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n Paper IF Citations

105 PfamsOtheOproteinOfamiliesOdatabasefONucleiclAcidslResearchdO2014dOmkdODkkkelh 20.1 3975

104 TheOPfamOproteinOfamiliesOdatabasesOtowardsOaOmoreOsustainableOfuturefONucleiclAcidslResearchdO
2016dOmmdODkpreqn 20.1 3678

103 HMMEROwebOserversOinteractiveOsequenceOsimilarityOsearchingfONucleiclAcidslResearchdO2011dOlrdOWkrelp 20.1 2917

102 TheOPfamOproteinOfamiliesOdatabasefONucleiclAcidslResearchdO2012dOmhdODkrhelhi 20.1 2844

101 TheOPfamOproteinOfamiliesOdatabasefONucleiclAcidslResearchdO2004dOlkdODilqemi 20.1 2720

100 TheOPfamOproteinOfamiliesOdatabasefONucleiclAcidslResearchdO2010dOlqdODkiiekk 20.1 2467

99 TheOPfamOproteinOfamiliesOdatabaseOinOkhirfONucleiclAcidslResearchdO2019dOmpdODmkpeDmlk 20.1 2298

98 TheOEMBLeEBIOsearchOandOsequenceOanalysisOtoolsOzPIsOinOkhirfONucleiclAcidslResearchdO2019dOmpdOWoloeWomi20.1 2132

97 TheOPfamOproteinOfamiliesOdatabasefONucleiclAcidslResearchdO2008dOlodODkqieq 20.1 1806

96 PfamsOclansdOwebOtoolsOandOservicesfONucleiclAcidslResearchdO2006dOlmdODkmpeni 20.1 1784

95 InterProsOtheOintegrativeOproteinOsignatureOdatabasefONucleiclAcidslResearchdO2009dOlpdODkiien 20.1 1379

94 InterProOinOkhipebeyondOproteinOfamilyOandOdomainOannotationsfONucleiclAcidslResearchdO2017dOmndODirheDirr20.1 970

93 TheOInterProOproteinOfamiliesOdatabasesOtheOclassificationOresourceOafterOinOyearsfONucleiclAcidsl
ResearchdO2015dOmldODkileki 20.1 954

92 InterProOinOkhiisOnewOdevelopmentsOinOtheOfamilyOandOdomainOpredictionOdatabasefONucleiclAcidsl
ResearchdO2012dOmhdODlhoeik 20.1 844

91 InterProOinOkhirsOimprovingOcoveragedOclassificationOandOaccessOtoOproteinOsequenceOannotationsfO
NucleiclAcidslResearchdO2019dOmpdODlnieDloh 20.1 835

90 RfamOikfhsOupdatesOtoOtheORNzOfamiliesOdatabasefONucleiclAcidslResearchdO2015dOmldODilhep 20.1 723

89 TheOMEROPSOdatabaseOofOproteolyticOenzymesdOtheirOsubstratesOandOinhibitorsOinOkhipOandOaO
comparisonOwithOpeptidasesOinOtheOPzNTHEROdatabasefONucleiclAcidslResearchdO2018dOmodODokmeDolk 20.1 643
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88 ChallengesOinOhomologyOsearchsOHMMERlOandOconvergentOevolutionOofOcoiledecoilOregionsfONucleicl
AcidslResearchdO2013dOmidOeiki 20.1 629

87 PfamsOTheOproteinOfamiliesOdatabaseOinOkhkifONucleiclAcidslResearchdO2021dOmrdODmikeDmir 20.1 620

86 HMMEROwebOserversOkhiqOupdatefONucleiclAcidslResearchdO2018dOmodOWkhheWkhm 20.1 596

85 HMMEROwebOserversOkhinOupdatefONucleiclAcidslResearchdO2015dOmldOWlheq 20.1 590

84 RfamOilfhsOshiftingOtoOaOgenomeecentricOresourceOforOnonecodingORNzOfamiliesfONucleiclAcidsl
ResearchdO2018dOmodODllneDlmk 20.1 533

83 zOnewOgenomicOblueprintOofOtheOhumanOgutOmicrobiotafONaturedO2019dOnoqdOmrrenhm 50.4 484

