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k Paper IF Citations

203 UsingKdeepKlearningKtoKannotateKtheKproteinKuniverseYYKNatureeBiotechnologyWK2022WK 44.5 13

202 UnifyingKtheKknownKandKunknownKmicrobialKcodingKsequenceKspaceYYKELifeWK2022WKbbWK 8.9 4

201 rKmouseKmodelKofKoccultKintestinalKcolonizationKdemonstratingKantibioticXinducedKoutgrowthKofK
carbapenemXresistantKvnterobacteriaceaeYYKMicrobiomeWK2022WKbaWKed 16.6 0

200 rKcatalogueKofKbWbghKgenomesKfromKtheKhumanKgutKarchaeomeYYKNatureeMicrobiologyWK2021WK 26.6 9

199
MetagenomicsKapproachKforKPolymyxaKbetaeKgenomeKassemblyKenablesKcomparativeKanalysisK
towardsKdecipheringKtheKintracellularKparasiticKlifestyleKofKtheKplasmodiophoridsYKGenomicsWK2021WK
bbeWKjXcc

4.3 0

198 vnsemblKxenomesKcacckKanKexpandingKgenomeKresourceKforKnonXvertebratesYKNucleiceAcidse
ResearchWK2021WK 20.1 12

197 TheKvuropeanKsioinformaticsKznstituteKSvMsLXvszTKinKcacbYKNucleiceAcidseResearchWK2021WK 20.1 2

196 ReportingKguidelinesKforKhumanKmicrobiomeKresearchkKtheKSTORMSKchecklistYKNatureeMedicineWK2021
WKchWKbiifXbijc 50.5 19

195 PredictedKznputKofKUnculturedKwungalKSymbiontsKtoKaKLichenKSymbiosisKfromK
MetagenomeXrssembledKxenomesYKGenomeeBiologyeandeEvolutionWK2021WKbdWK 3.9 8

194 RecoveringKprokaryoticKgenomesKfromKhostXassociatedWKshortXreadKshotgunKmetagenomicK
sequencingKdataYKNatureeProtocolsWK2021WKbgWKcfcaXcfeb 18.8 2

193 SequenceKanalysisKofKtyrosineKrecombinasesKallowsKannotationKofKmobileKgeneticKelementsKinK
prokaryoticKgenomesYKMoleculareSystemseBiologyWK2021WKbhWKejiia 12.2 4

192 rnKinterXlaboratoryKstudyKtoKinvestigateKtheKimpactKofKtheKbioinformaticsKcomponentKonK
microbiomeKanalysisKusingKmockKcommunitiesYKScientificeReportsWK2021WKbbWKbafja 4.9 3

191 RcuTKisKaKframeworkKforKpredictingKandKvisualisingKRNrKsecondaryKstructureKusingKtemplatesYK
NatureeCommunicationsWK2021WKbcWKdeje 17.4 16

190 PeriscopeKProteinsKareKvariableXlengthKregulatorsKofKbacterialKcellKsurfaceKinteractionsYKProceedingse
ofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaWK2021WKbbiWK 11.5 1

189 tomputationalKstrategiesKtoKcombatKtOVzuXbjkKusefulKtoolsKtoKaccelerateKSrRSXtoVXcKandK
coronavirusKresearchYKBriefingseineBioinformaticsWK2021WKccWKgecXggd 13.4 56

188 TheKznterProKproteinKfamiliesKandKdomainsKdatabasekKcaKyearsKonYKNucleiceAcidseResearchWK2021WKejWKudeeXudfe20.1 358

187 rKunifiedKcatalogKofKcaeWjdiKreferenceKgenomesKfromKtheKhumanKgutKmicrobiomeYKNaturee
BiotechnologyWK2021WKdjWKbafXbbe 44.5 185
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186 RfamKbekKexpandedKcoverageKofKmetagenomicWKviralKandKmicroRNrKfamiliesYKNucleiceAcidseResearchWK
2021WKejWKubjcXucaa 20.1 108

