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k Paper IF Citations

76 ProteinMdomainbbasedMpredictionMofMdrugdcompoundbtargetMinteractionsMandMexperimentalM
validationMonMLIMMkinasescMPLoShComputationalhBiologyaM2021aMflaMefeenflf 5 1

75 TheMIntvctMdatabaseoMefficientMaccessMtoMfinebgrainedMmolecularMinteractionMdatacMNucleichAcidsh
ResearchaM2021aM 20.1 15

74 vMGOMcatalogueMofMhumanMyNvbbindingMtranscriptionMfactorscMBiochimicahEthBiophysicahActah-hGeneh
RegulatoryhMechanismsaM2021aMfmkiaMfnilkj 6 0

73 TheMGeneMOntologyMresourceoMenrichingMaMGOldMminecMNucleichAcidshResearchaM2021aMinaMyhgjbyhhi 20.1 494

72 xROsswvRoMcomprehensiveMresourceMofMbiomedicalMrelationsMwithMknowledgeMgraphM
representationscMNucleichAcidshResearchaM2021aMinaMenk 20.1 3

71 znhancingMtheMinteroperabilityMofMglycanMdataMflowMbetweenMxhzwIaMPubxhemaMandMGlyGencM
GlycobiologyaM2021aM 5.8 1

70 MyeePredoMnovelMmultibchannelMproteinMfeaturizationMforMdeepMlearningbbasedMbindingMaffinityM
predictionMinMdrugMdiscoverycMBioinformaticsaM2021aMhlaMknhblei 7.2 14

69 UniProtoMtheMuniversalMproteinMknowledgebaseMinMgegfcMNucleichAcidshResearchaM2021aMinaMyimebyimn 20.1 1073

68 GeneMOntologyMxurationMofMNeuroinflammationMwiologyMImprovesMtheMInterpretationMofMvlzheimerTsM
yiseaseMGeneMzxpressionMyatacMJournalhofhAlzheimerrshDiseaseaM2020aMljaMfiflbfihj 4.3 6

67 UniRuleoMaMunifiedMruleMresourceMforMautomaticMannotationMinMtheMUniProtMKnowledgebasecM
BioinformaticsaM2020aMhkaMikihbikim 7.2 19

66 TheMQuestMforMOrthologsMbenchmarkMserviceMandMconsensusMcallsMinMgegecMNucleichAcidshResearchaM
2020aMimaMWjhmbWjij 20.1 17

65 GlyGenMdataMmodelMandMprocessingMworkflowcMBioinformaticsaM2020aMhkaMhnifbhnih 7.2 10

64 yzzPScreenoMhighMperformanceMdrugbtargetMinteractionMpredictionMwithMconvolutionalMneuralM
networksMusingMgbyMstructuralMcompoundMrepresentationscMChemicalhScienceaM2020aMffaMgjhfbgjjl 9.4 61

63 zffectMofMsequenceMpaddingMonMtheMperformanceMofMdeepMlearningMmodelsMinMarchaealMproteinM
functionalMpredictioncMScientifichReportsaM2020aMfeaMfikhi 4.9 6

62 GlyGenoMxomputationalMandMInformaticsMResourcesMforMGlycosciencecMGlycobiologyaM2020aMheaMlgblh 5.8 53

61  vIRMadoptionaMassessmentMandMchallengesMatMUniProtcMScientifichDataaM2019aMkaMflj 8.2 6

60 yzzPredoMvutomatedMProteinM unctionMPredictionMwithMMultibtaskM eedbforwardMyeepMNeuralM
NetworkscMScientifichReportsaM2019aMnaMlhii 4.9 40
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59 UniProtMgenomicMmappingMforMdecipheringMfunctionalMeffectsMofMmissenseMvariantscMHumanhMutationaM
2019aMieaMkniblej 4.7 13

58 RecentMapplicationsMofMdeepMlearningMandMmachineMintelligenceMonMinMsilicoMdrugMdiscoveryoMmethodsaM
toolsMandMdatabasescMBriefingshinhBioinformaticsaM2019aMgeaMfmlmbfnfg 13.4 155

57 TheMxv vMchallengeMreportsMimprovedMproteinMfunctionMpredictionMandMnewMfunctionalMannotationsM
forMhundredsMofMgenesMthroughMexperimentalMscreenscMGenomehBiologyaM2019aMgeaMgii 18.3 111

56
SI TSoMupdatedMStructureMIntegrationMwithM unctionaMTaxonomyMandMSequencesMresourceMallowsM
iebfoldMincreaseMinMcoverageMofMstructurebbasedMannotationsMforMproteinscMNucleichAcidshResearchaM
2019aMilaMyimgbyimn

20.1 69

55 Pro ormaoMvMStandardMProteoformMNotationcMJournalhofhProteomehResearchaM2018aMflaMfhgfbfhgj 5.6 27

54 zxpandingMtheMhorizonsMofMmicroRNvMbioinformaticscMRnaaM2018aMgiaMfeejbfefl 5.8 19

