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m Paper IF Citations

230 ynitialKsequencingKandKanalysisKofKtheKhumanKgenomeYKNatureWK2001WKd_iWKhf_Xiba 50.4 17366

229 PfamjKtheKproteinKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2014WKdbWKtbbbXc_ 20.1 3975

228 TheKPfamKproteinKfamiliesKdatabasejKtowardsKaKmoreKsustainableKfutureYKNucleicgAcidsgResearchWK
2016WKddWKtbgiXhe 20.1 3678

227 miRrasejKmicroRNqKsequencesWKtargetsKandKgeneKnomenclatureYKNucleicgAcidsgResearchWK2006WKcdWKtad_Xd20.1 3494

226 xMMuRKwebKserverjKinteractiveKsequenceKsimilarityKsearchingYKNucleicgAcidsgResearchWK2011WKciWKWbiXcg 20.1 2917

225 TheKPfamKproteinKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2012WKd_WKtbi_Xc_a 20.1 2844

224 TheKPfamKproteinKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2004WKcbWKtachXda 20.1 2720

223 sompleteKgenomeKsequenceKofKtheKmodelKactinomyceteKStreptomycesKcoelicolorKqcSbTYKNatureWK
2002WKdagWKadaXg 50.4 2513

222 TheKPfamKproteinKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2010WKchWKtbaaXbb 20.1 2467

221 TheKPfamKproteinKfamiliesKdatabaseKinKb_aiYKNucleicgAcidsgResearchWK2019WKdgWKtdbgXtdcb 20.1 2298

220 TheKuMrβXuryKsearchKandKsequenceKanalysisKtoolsKqPysKinKb_aiYKNucleicgAcidsgResearchWK2019WKdgWKWfcfXWfda20.1 2132

219 TheKPfamKproteinKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2002WKc_WKbgfXh_ 20.1 1839

218 TheKPfamKproteinKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2008WKcfWKtbhaXh 20.1 1806

217 PfamjKclansWKwebKtoolsKandKservicesYKNucleicgAcidsgResearchWK2006WKcdWKtbdgXea 20.1 1784

216 ynterProjKtheKintegrativeKproteinKsignatureKdatabaseYKNucleicgAcidsgResearchWK2009WKcgWKtbaaXe 20.1 1379

215 TheKPfamKproteinKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2000WKbhWKbfcXf 20.1 1074

214 UniProtjKtheKuniversalKproteinKknowledgebaseKinKb_baYKNucleicgAcidsgResearchWK2021WKdiWKtdh_Xtdhi 20.1 1073
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213 RfamjKannotatingKnonXcodingKRNqsKinKcompleteKgenomesYKNucleicgAcidsgResearchWK2005WKccWKtabaXd 20.1 990

212 ynterProKinKb_agXbeyondKproteinKfamilyKandKdomainKannotationsYKNucleicgAcidsgResearchWK2017WKdeWKtai_Xtaii20.1 970

211 RfamjKanKRNqKfamilyKdatabaseYKNucleicgAcidsgResearchWK2003WKcaWKdciXda 20.1 970

210 TheKynterProKproteinKfamiliesKdatabasejKtheKclassificationKresourceKafterKaeKyearsYKNucleicgAcidsg
ResearchWK2015WKdcWKtbacXba 20.1 954

209 ynterProKinKb_aajKnewKdevelopmentsKinKtheKfamilyKandKdomainKpredictionKdatabaseYKNucleicgAcidsg
ResearchWK2012WKd_WKtc_fXab 20.1 844

208 ynterProKinKb_aijKimprovingKcoverageWKclassificationKandKaccessKtoKproteinKsequenceKannotationsYK
NucleicgAcidsgResearchWK2019WKdgWKtceaXtcf_ 20.1 835

207 RfamKabY_jKupdatesKtoKtheKRNqKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2015WKdcWKtac_Xg 20.1 723

206 MuROPSjKtheKdatabaseKofKproteolyticKenzymesWKtheirKsubstratesKandKinhibitorsYKNucleicgAcidsg
ResearchWK2012WKd_WKtcdcXe_ 20.1 686