185 UniProtkKtheKuniversalKproteinKknowledgebaseKinKcacbYKNucleiceAcidseResearchWK2021WKejWKueiaXueij 20.1 1073

184 PfamkKTheKproteinKfamiliesKdatabaseKinKcacbYKNucleiceAcidseResearchWK2021WKejWKuebcXuebj 20.1 620

183 yowKtoKuseKtheKMvROPSKdatabaseKandKwebsiteKtoKhelpKunderstandKpeptidaseKspecificityYKProteine
ScienceWK2021WKdaWKidXjc 6.3 14

182 TheKvnsemblKtOVzuXbjKresourcekKongoingKintegrationKofKpublicKSrRSXtoVXcKdataYKNucleiceAcidse
ResearchWK2021WK 20.1 3

181 NavigatingKbacterialKtaxonomyKinKaKworldKofKuncharteredKmicrobialKorganismsYK2021WKbhjXbjh

180 MassiveKexpansionKofKhumanKgutKbacteriophageKdiversityYKCellWK2021WKbieWKbajiXbbajYej 56.2 93

179 tryoXvMKstructuresKofKhumanKRNrKpolymeraseKzzzKinKitsKunboundKandKtranscribingKstatesYKNaturee
StructuraleandeMoleculareBiologyWK2021WKciWKcbaXcbj 17.6 25

178 vLzXzRXvXtvLvRrTvkKestablishingKvuropeRsKdataKinfrastructureKforKtheKlifeKscienceKresearchKofKtheK
futureYKEMBOeJournalWK2021WKeaWKebaheaj 13 11

177 yighlyKaccurateKproteinKstructureKpredictionKforKtheKhumanKproteomeYKNatureWK2021WKfjgWKfjaXfjg 50.4 399

176 uiscoveryKofKfibrillarKadhesinsKacrossKbacterialKspeciesYKBMCeGenomicsWK2021WKccWKffa 4.5 0

175 zntegratingKcultivationKandKmetagenomicsKforKaKmultiXkingdomKviewKofKskinKmicrobiomeKdiversityK
andKfunctionsYYKNatureeMicrobiologyWK2021WK 26.6 6

174 tOVzuXbjKpandemicKrevealsKtheKperilKofKignoringKmetadataKstandardsYKScientificeDataWK2020WKhWKbii 8.2 30

173 PhylogenomicsKofKexpandingKunculturedKenvironmentalKTenericutesKprovidesKinsightsKintoKtheirK
pathogenicityKandKevolutionaryKrelationshipKwithKsacilliYKBMCeGenomicsWK2020WKcbWKeai 4.5 19

172 TheKvLzXzRKtoreKuataKResourceskKfundamentalKinfrastructureKforKtheKlifeKsciencesYKBioinformaticsWK
2020WKdgWKcgdgXcgec 7.2 29

171 MicrobialKcompositionKofKβombuchaKdeterminedKusingKampliconKsequencingKandKshotgunK
metagenomicsYKJournaleofeFoodeScienceWK2020WKifWKeffXege 3.4 28

170 MicrobiotaKtharacterizationKofKrgriculturalKxreenKWasteXsasedKSuppressiveKtompostsKUsingKOmicsK
andKtlassicKrpproachesYKAgricultureeoSwitzerlandpWK2020WKbaWKgb 3 14

169
TheKthrombospondinKmoduleKbKdomainKofKtheKmatricellularKproteinKttNdKshowsKanKatypicalK
disulfideKpatternKandKincompleteKtWRKlayersYKActaeCrystallographicaeSectioneD:eStructuraleBiologyWK
2020WKhgWKbceXbde

5.5 0

(2020-2021)
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168 MxnifykKtheKmicrobiomeKanalysisKresourceKinKcacaYKNucleiceAcidseResearchWK2020WKeiWKufhaXufhi 20.1 127

