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49 ImprovedQProteinfLigandQBindingQAffinityQPredictionQwithQStructurefBasedQDeepQFusionQInferencegQ
JournalloflChemicallInformationlandlModelingeQ2021eQpkeQkormfkosl 6.1 24

48 EnablingQrapidQCOVIDfksQsmallQmoleculeQdrugQdesignQthroughQscalableQdeepQlearningQofQgenerativeQ
modelsgQInternationallJournalloflHighlPerformancelComputinglApplicationseQ2021eQmoeQnpsfnrl 1.8 3

47 DiscoveryQofQSmallfMoleculeQInhibitorsQofQSARSfCoVflQProteinsQUsingQaQComputationalQandQ
ExperimentalQPipelinegQFrontierslinlMolecularlBioscienceseQ2021eQreQpqrqik 5.6 5

46 AQcrossfstudyQanalysisQofQdrugQresponseQpredictionQinQcancerQcellQlinesgQBriefingslinlBioinformaticseQ
2021eQ 13.4 7

45 MachineQLearningQModelsQtoQPredictQInhibitionQofQtheQBileQSaltQExportQPumpgQJournalloflChemicall
InformationlandlModelingeQ2021eQpkeQorqfpil 6.1 3

44 AMPLtQAQDatafDrivenQModelingQPipelineQforQDrugQDiscoverygQJournalloflChemicallInformationlandl
ModelingeQ2020eQpieQksoofkspr 6.1 24

43 MachineQlearningQandQligandQbindingQpredictionstQAQreviewQofQdataeQmethodseQandQobstaclesgQ
BiochimicalEtlBiophysicalActal-lGenerallSubjectseQ2020eQkrpneQklsono 4 9

42 BindingQAffinityQPredictionQbyQPairwiseQFunctionQBasedQonQNeuralQNetworkgQJournalloflChemicall
InformationlandlModelingeQ2020eQpieQlqppflqql 6.1 19

41
TwoQSidesQofQaQCointQaQZikaQVirusQMutationQSelectedQinQPregnantQRhesusQMacaquesQPromotesQFetalQ
InfectionQinQMiceQbutQatQaQCostQofQReducedQFitnessQinQNonpregnantQMacaquesQandQDiminishedQ
TransmissibilityQbyQVectorsgQJournalloflVirologyeQ2020eQsneQ

6.6 4

40 QuantifyingQOverfittingQPotentialQinQDrugQBindingQDatasetsgQLecturelNoteslinlComputerlScienceeQ
2020eQorofosr 0.9 1

39 PredictingQSmallQMoleculeQTransferQFreeQEnergiesQbyQCombiningQMolecularQDynamicsQSimulationsQ
andQDeepQLearninggQJournalloflChemicallInformationlandlModelingeQ2020eQpieQomqofomrk 6.1 13

38 FDAfARGOSQisQaQdatabaseQwithQpublicQqualityfcontrolledQreferenceQgenomesQforQdiagnosticQuseQandQ
regulatoryQsciencegQNaturelCommunicationseQ2019eQkieQmmkm 17.4 42

37 MultiscaleQanalysisQforQpatternsQofQZikaQvirusQgenotypeQemergenceeQspreadeQandQconsequencegQPLoSl
ONEeQ2019eQkneQeillopss 3.7 7

36 PredictingQtumorQcellQlineQresponseQtoQdrugQpairsQwithQdeepQlearninggQBMClBioinformaticseQ2018eQkseQnrp 3.6 51

35 AQnovelQvariantQofQtorqueQtenoQvirusQqQidentifiedQinQpatientsQwithQKawasakiQdiseasegQPLoSlONEeQ2018eQ
kmeQeilisprm 3.7 12

34 GeneQexpressionQanalysisQofQwholeQbloodQRNAQfromQpigsQinfectedQwithQlowQandQhighQpathogenicQ
AfricanQswineQfeverQvirusesgQScientificlReportseQ2017eQqeQkikko 4.9 23

33 DraftQGenomeQSequencesQfromQaQNovelQCladeQofQStrainseQIsolatedQfromQtheQInternationalQSpaceQ
StationgQGenomelAnnouncementseQ2017eQoeQ 9
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32 WholeQmetagenomeQprofilesQofQparticulatesQcollectedQfromQtheQInternationalQSpaceQStationgQ
MicrobiomeeQ2017eQoeQrk 16.6 28

31 AQmolecularQportraitQofQmaternalQsepsisQfromQByzantineQTroygQELifeeQ2017eQpeQ 8.9 26

30 SendaiQvirusQintrafhostQpopulationQdynamicsQandQhostQimmunocompetenceQinfluenceQviralQvirulenceQ
duringQpassagegQViruslEvolutioneQ2016eQleQvewiir 3.7 5

29 CharacterizationQofQGeneticQVariabilityQofQVenezuelanQEquineQEncephalitisQVirusesgQPLoSlONEeQ2016eQ
kkeQeikolpin 3.7 6

28 MiddleQEastQRespiratoryQSyndromeQCoronavirusQIntrafHostQPopulationsQAreQCharacterizedQbyQ
NumerousQHighQFrequencyQVariantsgQPLoSlONEeQ2016eQkkeQeiknplok 3.7 12

27 DraftQGenomeQSequencesQofQBiosafetyQLevelQlQOpportunisticQPathogensQIsolatedQfromQtheQ
EnvironmentalQSurfacesQofQtheQInternationalQSpaceQStationgQGenomelAnnouncementseQ2016eQneQ 9