205 MuROPSjKtheKpeptidaseKdatabaseYKNucleicgAcidsgResearchWK2010WKchWKtbbgXcc 20.1 670

204 RfamjKupdatesKtoKtheKRNqKfamiliesKdatabaseYKNucleicgAcidsgResearchWK2009WKcgWKtacfXd_ 20.1 652

203 TheKMuROPSKdatabaseKofKproteolyticKenzymesWKtheirKsubstratesKandKinhibitorsKinKb_agKandKaK
comparisonKwithKpeptidasesKinKtheKPqNTxuRKdatabaseYKNucleicgAcidsgResearchWK2018WKdfWKtfbdXtfcb 20.1 643

202 shallengesKinKhomologyKsearchjKxMMuRcKandKconvergentKevolutionKofKcoiledXcoilKregionsYKNucleicg
AcidsgResearchWK2013WKdaWKeaba 20.1 629

201 PfamjKTheKproteinKfamiliesKdatabaseKinKb_baYKNucleicgAcidsgResearchWK2021WKdiWKtdabXtdai 20.1 620

200 MuROPSjKtheKdatabaseKofKproteolyticKenzymesWKtheirKsubstratesKandKinhibitorsYKNucleicgAcidsg
ResearchWK2014WKdbWKte_cXi 20.1 602

199 xMMuRKwebKserverjKb_ahKupdateYKNucleicgAcidsgResearchWK2018WKdfWKWb__XWb_d 20.1 596

198 RfamKaaY_jKa_KyearsKofKRNqKfamiliesYKNucleicgAcidsgResearchWK2013WKdaWKtbbfXcb 20.1 596

197 xMMuRKwebKserverjKb_aeKupdateYKNucleicgAcidsgResearchWK2015WKdcWKWc_Xh 20.1 590

196 TheKynterProKtatabaseWKb__cKbringsKincreasedKcoverageKandKnewKfeaturesYKNucleicgAcidsgResearchWK
2003WKcaWKcaeXh 20.1 556

(2003-2005)
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195 RfamKacY_jKshiftingKtoKaKgenomeXcentricKresourceKforKnonXcodingKRNqKfamiliesYKNucleicgAcidsg
ResearchWK2018WKdfWKtcceXtcdb 20.1 533

194 PfamjKmultipleKsequenceKalignmentsKandKxMMXprofilesKofKproteinKdomainsYKNucleicgAcidsgResearchWK
1998WKbfWKcb_Xb 20.1 527

193 TheKweneKOntologyKresourcejKenrichingKaKwOldKmineYKNucleicgAcidsgResearchWK2021WKdiWKtcbeXtccd 20.1 494

192 PfamKcYajKacacKmultipleKalignmentsKandKprofileKxMMsKmatchKtheKmajorityKofKproteinsYKNucleicgAcidsg
ResearchWK1999WKbgWKbf_Xb 20.1 488

191 qKnewKgenomicKblueprintKofKtheKhumanKgutKmicrobiotaYKNatureWK2019WKefhWKdiiXe_d 50.4 484

190 ynterProWKprogressKandKstatusKinKb__eYKNucleicgAcidsgResearchWK2005WKccWKtb_aXe 20.1 426

189 TheKstructureKofKaKdomainKcommonKtoKarchaebacteriaKandKtheKhomocystinuriaKdiseaseKproteinYK
TrendsgingBiochemicalgSciencesWK1997WKbbWKabXc 10.3 399

188 xighlyKaccurateKproteinKstructureKpredictionKforKtheKhumanKproteomeYKNatureWK2021WKeifWKei_Xeif 50.4 399

187 NewKdevelopmentsKinKtheKynterProKdatabaseYKNucleicgAcidsgResearchWK2007WKceWKtbbdXh 20.1 397

186 TheKynterProKproteinKfamiliesKandKdomainsKdatabasejKb_KyearsKonYKNucleicgAcidsgResearchWK2021WKdiWKtcddXtced20.1 358

185 TheKstructureKofKaKβysMKdomainKfromKuYKcoliKmembraneXboundKlyticKmureinKtransglycosylaseKtK
SMlttTYKJournalgofgMoleculargBiologyWK2000WKbiiWKaaacXi 6.5 343