82 TheOInterProOproteinOfamiliesOandOdomainsOdatabasesOkhOyearsOonfONucleiclAcidslResearchdO2021dOmrdODlmmeDlnm20.1 358

81 EnsemblOGenomesOkhiqsOanOintegratedOomicsOinfrastructureOforOnonevertebrateOspeciesfONucleicl
AcidslResearchdO2018dOmodODqhkeDqhq 20.1 330

80 RfamsOWikipediadOclansOandOtheORdecimalROreleasefONucleiclAcidslResearchdO2011dOlrdODimien 20.1 321

79 TheODfamOdatabaseOofOrepetitiveODNzOfamiliesfONucleiclAcidslResearchdO2016dOmmdODqier 20.1 295

78 iPfamsOvisualizationOofOproteineproteinOinteractionsOinOPDBOatOdomainOandOaminoOacidOresolutionsfO
BioinformaticsdO2005dOkidOmihek 7.2 263

77 zOhumanOgutObacterialOgenomeOandOcultureOcollectionOforOimprovedOmetagenomicOanalysesfONaturel
BiotechnologydO2019dOlpdOiqoeirk 44.5 224

76 SkylignsOaOtoolOforOcreatingOinformativedOinteractiveOlogosOrepresentingOsequenceOalignmentsOandO
profileOhiddenOMarkovOmodelsfOBMClBioinformaticsdO2014dOindOp 3.6 196

75 zOunifiedOcatalogOofOkhmdrlqOreferenceOgenomesOfromOtheOhumanOgutOmicrobiomefONaturel
BiotechnologydO2021dOlrdOihneiim 44.5 185

74 NoneCodingORNzOznalysisOUsingOtheORfamODatabasefOCurrentlProtocolslinlBioinformaticsdO2018dOokdOeni 24.2 152

73 DfamsOaOdatabaseOofOrepetitiveODNzObasedOonOprofileOhiddenOMarkovOmodelsfONucleiclAcidslResearchdO
2013dOmidODpheqk 20.1 147

72 DUFssOfamiliesOinOsearchOofOfunctionfOActalCrystallographicalSectionlF:lStructurallBiologyl
CommunicationsdO2010dOoodOiimqenk 145

71 MicrobialOabundancedOactivityOandOpopulationOgenomicOprofilingOwithOmOTUskfONaturel
CommunicationsdO2019dOihdOihim 17.4 134
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70 EBIOMetagenomicsOinOkhipsOenrichingOtheOanalysisOofOmicrobialOcommunitiesdOfromOsequenceOreadsO
toOassembliesfONucleiclAcidslResearchdO2018dOmodODpkoeDpln 20.1 130

69 MGnifysOtheOmicrobiomeOanalysisOresourceOinOkhkhfONucleiclAcidslResearchdO2020dOmqdODnpheDnpq 20.1 127

68 PredictingOactiveOsiteOresidueOannotationsOinOtheOPfamOdatabasefOBMClBioinformaticsdO2007dOqdOkrq 3.6 124

67 iPfamsOaOdatabaseOofOproteinOfamilyOandOdomainOinteractionsOfoundOinOtheOProteinODataOBankfONucleicl
AcidslResearchdO2014dOmkdODlomepl 20.1 120

66 RNzcentralsOaOcomprehensiveOdatabaseOofOnonecodingORNzOsequencesfONucleiclAcidslResearchdO2017dO
mndODikqeDilm 20.1 119

65 RfamOimsOexpandedOcoverageOofOmetagenomicdOviralOandOmicroRNzOfamiliesfONucleiclAcidslResearchdO
2021dOmrdODirkeDkhh 20.1 108

64 PfamOihOyearsOonsOihdhhhOfamiliesOandOstillOgrowingfOBriefingslinlBioinformaticsdO2008dOrdOkiher 13.4 101

63 CacheODomainsOThatOareOHomologousOtodObutODifferentOfromOPzSODomainsOCompriseOtheOLargestO
SuperfamilyOofOExtracellularOSensorsOinOProkaryotesfOPLoSlComputationallBiologydO2016dOikdOeihhmqok 5 95

62 MassiveOexpansionOofOhumanOgutObacteriophageOdiversityfOCelldO2021dOiqmdOihrqeiihrfer 56.2 93

61 TheOEuropeanOBioinformaticsOInstituteOinOkhiosODataOgrowthOandOintegrationfONucleiclAcidslResearchdO
2016dOmmdODkheo 20.1 91