167 xenomedukKintegratingKaKcollaborativeKdataKpipelineKtoKexpandKtheKdepthKandKbreadthKofK
consensusKproteinKstructureKannotationYKNucleiceAcidseResearchWK2020WKeiWKudbeXudbj 20.1 7

166 rwe_wMRcKwamilyKyomologKRegulatesKyeatXShockXznducedKxeneKvxpressionYKGeneticsWK2020WKcbfWKbadjXbafe4 1

165 rcetylationKofKSurfaceKtarbohydratesKinKsacterialKPathogensKRequiresKtoordinatedKrctionKofKaK
TwoXuomainKMembraneXsoundKrcyltransferaseYKMBioWK2020WKbbWK 7.8 9

164 vxploringKNonXtodingKRNrsKinKRNrcentralYKCurrenteProtocolseineBioinformaticsWK2020WKhbWKebae 24.2 3

163 vstimatingKtheKqualityKofKeukaryoticKgenomesKrecoveredKfromKmetagenomicKanalysisKwithKvukttYK
GenomeeBiologyWK2020WKcbWKcee 18.3 19

162 TandemKrepeatsKleadKtoKsequenceKassemblyKerrorsKandKimposeKmultiXlevelKchallengesKforKgenomeK
andKproteinKdatabasesYKNucleiceAcidseResearchWK2019WKehWKbajjeXbbaag 20.1 86

161 TowardKunrestrictedKuseKofKpublicKgenomicKdataYKScienceWK2019WKdgdWKdfaXdfc 33.3 25

160 MicrobialKcommunityKdriversKofKPβ_NRPKgeneKdiversityKinKselectedKglobalKsoilsYKMicrobiomeWK2019WKhWKhi 16.6 15

159 MicrobialKabundanceWKactivityKandKpopulationKgenomicKprofilingKwithKmOTUscYKNaturee
CommunicationsWK2019WKbaWKbabe 17.4 134

158 rKnewKgenomicKblueprintKofKtheKhumanKgutKmicrobiotaYKNatureWK2019WKfgiWKejjXfae 50.4 484

157 duPatchkKfastKduKstructureKvisualizationKwithKresidueKconservationYKBioinformaticsWK2019WKdfWKddcXdde 7.2 2

156 OriginsKofKpeptidasesYKBiochimieWK2019WKbggWKeXbi 4.6 13

155 TheKvMsLXvszKsearchKandKsequenceKanalysisKtoolsKrPzsKinKcabjYKNucleiceAcidseResearchWK2019WKehWKWgdgXWgeb20.1 2132

154 TandemKdomainKswappingkKdeterminantsKofKmultidomainKproteinKmisfoldingYKCurrenteOpinioneine
StructuraleBiologyWK2019WKfiWKjhXbae 8.1 16

153 zdentifyingKaccurateKmetagenomeKandKampliconKsoftwareKviaKaKmetaXanalysisKofKsequenceKtoK
taxonomyKbenchmarkingKstudiesYKPeerJWK2019WKhWKegbga 3.1 22

152 rKhumanKgutKbacterialKgenomeKandKcultureKcollectionKforKimprovedKmetagenomicKanalysesYKNaturee
BiotechnologyWK2019WKdhWKbigXbjc 44.5 224

151 uefiningKtheKremarkableKstructuralKmalleabilityKofKaKbacterialKsurfaceKproteinKRibKdomainKimplicatedK
inKinfectionYKProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaWK2019WK 11.5 6
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150 SolutionKstructureKofKhumanKmyeloidXderivedKgrowthKfactorKsuggestsKaKconservedKfunctionKinKtheK
endoplasmicKreticulumYKNatureeCommunicationsWK2019WKbaWKfgbc 17.4 7