184 unsemblKwenomesKb_ahjKanKintegratedKomicsKinfrastructureKforKnonXvertebrateKspeciesYKNucleicg
AcidsgResearchWK2018WKdfWKth_bXth_h 20.1 330

183 tomainsKinKgeneKsilencingKandKcellKdifferentiationKproteinsjKtheKnovelKPqZKdomainKandKredefinitionK
ofKtheKPiwiKdomainYKTrendsgingBiochemicalgSciencesWK2000WKbeWKdhaXb 10.3 326

182 RfamjKWikipediaWKclansKandKtheKMdecimalMKreleaseYKNucleicgAcidsgResearchWK2011WKciWKtadaXe 20.1 321

181 TissueXspecificKsplicingKofKdisorderedKsegmentsKthatKembedKbindingKmotifsKrewiresKproteinK
interactionKnetworksYKMoleculargCellWK2012WKdfWKhgaXhc 17.6 272

180 iPfamjKvisualizationKofKproteinXproteinKinteractionsKinKPtrKatKdomainKandKaminoKacidKresolutionsYK
BioinformaticsWK2005WKbaWKda_Xb 7.2 263

179 TheKtifyKfamilyKpreviouslyKknownKasKZyMYKTrendsgingPlantgScienceWK2007WKabWKbciXdd 13.1 221

178 QuickTreejKbuildingKhugeKNeighbourXzoiningKtreesKofKproteinKsequencesYKBioinformaticsWK2002WKahWKaedfXg7.2 214
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177 wenomeKofKqcanthamoebaKcastellaniiKhighlightsKextensiveKlateralKgeneKtransferKandKearlyKevolutionK
ofKtyrosineKkinaseKsignalingYKGenomegBiologyWK2013WKadWKRaa 18.3 205

176 SkylignjKaKtoolKforKcreatingKinformativeWKinteractiveKlogosKrepresentingKsequenceKalignmentsKandK
profileKhiddenKMarkovKmodelsYKBMCgBioinformaticsWK2014WKaeWKg 3.6 196

175 TheKsystematicKfunctionalKanalysisKofKPlasmodiumKproteinKkinasesKidentifiesKessentialKregulatorsKofK
mosquitoKtransmissionYKCellgHostgandgMicrobeWK2010WKhWKcggXhg 23.4 195

174 TheKPqSTqKdomainjKaKbetaXlactamXbindingKdomainYKTrendsgingBiochemicalgSciencesWK2002WKbgWKdch 10.3 193

173 qKunifiedKcatalogKofKb_dWichKreferenceKgenomesKfromKtheKhumanKgutKmicrobiomeYKNatureg
BiotechnologyWK2021WKciWKa_eXaad 44.5 185

172 TheKsxqPKdomainjKaKlargeKfamilyKofKamidasesKincludingKwSPKamidaseKandKpeptidoglycanKhydrolasesYK
TrendsgingBiochemicalgSciencesWK2003WKbhWKbcdXg 10.3 182

171 TheKstructureKofKaKPÅtKdomainKfromKpolycystinXajKimplicationsKforKpolycysticKkidneyKdiseaseYKEMBOg
JournalWK1999WKahWKbigXc_e 13 161

170 βargeXscaleKscreeningKforKnovelKlowXaffinityKextracellularKproteinKinteractionsYKGenomegResearchWK
2008WKahWKfbbXc_ 9.7 157

169 NonXsodingKRNqKqnalysisKUsingKtheKRfamKtatabaseYKCurrentgProtocolsgingBioinformaticsWK2018WKfbWKeea 24.2 152

168 tfamjKaKdatabaseKofKrepetitiveKtNqKbasedKonKprofileKhiddenKMarkovKmodelsYKNucleicgAcidsgResearchWK
2013WKdaWKtg_Xhb 20.1 147

167 tUvsjKfamiliesKinKsearchKofKfunctionYKActagCrystallographicagSectiongF:gStructuralgBiologyg
CommunicationsWK2010WKffWKaadhXeb 145