60 RNzcentralsOaOhubOofOinformationOforOnonecodingORNzOsequencesfONucleiclAcidslResearchdO2019dOmpdODkkieDkkr20.1 90

59 RNzcentralsOanOinternationalOdatabaseOofOncRNzOsequencesfONucleiclAcidslResearchdO2015dOmldODikler 20.1 89

58 EBIOmetagenomicsOinOkhioeeanOexpandingOandOevolvingOresourceOforOtheOanalysisOandOarchivingOofO
metagenomicOdatafONucleiclAcidslResearchdO2016dOmmdODnrneohl 20.1 81

57 IntegratingObiologicalOdataeetheODistributedOznnotationOSystemfOBMClBioinformaticsdO2008dOrOSupplO
qdOSl 3.6 77

56 DefiningOtheOinOVivoORoleOforOcytochromeObnOinOcytochromeOPmnhOfunctionOthroughOtheOconditionalO
hepaticOdeletionOofOmicrosomalOcytochromeObnfOJournalloflBiologicallChemistrydO2008dOkqldOlilqnerl 5.4 69

55 RepresentativeOproteomessOaOstabledOscalableOandOunbiasedOproteomeOsetOforOsequenceOanalysisOandO
functionalOannotationfOPLoSlONEdO2011dOodOeiqrih 3.7 67

54 UnsaturatedOfattyOacidOregulationOofOcytochromeOPmnhOexpressionOviaOaOCzRedependentOpathwayfO
BiochemicallJournaldO2009dOmipdOmlenm 3.8 61

53 BenchmarkingOtaxonomicOassignmentsObasedOonOioSOrRNzOgeneOprofilingOofOtheOmicrobiotaOfromO
commonlyOsampledOenvironmentsfOGigaSciencedO2018dOpdO 7.6 61
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52 DeletionOofOmicrosomalOcytochromeObnOprofoundlyOaffectsOhepaticOandOextrahepaticOdrugO
metabolismfOMolecularlPharmacologydO2010dOpqdOkorepq 4.3 60

51 IntegratingOsequenceOandOstructuralObiologyOwithODzSfOBMClBioinformaticsdO2007dOqdOlll 3.6 57

50 ComputationalOstrategiesOtoOcombatOCOVIDeirsOusefulOtoolsOtoOaccelerateOSzRSeCoVekOandO
coronavirusOresearchfOBriefingslinlBioinformaticsdO2021dOkkdOomkeool 13.4 56

49 HPMCDsOtheOdatabaseOofOhumanOmicrobialOcommunitiesOfromOmetagenomicOdatasetsOandOmicrobialO
referenceOgenomesfONucleiclAcidslResearchdO2016dOmmdODohmer 20.1 50

48 TheOHMMEROWebOServerOforOProteinOSequenceOSimilarityOSearchfOCurrentlProtocolslinlBioinformaticsdO
2017dOohdOlfinfielfinfkl 24.2 49

47 IdentifyingOproteinOdomainsOwithOtheOPfamOdatabasefOCurrentlProtocolslinlBioinformaticsdO2008dO
ChapterOkdOUnitOkfn 24.2 43

46 RNzcentralOkhkisOsecondaryOstructureOintegrationdOimprovedOsequenceOsearchOandOnewOmemberO
databasesfONucleiclAcidslResearchdO2021dOmrdODkikeDkkh 20.1 42

45 SCOOPsOaOsimpleOmethodOforOidentificationOofOnovelOproteinOsuperfamilyOrelationshipsfO
BioinformaticsdO2007dOkldOqhreim 7.2 36

44
ConditionalOdeletionOofOcytochromeOPmnhOoxidoreductaseOinOtheOliverOandOgastrointestinalOtractsOaO
newOmodelOforOstudyingOtheOfunctionsOofOtheOPmnhOsystemfOJournalloflPharmacologylandl
ExperimentallTherapeuticsdO2007dOlkkdOmhep

4.7 33

43 COVIDeirOpandemicOrevealsOtheOperilOofOignoringOmetadataOstandardsfOScientificlDatadO2020dOpdOiqq 8.2 30

42 ModifierOeffectsObetweenOregulatoryOandOproteinecodingOvariationfOPLoSlGeneticsdO2008dOmdOeihhhkmm 6 30

41 TheOmetagenomicOdataOlifeecyclesOstandardsOandObestOpracticesfOGigaSciencedO2017dOodOieii 7.6 29

40 MicrobialOcompositionOofOKombuchaOdeterminedOusingOampliconOsequencingOandOshotgunO
metagenomicsfOJournalloflFoodlSciencedO2020dOqndOmnnemom 3.4 28