149 TruOSSkKcomputationalKestimationKofKtandemKdomainKswapKstabilityYKBioinformaticsWK2019WKdfWKcfahXcfai7.2 4

148 RNrcentralkKaKhubKofKinformationKforKnonXcodingKRNrKsequencesYKNucleiceAcidseResearchWK2019WKehWKuccbXuccj20.1 90

147 TheKPfamKproteinKfamiliesKdatabaseKinKcabjYKNucleiceAcidseResearchWK2019WKehWKuechXuedc 20.1 2298

146 xenomeKpropertiesKinKcabjkKaKnewKcompanionKdatabaseKtoKznterProKforKtheKinferenceKofKcompleteK
functionalKattributesYKNucleiceAcidseResearchWK2019WKehWKufgeXufhc 20.1 15

145 znterProKinKcabjkKimprovingKcoverageWKclassificationKandKaccessKtoKproteinKsequenceKannotationsYK
NucleiceAcidseResearchWK2019WKehWKudfbXudga 20.1 835

144 TheKyumanKRNrXsindingKProteomeKandKztsKuynamicsKduringKTranslationalKrrrestYKCellWK2019WKbhgWKdjbXeadYebj56.2 157

143 TreexrafterkKphylogeneticKtreeXbasedKannotationKofKproteinsKwithKxeneKOntologyKtermsKandKotherK
annotationsYKBioinformaticsWK2019WKdfWKfbiXfca 7.2 12

142 vnsemblKxenomesKcabikKanKintegratedKomicsKinfrastructureKforKnonXvertebrateKspeciesYKNucleice
AcidseResearchWK2018WKegWKuiacXuiai 20.1 330

141 RfamKbdYakKshiftingKtoKaKgenomeXcentricKresourceKforKnonXcodingKRNrKfamiliesYKNucleiceAcidse
ResearchWK2018WKegWKuddfXudec 20.1 533

140 vszKMetagenomicsKinKcabhkKenrichingKtheKanalysisKofKmicrobialKcommunitiesWKfromKsequenceKreadsK
toKassembliesYKNucleiceAcidseResearchWK2018WKegWKuhcgXuhdf 20.1 130

139 TheKMvROPSKdatabaseKofKproteolyticKenzymesWKtheirKsubstratesKandKinhibitorsKinKcabhKandKaK
comparisonKwithKpeptidasesKinKtheKPrNTyvRKdatabaseYKNucleiceAcidseResearchWK2018WKegWKugceXugdc 20.1 643

138 NonXtodingKRNrKrnalysisKUsingKtheKRfamKuatabaseYKCurrenteProtocolseineBioinformaticsWK2018WKgcWKefb 24.2 152

137 yMMvRKwebKserverkKcabiKupdateYKNucleiceAcidseResearchWK2018WKegWKWcaaXWcae 20.1 596

136 xeneKUnpredictionKwithKSpuriokKrKtoolKtoKidentifyKspuriousKproteinKsequencesYKFyxxxResearchWK2018
WKhWKcgb 3.6 6

135 vlevenKquickKtipsKtoKbuildKaKusableKRvSTKrPzKforKlifeKsciencesYKPLoSeComputationaleBiologyWK2018WKbeWKebaagfec5 7

134 senchmarkingKtaxonomicKassignmentsKbasedKonKbgSKrRNrKgeneKprofilingKofKtheKmicrobiotaKfromK
commonlyKsampledKenvironmentsYKGigaScienceWK2018WKhWK 7.6 61

133 StructureKofKtheKProQKRNrXbindingKproteinYKRnaWK2017WKcdWKgjgXhbb 5.8 38

(2017-2019)
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132 znterProKinKcabhXbeyondKproteinKfamilyKandKdomainKannotationsYKNucleiceAcidseResearchWK2017WKefWKubjaXubjj20.1 970

131 vrosKisKaKnovelKtransmembraneKproteinKthatKcontrolsKtheKphagocyteKrespiratoryKburstKandKisK
essentialKforKinnateKimmunityYKJournaleofeExperimentaleMedicineWK2017WKcbeWKbbbbXbbci 16.6 32