166 TheKxotdogKfoldjKwrappingKupKaKsuperfamilyKofKthioesterasesKandKdehydratasesYKBMCgBioinformatics
WK2004WKeWKa_i 3.6 137

165 ynterProjKanKintegratedKdocumentationKresourceKforKproteinKfamiliesWKdomainsKandKfunctionalKsitesYK
BriefingsgingBioinformaticsWK2002WKcWKbbeXce 13.4 137

164 qlternativeKsplicingKofKintrinsicallyKdisorderedKregionsKandKrewiringKofKproteinKinteractionsYKCurrentg
OpiniongingStructuralgBiologyWK2013WKbcWKddcXe_ 8.1 134

163 uryKMetagenomicsKinKb_agjKenrichingKtheKanalysisKofKmicrobialKcommunitiesWKfromKsequenceKreadsK
toKassembliesYKNucleicgAcidsgResearchWK2018WKdfWKtgbfXtgce 20.1 130

162 TheKevolutionKofKtheKtβÅaXtyOcKimprintedKdomainKinKmammalsYKPLoSgBiologyWK2008WKfWKeace 9.7 130

161 MwnifyjKtheKmicrobiomeKanalysisKresourceKinKb_b_YKNucleicgAcidsgResearchWK2020WKdhWKteg_Xtegh 20.1 127

160 PredictingKactiveKsiteKresidueKannotationsKinKtheKPfamKdatabaseYKBMCgBioinformaticsWK2007WKhWKbih 3.6 124
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159 iPfamjKaKdatabaseKofKproteinKfamilyKandKdomainKinteractionsKfoundKinKtheKProteinKtataKrankYKNucleicg
AcidsgResearchWK2014WKdbWKtcfdXgc 20.1 120

158 RNqcentraljKaKcomprehensiveKdatabaseKofKnonXcodingKRNqKsequencesYKNucleicgAcidsgResearchWK2017WK
deWKtabhXtacd 20.1 119

157 somparativeKanalysisKofKtheKpolycysticKkidneyKdiseaseKaKSPÅtaTKgeneKrevealsKanKintegralKmembraneK
glycoproteinKwithKmultipleKevolutionaryKconservedKdomainsYKHumangMoleculargGeneticsWK1997WKfWKadhcXi 5.6 116

156 TheKuNTxKdomainYKFEBSgLettersWK2002WKeacWKaaXh 3.8 115

155 RfamKadjKexpandedKcoverageKofKmetagenomicWKviralKandKmicroRNqKfamiliesYKNucleicgAcidsgResearchWK
2021WKdiWKtaibXtb__ 20.1 108

154 TheKPβqTKdomainjKaKnewKpieceKinKtheKPÅtaKpuzzleYKCurrentgBiologyWK1999WKiWKRehhXi_ 6.3 104

153 PfamKa_KyearsKonjKa_W___KfamiliesKandKstillKgrowingYKBriefingsgingBioinformaticsWK2008WKiWKba_Xi 13.4 101

152 MembraneXboundKprogesteroneKreceptorsKcontainKaKcytochromeKbeXlikeKligandXbindingKdomainYK
GenomegBiologyWK2002WKcWKRuSuqRsx__fh 18.3 101

151 TreevamKvijKaKnewKwebsiteWKmoreKspeciesKandKorthologyXonXtheXflyYKNucleicgAcidsgResearchWK2014WK
dbWKtibbXe 20.1 96

150 sacheKtomainsKThatKareKxomologousKtoWKbutKtifferentKfromKPqSKtomainsKsompriseKtheKβargestK
SuperfamilyKofKuxtracellularKSensorsKinKProkaryotesYKPLoSgComputationalgBiologyWK2016WKabWKea__dhfb 5 95

149 ProteinKinteractionsKinKhumanKgeneticKdiseasesYKGenomegBiologyWK2008WKiWKRi 18.3 94

148 TheKuuropeanKrioinformaticsKynstituteKinKb_afjKtataKgrowthKandKintegrationYKNucleicgAcidsgResearchWK
2016WKddWKtb_Xf 20.1 91