53 LargebscaleMautomatedMfunctionMpredictionMofMproteinMsequencesMandManMexperimentalMcaseMstudyM
validationMonMPTzNMtranscriptMvariantscMProteins:hStructurezhFunctionhandhBioinformaticsaM2018aMmkaMfhjbfjf4.2 4

52 ImprovingMtheMGeneMOntologyMResourceMtoM acilitateMMoreMInformativeMvnalysisMandMInterpretationM
ofMvlzheimerTsMyiseaseMyatacMGenesaM2018aMnaM 4.2 6

51 zxPredoMaMtoolMforMtheMpredictionMofMtheMenzymaticMfunctionsMofMproteinMsequencesMbasedMonMtheMzxM
nomenclaturecMBMChBioinformaticsaM2018aMfnaMhhi 3.6 44

50 GearingMupMtoMhandleMtheMmosaicMnatureMofMlifeMinMtheMquestMforMorthologscMBioinformaticsaM2018aMhiaMhghbhgn7.2 25

49 UniclustMdatabasesMofMclusteredMandMdeeplyMannotatedMproteinMsequencesMandMalignmentscMNucleich
AcidshResearchaM2017aMijaMyflebyflk 20.1 199

48 TheMProteinsMvPIoMaccessingMkeyMintegratedMproteinMandMgenomeMinformationcMNucleichAcidshResearchaM
2017aMijaMWjhnbWjii 20.1 43

47 ProtVistaoMvisualizationMofMproteinMsequenceMannotationscMBioinformaticsaM2017aMhhaMgeiebgeif 7.2 44

46 IdentifiersMforMtheMgfstMcenturyoMHowMtoMdesignaMprovisionaMandMreuseMpersistentMidentifiersMtoM
maximizeMutilityMandMimpactMofMlifeMscienceMdatacMPLoShBiologyaM2017aMfjaMegeefifi 9.7 63

45 UniProtMProteinMKnowledgebasecMMethodshinhMolecularhBiologyaM2017aMfjjmaMifbjj 1.4 157

44 UniProtbyvvxoMdomainMarchitectureMalignmentMandMclassificationaMaMnewMmethodMforMautomaticM
functionalMannotationMinMUniProtKwcMBioinformaticsaM2016aMhgaMggkiblf 7.2 22

43 PredictionMofMMetabolicMPathwayMInvolvementMinMProkaryoticMUniProtKwMyataMbyMvssociationMRuleM
MiningcMPLoShONEaM2016aMffaMeefjmmnk 3.7 11

42 MinimizingMproteomeMredundancyMinMtheMUniProtMKnowledgebasecMDatabase:hthehJournalhofh
BiologicalhDatabaseshandhCurationaM2016aMgefkaM 5 16

(2016-2019)
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41 UniProtMToolscMCurrenthProtocolshinhBioinformaticsaM2016aMjhaMfcgncfbfcgncfj 24.2 77

40  romMdataMrepositoriesMtoMsubmissionMportalsoMrethinkingMtheMroleMofMdomainbspecificMdatabasesMinM
xollecT cMDatabase:hthehJournalhofhBiologicalhDatabaseshandhCurationaM2016aMgefkaM 5 12

39 StandardizedMbenchmarkingMinMtheMquestMforMorthologscMNaturehMethodsaM2016aMfhaMigjbhe 21.6 133

38 vnMexpandedMevaluationMofMproteinMfunctionMpredictionMmethodsMshowsManMimprovementMinM
accuracycMGenomehBiologyaM2016aMflaMfmi 18.3 218

37 TheMGOvMdatabaseoMgeneMOntologyMannotationMupdatesMforMgefjcMNucleichAcidshResearchaM2015aMihaMyfejlbkh20.1 361

36 SearchingMandMNavigatingMUniProtMyatabasescMCurrenthProtocolshinhBioinformaticsaM2015aMjeaMfcglcfbfcglcfe24.2 61

35 UnderstandingMhowMandMwhyMtheMGeneMOntologyMandMitsMannotationsMevolveoMtheMGOMwithinMUniProtcM
GigaScienceaM2014aMhaMi 7.6 58

34 vnalysisMofMtheMproteinMdomainMandMdomainMarchitectureMcontentMinMfungiMandMitsMapplicationMinMtheM
searchMofMnewMantifungalMtargetscMPLoShComputationalhBiologyaM2014aMfeaMefeehlhh 5 15

33  eatureVieweraMaMwioJSMcomponentMforMvisualizationMof´ positionbbasedMannotationsMinMproteinM
sequencescMF1000ResearchaM2014aMhaMil 3.6 7

32  eatureVieweraMaMwioJSMcomponentMforMvisualizationMof´ positionbbasedMannotationsMinMproteinM
sequencescMF1000ResearchaM2014aMhaMil 3.6 7

31 wioJSoManMopenMsourceMJavaScriptMframeworkMforMbiologicalMdataMvisualizationcMBioinformaticsaM2013aM
gnaMffehbi 7.2 88