39 BacterialOpleckstrinOhomologyOdomainssOaOprokaryoticOoriginOforOtheOPHOdomainfOJournalloflMolecularl
BiologydO2010dOlrodOliemo 6.5 25

38 CytochromeObnOnullOmousesOaOnewOmodelOforOstudyingOinheritedOskinOdisordersOandOtheOroleOofO
unsaturatedOfattyOacidsOinOnormalOhomeostasisfOTransgeniclResearchdO2011dOkhdOmrienhk 3.3 24

37 MakingOyourOdatabaseOavailableOthroughOWikipediasOtheOprosOandOconsfONucleiclAcidslResearchdO2012dO
mhdODreik 20.1 23

36 ExperienceOusingOwebOservicesOforObiologicalOsequenceOanalysisfOBriefingslinlBioinformaticsdO2008dOrdOmrlenhn13.4 22

35 IdentifyingOaccurateOmetagenomeOandOampliconOsoftwareOviaOaOmetaeanalysisOofOsequenceOtoO
taxonomyObenchmarkingOstudiesfOPeerJdO2019dOpdOeoioh 3.1 22
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34 PhylogenomicsOofOexpandingOunculturedOenvironmentalOTenericutesOprovidesOinsightsOintoOtheirO
pathogenicityOandOevolutionaryOrelationshipOwithOBacillifOBMClGenomicsdO2020dOkidOmhq 4.5 19

33 ReportingOguidelinesOforOhumanOmicrobiomeOresearchsOtheOSTORMSOchecklistfONaturelMedicinedO2021
dOkpdOiqqneiqrk 50.5 19

32 EstimatingOtheOqualityOofOeukaryoticOgenomesOrecoveredOfromOmetagenomicOanalysisOwithOEukCCfO
GenomelBiologydO2020dOkidOkmm 18.3 19

31 GOOannotationOinOInterProsOwhyOstabilityOdoesOnotOindicateOaccuracyOinOaOseaOofOchangingO
annotationsfODatabase:lthelJournalloflBiologicallDatabaseslandlCurationdO2016dOkhiodO 5 16

30 TheOchallengeOofOincreasingOPfamOcoverageOofOtheOhumanOproteomefODatabase:lthelJournallofl
BiologicallDatabaseslandlCurationdO2013dOkhildObathkl 5 16

29 RkDTOisOaOframeworkOforOpredictingOandOvisualisingORNzOsecondaryOstructureOusingOtemplatesfO
NaturelCommunicationsdO2021dOikdOlmrm 17.4 16

28 MicrobialOcommunityOdriversOofOPKgNRPOgeneOdiversityOinOselectedOglobalOsoilsfOMicrobiomedO2019dOpdOpq 16.6 15

27 GenomeOpropertiesOinOkhirsOaOnewOcompanionOdatabaseOtoOInterProOforOtheOinferenceOofOcompleteO
functionalOattributesfONucleiclAcidslResearchdO2019dOmpdODnomeDnpk 20.1 15

26 zOunifiedOsequenceOcatalogueOofOoverOkqhdhhhOgenomesOobtainedOfromOtheOhumanOgutOmicrobiome 14

25 TheOcrystalOstructureOofOaObacterialOSufuelikeOproteinOdefinesOaOnovelOgroupOofObacterialOproteinsOthatO
areOsimilarOtoOtheONeterminalOdomainOofOhumanOSufufOProteinlSciencedO2010dOirdOkiliemh 6.3 12

24 EnsemblOGenomesOkhkksOanOexpandingOgenomeOresourceOforOnonevertebratesfONucleiclAcidsl
ResearchdO2021dO 20.1 12

23 TreeGraftersOphylogeneticOtreeebasedOannotationOofOproteinsOwithOGeneOOntologyOtermsOandOotherO
annotationsfOBioinformaticsdO2019dOlndOniqenkh 7.2 12

22 ELIXIReEXCELERzTEsOestablishingOEuropeWsOdataOinfrastructureOforOtheOlifeOscienceOresearchOofOtheO
futurefOEMBOlJournaldO2021dOmhdOeihpmhr 13 11