147 RNqcentraljKaKhubKofKinformationKforKnonXcodingKRNqKsequencesYKNucleicgAcidsgResearchWK2019WKdgWKtbbaXtbbi20.1 90

146 RNqcentraljKanKinternationalKdatabaseKofKncRNqKsequencesYKNucleicgAcidsgResearchWK2015WKdcWKtabcXi 20.1 89

145 NewKknowledgeKfromKoldjKinKsilicoKdiscoveryKofKnovelKproteinKdomainsKinKStreptomycesKcoelicolorYK
BMCgMicrobiologyWK2003WKcWKc 4.5 89

144 TandemKrepeatsKleadKtoKsequenceKassemblyKerrorsKandKimposeKmultiXlevelKchallengesKforKgenomeK
andKproteinKdatabasesYKNucleicgAcidsgResearchWK2019WKdgWKa_iidXaa__f 20.1 86

143 qKcomparisonKofKdenseKtransposonKinsertionKlibrariesKinKtheKSalmonellaKserovarsKTyphiKandK
TyphimuriumYKNucleicgAcidsgResearchWK2013WKdaWKdediXfd 20.1 86

142 MetazoanKSccdKhomologsKlinkKsisterKchromatidKcohesionKtoKcellKandKaxonKmigrationKguidanceYKPLoSg
BiologyWK2006WKdWKebdb 9.7 83
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141 TheKevolutionKofKproteinKdomainKfamiliesYKBiochemicalgSocietygTransactionsWK2009WKcgWKgeaXe 5.1 81

140 uryKmetagenomicsKinKb_afXXanKexpandingKandKevolvingKresourceKforKtheKanalysisKandKarchivingKofK
metagenomicKdataYKNucleicgAcidsgResearchWK2016WKddWKteieXf_c 20.1 81

139 QuantifyingKtheKmechanismsKofKdomainKgainKinKanimalKproteinsYKGenomegBiologyWK2010WKaaWKRgd 18.3 78

138 yntegratingKbiologicalKdataXXtheKtistributedKqnnotationKSystemYKBMCgBioinformaticsWK2008WKiKSupplK
hWKSc 3.6 77

137 tosageKsensitivityKshapesKtheKevolutionKofKcopyXnumberKvariedKregionsYKPLoSgONEWK2010WKeWKeidgd 3.7 76

136 StructureKandKdistributionKofKpentapeptideKrepeatsKinKbacteriaYKProteingScienceWK1998WKgWKadggXh_ 6.3 76

135 TheKPqKdomainjKaKproteaseXassociatedKdomainYKProteingScienceWK2000WKiWKaic_Xd 6.3 76

134 TheKSySKdomainjKaKphosphosugarXbindingKdomainYKTrendsgingBiochemicalgSciencesWK1999WKbdWKidXe 10.3 74

133 TheKweKdomainjKaKpotentialKNXacetylglucosamineKrecognitionKdomainKinvolvedKinKbiofilmKformationYK
BioinformaticsWK2005WKbaWKac_aXc 7.2 68

132 RepresentativeKproteomesjKaKstableWKscalableKandKunbiasedKproteomeKsetKforKsequenceKanalysisKandK
functionalKannotationYKPLoSgONEWK2011WKfWKeahia_ 3.7 67

131 qsparagineKpeptideKlyasesjKaKseventhKcatalyticKtypeKofKproteolyticKenzymesYKJournalgofgBiologicalg
ChemistryWK2011WKbhfWKchcbaXchcbh 5.4 65

130 TheKrONKdomainjKaKputativeKmembraneXbindingKdomainYKTrendsgingBiochemicalgSciencesWK2003WKbhWKcebXe 10.3 64

129 TheKtUTTaKgeneWKaKnovelKNsqMKfamilyKmemberKisKexpressedKinKdevelopingKmurineKneuralKtissuesK
andKhasKanKunusuallyKbroadKpatternKofKexpressionYKMoleculargandgCellulargNeurosciencesWK1998WKaaWKbiXce 4.8 60