130 OnKexpertKcurationKandKscalabilitykKUniProtβs_SwissXProtKasKaKcaseKstudyYKBioinformaticsWK2017WKddWKdefeXdega7.2 60

129 TheKyeastKnoncodingKRNrKinteractionKnetworkYKRnaWK2017WKcdWKbehjXbejc 5.8 19

128 TheKyMMvRKWebKServerKforKProteinKSequenceKSimilarityKSearchYKCurrenteProtocolseineBioinformaticsWK
2017WKgaWKdYbfYbXdYbfYcd 24.2 49

127 TheKmetagenomicKdataKlifeXcyclekKstandardsKandKbestKpracticesYKGigaScienceWK2017WKgWKbXbb 7.6 29

126 RNrcentralkKaKcomprehensiveKdatabaseKofKnonXcodingKRNrKsequencesYKNucleiceAcidseResearchWK2017WK
efWKubciXubde 20.1 119

125 vLzXzRKpilotKactionkKMarineKmetagenomicsKXKtowardsKaKdomainKspecificKsetKofKsustainableKservicesYK
FyxxxResearchWK2017WKgWK 3.6 6

124 xOKannotationKinKznterProkKwhyKstabilityKdoesKnotKindicateKaccuracyKinKaKseaKofKchangingK
annotationsYKDatabase:etheeJournaleofeBiologicaleDatabaseseandeCurationWK2016WKcabgWK 5 16

123 TheKufamKdatabaseKofKrepetitiveKuNrKfamiliesYKNucleiceAcidseResearchWK2016WKeeWKuibXj 20.1 295

122 UniProtXurrtkKdomainKarchitectureKalignmentKandKclassificationWKaKnewKmethodKforKautomaticK
functionalKannotationKinKUniProtβsYKBioinformaticsWK2016WKdcWKccgeXhb 7.2 22

121 TwentyKyearsKofKtheKMvROPSKdatabaseKofKproteolyticKenzymesWKtheirKsubstratesKandKinhibitorsYK
NucleiceAcidseResearchWK2016WKeeWKudedXfa 20.1 489

120 TheKvuropeanKsioinformaticsKznstituteKinKcabgkKuataKgrowthKandKintegrationYKNucleiceAcidseResearchWK
2016WKeeWKucaXg 20.1 91

119 TheKPfamKproteinKfamiliesKdatabasekKtowardsKaKmoreKsustainableKfutureYKNucleiceAcidseResearchWK
2016WKeeWKuchjXif 20.1 3678

118 yPMtukKtheKdatabaseKofKhumanKmicrobialKcommunitiesKfromKmetagenomicKdatasetsKandKmicrobialK
referenceKgenomesYKNucleiceAcidseResearchWK2016WKeeWKugaeXj 20.1 50

117 tacheKuomainsKThatKareKyomologousKtoWKbutKuifferentKfromKPrSKuomainsKtompriseKtheKLargestK
SuperfamilyKofKvxtracellularKSensorsKinKProkaryotesYKPLoSeComputationaleBiologyWK2016WKbcWKebaaeigc 5 95

116 PatternsKofKdatabaseKcitationKinKarticlesKandKpatentsKindicateKlongXtermKscientificKandKindustryKvalueK
ofKbiologicalKdataKresourcesYKFyxxxResearchWK2016WKfWK 3.6 13

115 vszKmetagenomicsKinKcabgXXanKexpandingKandKevolvingKresourceKforKtheKanalysisKandKarchivingKofK
metagenomicKdataYKNucleiceAcidseResearchWK2016WKeeWKufjfXgad 20.1 81
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114 TheKznterProKproteinKfamiliesKdatabasekKtheKclassificationKresourceKafterKbfKyearsYKNucleiceAcidse
ResearchWK2015WKedWKucbdXcb 20.1 954

113 TheKcomplexityWKchallengesKandKbenefitsKofKcomparingKtwoKtransporterKclassificationKsystemsKinK
TtusKandKPfamYKBriefingseineBioinformaticsWK2015WKbgWKigfXhc 13.4 5