26 TargetedQamplificationQforQenhancedQdetectionQofQbiothreatQagentsQbyQnextfgenerationQsequencinggQ
BMClResearchlNoteseQ2015eQreQprl 2.3 18

25 UsingQpopulationsQofQhumanQandQmicrobialQgenomesQforQorganismQdetectionQinQmetagenomesgQ
GenomelResearcheQ2015eQloeQkiopfpq 9.7 25

24 MetagenomicQanalysisQofQtheQairborneQenvironmentQinQurbanQspacesgQMicrobiallEcologyeQ2015eQpseQmnpfoo 4.4 59

23 MicrobialQprofilingQofQcombatQwoundQinfectionQthroughQdetectionQmicroarrayQandQnextfgenerationQ
sequencinggQJournalloflClinicallMicrobiologyeQ2014eQoleQlormfsn 9.7 38

22 AncientQpathogenQDNAQinQarchaeologicalQsamplesQdetectedQwithQaQMicrobialQDetectionQArraygQ
ScientificlReportseQ2014eQneQnlno 4.9 38

21 ForensicQinterpretationQofQmolecularQvariationQonQnetworksQofQdiseaseQtransmissionQandQgeneticQ
inheritancegQElectrophoresiseQ2014eQmoeQmkkqfln 3.6 2

20 DesignQandQOptimizationQofQaQMetagenomicsQAnalysisQWorkflowQforQNVRAMQ2014eQ 2

19 UltrafdeepQmutantQspectrumQprofilingtQimprovingQsequencingQaccuracyQusingQoverlappingQreadQpairsgQ
BMClGenomicseQ2013eQkneQsp 4.5 36

18 UltrafdeepQsequencingQofQintrafhostQrabiesQvirusQpopulationsQduringQcrossfspeciesQtransmissiongQ
PLoSlNeglectedlTropicallDiseaseseQ2013eQqeQelooo 4.8 33

17 ScalableQmetagenomicQtaxonomyQclassificationQusingQaQreferenceQgenomeQdatabasegQBioinformaticseQ
2013eQlseQllomfpi 7.2 127

16 TheQroleQofQviralQpopulationQdiversityQinQadaptationQofQbovineQcoronavirusQtoQnewQhostQ
environmentsgQPLoSlONEeQ2013eQreQeolqol 3.7 28

15 DesignQofQGenomicQSignaturesQforQPathogenQIdentificationQandQCharacterizationQ2011eQnsmfoir
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14 ConservedQaminoQacidQmarkersQfromQpastQinfluenzaQpandemicQstrainsgQBMClMicrobiologyeQ2009eQseQqq 4.5 30

13 DNAQsignaturesQforQdetectingQgeneticQengineeringQinQbacteriagQGenomelBiologyeQ2008eQseQRop 18.3 7

12 AutomatedQeukaryoticQgeneQstructureQannotationQusingQEVidenceModelerQandQtheQProgramQtoQ
AssembleQSplicedQAlignmentsgQGenomelBiologyeQ2008eQseQRq 18.3 1212

11 DraftQgenomeQofQtheQfilarialQnematodeQparasiteQBrugiaQmalayigQScienceeQ2007eQmkqeQkqopfpi 33.3 513

10 AQphylogeneticQgeneralizedQhiddenQMarkovQmodelQforQpredictingQalternativelyQsplicedQexonsgQ
AlgorithmslforlMolecularlBiologyeQ2006eQkeQkn 1.8 8

9 JIGSAWeQGeneZillaeQandQGlimmerHMMtQpuzzlingQoutQtheQfeaturesQofQhumanQgenesQinQtheQENCODEQ
regionsgQGenomelBiologyeQ2006eQqQSupplQkeQSsgkfkm 18.3 50

8 TheQgenomeQofQtheQbasidiomycetousQyeastQandQhumanQpathogenQCryptococcusQneoformansgQScience
eQ2005eQmiqeQkmlkfn 33.3 580

7 GenomeQsequenceQofQTheileriaQparvaeQaQbovineQpathogenQthatQtransformsQlymphocytesgQScienceeQ
2005eQmiseQkmnfq 33.3 259

6 JIGSAWtQintegrationQofQmultipleQsourcesQofQevidenceQforQgeneQpredictiongQBioinformaticseQ2005eQlkeQmospfpim7.2 127

5 ComputationalQgeneQpredictionQusingQmultipleQsourcesQofQevidencegQGenomelResearcheQ2004eQkneQknlfr 9.7 78

4 SequenceQofQPlasmodiumQfalciparumQchromosomesQleQkieQkkQandQkngQNatureeQ2002eQnkseQomkfn 50.4 146

3 GenomeQsequenceQofQtheQhumanQmalariaQparasiteQPlasmodiumQfalciparumgQNatureeQ2002eQnkseQnsrfokk 50.4 3336

2 GenomeQsequenceQandQcomparativeQanalysisQofQtheQmodelQrodentQmalariaQparasiteQPlasmodiumQ
yoeliiQyoeliigQNatureeQ2002eQnkseQoklfs 50.4 591

1 FDAfARGOStQAQPublicQQualityfControlledQGenomeQDatabaseQResourceQforQInfectiousQDiseaseQ
SequencingQDiagnosticsQandQRegulatoryQScienceQResearch 3
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