128 yntegratingKsequenceKandKstructuralKbiologyKwithKtqSYKBMCgBioinformaticsWK2007WKhWKccc 3.6 57

127 MembersKofKtheKimmunoglobulinKsuperfamilyKinKbacteriaYKProteingScienceWK1996WKeWKaiciXda 6.3 57

126 somputationalKstrategiesKtoKcombatKsOVytXaijKusefulKtoolsKtoKaccelerateKSqRSXsoVXbKandK
coronavirusKresearchYKBriefingsgingBioinformaticsWK2021WKbbWKfdbXffc 13.4 56

125 TheKPepSYKdomainjKaKregulatorKofKpeptidaseKactivityKinKtheKmicrobialKenvironmentoYKTrendsging
BiochemicalgSciencesWK2004WKbiWKafiXgb 10.3 55

124 RNqcentraljKqKvisionKforKanKinternationalKdatabaseKofKRNqKsequencesYKRnaWK2011WKagWKaidaXf 5.8 54

(2011-2009)
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123 MiningKtheKdraftKhumanKgenomeYKNatureWK2001WKd_iWKhbgXh 50.4 51

122 RNyujKgenomeXwideKpredictionKofKbacterialKintrinsicKterminatorsYKNucleicgAcidsgResearchWK2011WKciWKehdeXeb20.1 50

121 TheKRNqKWikiProjectjKcommunityKannotationKofKRNqKfamiliesYKRnaWK2008WKadWKbdfbXd 5.8 50

120 TheKxMMuRKWebKServerKforKProteinKSequenceKSimilarityKSearchYKCurrentgProtocolsgingBioinformaticsWK
2017WKf_WKcYaeYaXcYaeYbc 24.2 49

119 riocuratorsKandKbiocurationjKsurveyingKtheKbastKcenturyKchallengesYKDatabase:gthegJournalgofg
BiologicalgDatabasesgandgCurationWK2012WKb_abWKbar_ei 5 49

118 TheKsOMrRuXKprojectjKdesignWKmethodologyWKandKinitialKresultsYKPLoSgBiologyWK2013WKaaWKea__afch 9.7 47

117 PhospholipidKscramblasesKandKTubbyXlikeKproteinsKbelongKtoKaKnewKsuperfamilyKofKmembraneK
tetheredKtranscriptionKfactorsYKBioinformaticsWK2009WKbeWKaeiXfb 7.2 45

116 ydentifyingKproteinKdomainsKwithKtheKPfamKdatabaseYKCurrentgProtocolsgingBioinformaticsWK2008WK
shapterKbWKUnitKbYe 24.2 43

115
unhancedKproteinKdomainKdiscoveryKbyKusingKlanguageKmodelingKtechniquesKfromKspeechK
recognitionYKProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaWK2003WK
a__WKdeafXb_

11.5 42

114 villingKoutKtheKstructuralKmapKofKtheKNTvbXlikeKsuperfamilyYKBMCgBioinformaticsWK2013WKadWKcbg 3.6 40

113 ReuseKofKstructuralKdomainXdomainKinteractionsKinKproteinKnetworksYKBMCgBioinformaticsWK2007WKhWKbei 3.6 40

112 StructureKofKtheKProQKRNqXbindingKproteinYKRnaWK2017WKbcWKfifXgaa 5.8 38

111 tistantKhomologyKrecognitionKusingKstructuralKclassificationKofKproteinsK1997WKbiWKa_eXaab 37

110 SsOOPjKaKsimpleKmethodKforKidentificationKofKnovelKproteinKsuperfamilyKrelationshipsYK
BioinformaticsWK2007WKbcWKh_iXad 7.2 36

109 SnoPatroljKhowKmanyKsnoRNqKgenesKareKthereoYKJournalgofgBiologyWK2010WKiWKd 34

108 qnKintroductionKtoKhiddenKMarkovKmodelsYKCurrentgProtocolsgingBioinformaticsWK2007WKqppendixKcWK
qppendixKcq 24.2 34