112 uomainKatrophyKcreatesKrareKcasesKofKfunctionalKpartialKproteinKdomainsYKGenomeeBiologyWK2015WKbgWKii 18.3 16

111 RNrcentralkKanKinternationalKdatabaseKofKncRNrKsequencesYKNucleiceAcidseResearchWK2015WKedWKubcdXj 20.1 89

110 RfamKbcYakKupdatesKtoKtheKRNrKfamiliesKdatabaseYKNucleiceAcidseResearchWK2015WKedWKubdaXh 20.1 723

109
treatingKaKspecialistKproteinKresourceKnetworkkKaKmeetingKreportKforKtheKproteinKbioinformaticsKandK
communityKresourcesKretreatYKDatabase:etheeJournaleofeBiologicaleDatabaseseandeCurationWK2015WK
cabfWKbavagd

5 5

108 yMMvRKwebKserverkKcabfKupdateYKNucleiceAcidseResearchWK2015WKedWKWdaXi 20.1 590

107
StructureKandKcomputationalKanalysisKofKaKnovelKproteinKwithKmetallopeptidaseXlikeKandKcircularlyK
permutedKwingedXhelixXturnXhelixKdomainsKrevealsKaKpossibleKroleKinKmodifiedKpolysaccharideK
biosynthesisYKBMCeBioinformaticsWK2014WKbfWKhf

3.6 1

106 MvROPSkKtheKdatabaseKofKproteolyticKenzymesWKtheirKsubstratesKandKinhibitorsYKNucleiceAcidse
ResearchWK2014WKecWKufadXj 20.1 602

105 iPfamkKaKdatabaseKofKproteinKfamilyKandKdomainKinteractionsKfoundKinKtheKProteinKuataKsankYKNucleice
AcidseResearchWK2014WKecWKudgeXhd 20.1 120

104 UsingKtheKMvROPSKuatabaseKforKProteolyticKvnzymesKandKTheirKznhibitorsKandKSubstratesYKCurrente
ProtocolseineBioinformaticsWK2014WKeiWKbYcfYbXdd 24.2 33

103 TreewamKvjkKaKnewKwebsiteWKmoreKspeciesKandKorthologyXonXtheXflyYKNucleiceAcidseResearchWK2014WK
ecWKujccXf 20.1 96

102 PfamkKtheKproteinKfamiliesKdatabaseYKNucleiceAcidseResearchWK2014WKecWKucccXda 20.1 3975

101 SkylignkKaKtoolKforKcreatingKinformativeWKinteractiveKlogosKrepresentingKsequenceKalignmentsKandK
profileKhiddenKMarkovKmodelsYKBMCeBioinformaticsWK2014WKbfWKh 3.6 196

100 TwoKPfamKproteinKfamiliesKcharacterizedKbyKaKcrystalKstructureKofKproteinKlpgccbaKfromKLegionellaK
pneumophilaYKBMCeBioinformaticsWK2013WKbeWKcgf 3.6 3

99 ufamkKaKdatabaseKofKrepetitiveKuNrKbasedKonKprofileKhiddenKMarkovKmodelsYKNucleiceAcidseResearchWK
2013WKebWKuhaXic 20.1 147

98 rlternativeKsplicingKofKintrinsicallyKdisorderedKregionsKandKrewiringKofKproteinKinteractionsYKCurrente
OpinioneineStructuraleBiologyWK2013WKcdWKeedXfa 8.1 134

97 willingKoutKtheKstructuralKmapKofKtheKNTwcXlikeKsuperfamilyYKBMCeBioinformaticsWK2013WKbeWKdch 3.6 40

(2013-2015)
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96 LUuWKaKnewKproteinKdomainKassociatedKwithKlactateKutilizationYKBMCeBioinformaticsWK2013WKbeWKdeb 3.6 6