21 zOcatalogueOofOidiopOgenomesOfromOtheOhumanOgutOarchaeomeffONaturelMicrobiologydO2021dO 26.6 9

20 UnifyingOtheOknownOandOunknownOmicrobialOcodingOsequenceOspace 9

19 zOvaccinologyOzpproachOtoOtheOIdentificationOandOCharacterizationOofOCandidateOProtectiveO
zntigensOforOtheOControlOofOPoultryORedOMiteOInfestationsfOVaccinesdO2019dOpdO 5.3 9

18 PredictedOInputOofOUnculturedOFungalOSymbiontsOtoOaOLichenOSymbiosisOfromO
MetagenomeezssembledOGenomesfOGenomelBiologylandlEvolutiondO2021dOildO 3.9 8

17 GenomelDsOintegratingOaOcollaborativeOdataOpipelineOtoOexpandOtheOdepthOandObreadthOofO
consensusOproteinOstructureOannotationfONucleiclAcidslResearchdO2020dOmqdODlimeDlir 20.1 7
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16 ElevenOquickOtipsOtoObuildOaOusableORESTOzPIOforOlifeOsciencesfOPLoSlComputationallBiologydO2018dOimdOeihhonmk5 7

15 ELIXIROpilotOactionsOMarineOmetagenomicsOeOtowardsOaOdomainOspecificOsetOofOsustainableOservicesfO
F1000ResearchdO2017dOodO 3.6 6

14 IntegratingOcultivationOandOmetagenomicsOforOaOmultiekingdomOviewOofOskinOmicrobiomeOdiversityO
andOfunctionsffONaturelMicrobiologydO2021dO 26.6 6

13 TheOcomplexitydOchallengesOandObenefitsOofOcomparingOtwoOtransporterOclassificationOsystemsOinO
TCDBOandOPfamfOBriefingslinlBioinformaticsdO2015dOiodOqonepk 13.4 5

12
CreatingOaOspecialistOproteinOresourceOnetworksOaOmeetingOreportOforOtheOproteinObioinformaticsOandO
communityOresourcesOretreatfODatabase:lthelJournalloflBiologicallDatabaseslandlCurationdO2015dO
khindObavhol

5 5

11 ConformationalOchangesOofOEscherichiaOcoliOsigmanmeRNzepolymeraseOuponOclosedepromoterO
complexOformationfOJournalloflMolecularlBiologydO2005dOlnmdOkhien 6.5 4

10 DeterminationOofOEscherichiaOcoliORNzOpolymeraseOstructureObyOsingleOparticleOcryoelectronO
microscopyfOMethodslinlEnzymologydO2003dOlphdOkmemk 1.7 4

9 UnifyingOtheOknownOandOunknownOmicrobialOcodingOsequenceOspaceffOELifedO2022dOiidO 8.9 4

8 EstimatingOtheOqualityOofOeukaryoticOgenomesOrecoveredOfromOmetagenomicOanalysis 3

7 RkDTsOcomputationalOframeworkOforOtemplateebasedORNzOsecondaryOstructureOvisualisationOacrossO
nonecodingORNzOtypes 3

6 ExploringONoneCodingORNzsOinORNzcentralfOCurrentlProtocolslinlBioinformaticsdO2020dOpidOeihm 24.2 3

5 znOinterelaboratoryOstudyOtoOinvestigateOtheOimpactOofOtheObioinformaticsOcomponentOonO
microbiomeOanalysisOusingOmockOcommunitiesfOScientificlReportsdO2021dOiidOihnrh 4.9 3

4 TheOEnsemblOCOVIDeirOresourcesOongoingOintegrationOofOpublicOSzRSeCoVekOdatafONucleiclAcidsl
ResearchdO2021dO 20.1 3

3 lDPatchsOfastOlDOstructureOvisualizationOwithOresidueOconservationfOBioinformaticsdO2019dOlndOllkellm 7.2 2

2 RecoveringOprokaryoticOgenomesOfromOhosteassociateddOshortereadOshotgunOmetagenomicO
sequencingOdatafONaturelProtocolsdO2021dOiodOknkheknmi 18.8 2

1
MetagenomicsOapproachOforOPolymyxaObetaeOgenomeOassemblyOenablesOcomparativeOanalysisO
towardsOdecipheringOtheOintracellularOparasiticOlifestyleOofOtheOplasmodiophoridsfOGenomicsdO2021dO
iimdOrekk

4.3 0
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