tuberculosisNinteractomerNuseNofNtheNrandomNpartialNleastNsquaresNapproacheNInfectionxiGeneticsiandi
EvolutioncN2011cNhhcNoimdkk

4.5 10

2 ScoringNproteinNrelationshipsNinNfunctionalNinteractionNnetworksNpredictedNfromNsequenceNdataeN
PLoSiONEcN2011cNncNehpngo 3.7 19

1 ImpairmentNywareNMultidpathNRoutingNinNGMPLSdbasedNNetworksN2008cN 1
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