95 SequenceKtlassificationKofKProteinKwamilieskKPfamKandKotherKResourcesK2013WKcfXdg 1

94 rutomatedKSequenceXsasedKrpproachesKforKzdentifyingKuomainKwamiliesK2013WKbXce 1

93 tlassifyingKProteinsKintoKuomainKStructureKwamiliesK2013WKdhXgi

92 StructuralKrnnotationsKofKxenomesKwithKSuperfamilyKandKxduK2013WKgjXjh

91 TheKNucleophilicKrttackKSixXsladedK˛†XPropellerKSNgPTKSuperfamilyK2013WKbcfXbfi 1

90 wunctionalKuiversityKofKtheKyUPKuomainKSuperfamilyK2013WKbfjXbij

89 TheKNruKsindingKuomainKandKtheKShortXthainKuehydrogenase_ReductaseKSSuRTKSuperfamilyK2013WKbjbXcag

88 wamiliesKofKSequenceXSpecificKuNrXsindingKuomainsKinKTranscriptionKwactorsKacrossKtheKTreeKofKLifeK
2013WKdidXeca

87 vvolutionKofKvukaryoticKthromatinKProteinsKandKTranscriptionKwactorsK2013WKecbXfac 1

86 zStsKcomputationalKbiologyKWikipediaKcompetitionYKPLoSeComputationaleBiologyWK2013WKjWKebaadcec 5 3

85 RfamKbbYakKbaKyearsKofKRNrKfamiliesYKNucleiceAcidseResearchWK2013WKebWKuccgXdc 20.1 596

84 rKcomparisonKofKdenseKtransposonKinsertionKlibrariesKinKtheKSalmonellaKserovarsKTyphiKandK
TyphimuriumYKNucleiceAcidseResearchWK2013WKebWKefejXge 20.1 86

83 TheKchallengeKofKincreasingKPfamKcoverageKofKtheKhumanKproteomeYKDatabase:etheeJournaleofe
BiologicaleDatabaseseandeCurationWK2013WKcabdWKbatacd 5 16

82 thallengesKinKhomologyKsearchkKyMMvRdKandKconvergentKevolutionKofKcoiledXcoilKregionsYKNucleice
AcidseResearchWK2013WKebWKebcb 20.1 629

81 TheKfirstKstructureKinKaKfamilyKofKpeptidaseKinhibitorsKrevealsKanKunusualKzgXlikeKfoldYKFyxxxResearchWK
2013WKcWKbfe 3.6 2

80 TheKSyOtTKdomainkKaKwidespreadKdomainKunderXrepresentedKinKmodelKorganismsYKPLoSeONEWK2013WK
iWKefhiei 3.7 3

79 TheKYrRyxKdomainkKanKextracellularKdomainKinKsearchKofKaKfunctionYKPLoSeONEWK2012WKhWKedffhf 3.7 3

Robert D. Finn

8



78 siocuratorsKandKbiocurationkKsurveyingKtheKcbstKcenturyKchallengesYKDatabase:etheeJournaleofe
BiologicaleDatabaseseandeCurationWK2012WKcabcWKbarafj 5 49

77 rntiwamkKaKtoolKtoKhelpKidentifyKspuriousKORwsKinKproteinKannotationYKDatabase:etheeJournaleofe
BiologicaleDatabaseseandeCurationWK2012WKcabcWKbasaad 5 18

76 TheKPfamKproteinKfamiliesKdatabaseYKNucleiceAcidseResearchWK2012WKeaWKucjaXdab 20.1 2844

75 MakingKyourKdatabaseKavailableKthroughKWikipediakKtheKprosKandKconsYKNucleiceAcidseResearchWK2012WK
eaWKujXbc 20.1 23

74 znterProKinKcabbkKnewKdevelopmentsKinKtheKfamilyKandKdomainKpredictionKdatabaseYKNucleiceAcidse
ResearchWK2012WKeaWKudagXbc 20.1 844