30 TheMxOMwRzXMprojectoMdesignaMmethodologyaMandMinitialMresultscMPLoShBiologyaM2013aMffaMefeefkhm 9.7 47

29 TheMzwIMenzymeMportalcMNucleichAcidshResearchaM2013aMifaMyllhbme 20.1 13

28 UseMofMGeneMOntologyMvnnotationMtoMunderstandMtheMperoxisomeMproteomeMinMhumanscMDatabase:h
thehJournalhofhBiologicalhDatabaseshandhCurationaM2013aMgefhaMbasekg 5 16

27 HvMvPMinMgefhaMnewMdevelopmentsMinMtheMproteinMfamilyMclassificationMandMannotationMsystemcM
NucleichAcidshResearchaM2013aMifaMyjmibn 20.1 52

26 UpdateMonMactivitiesMatMtheMUniversalMProteinMResourceMUUniProtVMinMgefhcMNucleichAcidshResearchaM
2013aMifaMyihbl 20.1 589

25 SI TSoMStructureMIntegrationMwithM unctionaMTaxonomyMandMSequencesMresourcecMNucleichAcidsh
ResearchaM2013aMifaMyimhbn 20.1 181

24 GeneMOntologyMannotationsMandMresourcescMNucleichAcidshResearchaM2013aMifaMyjhebj 20.1 397
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23 ReorganizingMtheMproteinMspaceMatMtheMUniversalMProteinMResourceMUUniProtVcMNucleichAcidshResearchaM
2012aMieaMylfbj 20.1 1096

22 TheMGeneMOntologyoMenhancementsMforMgeffcMNucleichAcidshResearchaM2012aMieaMyjjnbki 20.1 166

21 vnti amoMaMtoolMtoMhelpMidentifyMspuriousMOR sMinMproteinMannotationcMDatabase:hthehJournalhofh
BiologicalhDatabaseshandhCurationaM2012aMgefgaMbaseeh 5 18

20 TheMUniProtbGOMvnnotationMdatabaseMinMgeffcMNucleichAcidshResearchaM2012aMieaMyjkjble 20.1 265

19 MyyasaManMextensibleMJavaMyvSMservercMPLoShONEaM2012aMlaMeiifme 3.7 2

18 TheMimpactMofMfocusedMGeneMOntologyMcurationMofMspecificMmammalianMsystemscMPLoShONEaM2011aMkaMegljif3.7 22

17 yastyhaMaMWzwMframeworkMforMyvScMBioinformaticsaM2011aMglaMgkfkbl 7.2 9

16 InfrastructureMforMtheMlifeMsciencesoMdesignMandMimplementationMofMtheMUniProtMwebsitecMBMCh
BioinformaticsaM2009aMfeaMfhk 3.6 366

15 UniProtJvPIoMaMremoteMvPIMforMaccessingMUniProtMdatacMBioinformaticsaM2008aMgiaMfhgfbg 7.2 32

14 TheMUniversalMProteinMResourceMUUniProtVoManMexpandingMuniverseMofMproteinMinformationcMNucleich
AcidshResearchaM2006aMhiaMyfmlbnf 20.1 839

13 TheMUniversalMProteinMResourceMUUniProtVcMNucleichAcidshResearchaM2005aMhhaMyfjibn 20.1 1231

12 UniProtoMtheMUniversalMProteinMknowledgebasecMNucleichAcidshResearchaM2004aMhgaMyffjbn 20.1 2195

11 ProteinMSequenceMyatabaseMMethodsM2004aMfhbfl

10 ManagingMcoreMresourcesMforMgenomicsMandMproteomicscMPharmacogenomicsaM2003aMiaMhihbje 2.6 4

9 TheMSWISSbPROTMproteinMknowledgebaseMandMitsMsupplementMTrzMwLMinMgeehcMNucleichAcidsh
ResearchaM2003aMhfaMhkjble 20.1 2375

8 xomparingMbacterialMgenomesMthroughMconservationMprofilescMGenomehResearchaM2003aMfhaMnnfbm 9.7 20

7 TheMzuropeanMwioinformaticsMInstituteTsMdataMresourcescMNucleichAcidshResearchaM2003aMhfaMihbje 20.1 38

6 HighbqualityMproteinMknowledgeMresourceoMSWISSbPROTMandMTrzMwLcMBriefingshinhBioinformaticsaM
2002aMhaMgljbmi 13.4 206

(2002-2012)
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5 TheMroleMSWISSbPROTMandMTrzMwLMplayMinMtheMgenomeMresearchMenvironmentcMJournalhofh
BiotechnologyaM2000aMlmaMggfbhi 3.7 18

4 vMGOMcatalogueMofMhumanMyNvbbindingMtranscriptionMfactors 4

3 TheMxv vMchallengeMreportsMimprovedMproteinMfunctionMpredictionMandMnewMfunctionalMannotationsM
forMhundredsMofMgenesMthroughMexperimentalMscreens 7

2 IdentifiersMforMtheMgfstMcenturyoMHowMtoMdesignaMprovisionaMandMreuseMpersistentMidentifiersMtoM
maximizeMutilityMandMimpactMofMlifeMscienceMdata 1

1 vMcommunitybdrivenMroadmapMtoMadvanceMresearchMonMtranslatedMopenMreadingMframesMdetectedMbyMRibobseq 4

Maria Jesus Martin

6