73 yMMvRKwebKserverkKinteractiveKsequenceKsimilarityKsearchingYKNucleiceAcidseResearchWK2011WKdjWKWcjXdh 20.1 2917

72 RNzvkKgenomeXwideKpredictionKofKbacterialKintrinsicKterminatorsYKNucleiceAcidseResearchWK2011WKdjWKfiefXfc20.1 50

71 RfamkKWikipediaWKclansKandKtheKMdecimalMKreleaseYKNucleiceAcidseResearchWK2011WKdjWKubebXf 20.1 321

70 RNrcentralkKrKvisionKforKanKinternationalKdatabaseKofKRNrKsequencesYKRnaWK2011WKbhWKbjebXg 5.8 54

69 rsparagineKpeptideKlyaseskKaKseventhKcatalyticKtypeKofKproteolyticKenzymesYKJournaleofeBiologicale
ChemistryWK2011WKcigWKdidcbXdidci 5.4 65

68 RepresentativeKproteomeskKaKstableWKscalableKandKunbiasedKproteomeKsetKforKsequenceKanalysisKandK
functionalKannotationYKPLoSeONEWK2011WKgWKebijba 3.7 67

67 tlusteredKcodingKvariantsKinKtheKglutamateKreceptorKcomplexesKofKindividualsKwithKschizophreniaK
andKbipolarKdisorderYKPLoSeONEWK2011WKgWKebjabb 3.7 48

66 MvROPSkKtheKpeptidaseKdatabaseYKNucleiceAcidseResearchWK2010WKdiWKucchXdd 20.1 670

65 sacterialKpleckstrinKhomologyKdomainskKaKprokaryoticKoriginKforKtheKPyKdomainYKJournaleofeMoleculare
BiologyWK2010WKdjgWKdbXeg 6.5 25

64 TheKsystematicKfunctionalKanalysisKofKPlasmodiumKproteinKkinasesKidentifiesKessentialKregulatorsKofK
mosquitoKtransmissionYKCelleHosteandeMicrobeWK2010WKiWKdhhXih 23.4 195

63 QuantifyingKtheKmechanismsKofKdomainKgainKinKanimalKproteinsYKGenomeeBiologyWK2010WKbbWKRhe 18.3 78

62 TheKPfamKproteinKfamiliesKdatabaseYKNucleiceAcidseResearchWK2010WKdiWKucbbXcc 20.1 2467

61
TheKstructureKofKÅann_cebbKSuUwbehaTKfromKÅannaschiaKspYKatKbYefKˆ�KresolutionKrevealsKaKnewKfoldK
StheKrsrTvKdomainTKandKsuggestsKitsKpossibleKroleKasKaKtranscriptionKregulatorYKActae
CrystallographicaeSectioneF:eStructuraleBiologyeCommunicationsWK2010WKggWKbbjiXcae

9

(2010-2012)
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60
TheKstructureKofKsVUcjihKfromKsacteroidesKvulgatusKrevealsKaKsuperfamilyKofKbacterialKperiplasmicK
proteinsKwithKpossibleKinhibitoryKfunctionYKActaeCrystallographicaeSectioneF:eStructuraleBiologye
CommunicationsWK2010WKggWKbcgfXhd

6

59 uUwskKfamiliesKinKsearchKofKfunctionYKActaeCrystallographicaeSectioneF:eStructuraleBiologye
CommunicationsWK2010WKggWKbbeiXfc 145

58 TheKcrystalKstructureKofKaKbacterialKSufuXlikeKproteinKdefinesKaKnovelKgroupKofKbacterialKproteinsKthatK
areKsimilarKtoKtheKNXterminalKdomainKofKhumanKSufuYKProteineScienceWK2010WKbjWKcbdbXea 6.3 12

57 urSMzkKexchangingWKannotatingKandKassessingKmolecularKinteractionKdataYKBioinformaticsWK2009WKcfWKbdcbXi7.2 14
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