107 VisualizingKprofileXprofileKalignmentjKpairwiseKxMMKlogosYKBioinformaticsWK2005WKbaWKbiabXc 7.2 34

106 UsingKtheKMuROPSKtatabaseKforKProteolyticKunzymesKandKTheirKynhibitorsKandKSubstratesYKCurrentg
ProtocolsgingBioinformaticsWK2014WKdhWKaYbeYaXcc 24.2 33
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105 ProServerjKaKsimpleWKextensibleKPerlKtqSKserverYKBioinformaticsWK2007WKbcWKaefhXg_ 7.2 31

104 ModifierKeffectsKbetweenKregulatoryKandKproteinXcodingKvariationYKPLoSgGeneticsWK2008WKdWKea___bdd 6 30

103 TheKuβyXyRKsoreKtataKResourcesjKfundamentalKinfrastructureKforKtheKlifeKsciencesYKBioinformaticsWK
2020WKcfWKbfcfXbfdb 7.2 29

102 TheKmetagenomicKdataKlifeXcyclejKstandardsKandKbestKpracticesYKGigaScienceWK2017WKfWKaXaa 7.6 29

101 MicrobialKcompositionKofKÅombuchaKdeterminedKusingKampliconKsequencingKandKshotgunK
metagenomicsYKJournalgofgFoodgScienceWK2020WKheWKdeeXdfd 3.4 28

100 TheKymportanceKofKriologicalKtatabasesKinKriologicalKtiscoveryYKCurrentgProtocolsgingBioinformaticsWK
2015WKe_WKaYaYaXaYaYh 24.2 27

99 PepsinKhomologuesKinKbacteriaYKBMCgGenomicsWK2009WKa_WKdcg 4.5 27

98 ynterProKinKb_aajKnewKdevelopmentsKinKtheKfamilyKandKdomainKpredictionKdatabaseYKNucleicgAcidsg
ResearchWK2012WKd_WKdgbeXdgbe 20.1 27

97 racterialKpleckstrinKhomologyKdomainsjKaKprokaryoticKoriginKforKtheKPxKdomainYKJournalgofgMolecularg
BiologyWK2010WKcifWKcaXdf 6.5 25

96 TheKSwScKproteinKinvolvedKinKPTwSKfindsKaKfamilyYKBMCgBioinformaticsWK2002WKcWKba 3.6 25

95 yNsRuqSyNwKTxuKyMPqsTKOvKryOyNvORMqTysSYKBioinformaticsWK2005WKbaWKaXa 7.2 25

94 sryoXuMKstructuresKofKhumanKRNqKpolymeraseKyyyKinKitsKunboundKandKtranscribingKstatesYKNatureg
StructuralgandgMoleculargBiologyWK2021WKbhWKba_Xbai 17.6 25

93 qKmemberKofKtheKimmunoglobulinKsuperfamilyKinKbacteriophageKTdYKVirusgGenesWK1997WKadWKafcXe 2.3 24

92 NovelKproteinKdomainsKandKmotifsKinKtheKmarineKplanctomyceteKRhodopirellulaKbalticaYKFEMSg
MicrobiologygLettersWK2004WKbcfWKcccXcd_ 2.9 24

91 MakingKyourKdatabaseKavailableKthroughKWikipediajKtheKprosKandKconsYKNucleicgAcidsgResearchWK2012WK
d_WKtiXab 20.1 23

90 xMMXbasedKdatabasesKinKynterProYKBriefingsgingBioinformaticsWK2002WKcWKbcfXde 13.4 23

89 vibronectinKtypeKyyyKdomainsKinKyeastKdetectedKbyKaKhiddenKMarkovKmodelYKCurrentgBiologyWK1996WKfWKaeddXg6.3 23

88 UniProtXtqqsjKdomainKarchitectureKalignmentKandKclassificationWKaKnewKmethodKforKautomaticK
functionalKannotationKinKUniProtÅrYKBioinformaticsWK2016WKcbWKbbfdXga 7.2 22

(2016-2007)
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87 uxperienceKusingKwebKservicesKforKbiologicalKsequenceKanalysisYKBriefingsgingBioinformaticsWK2008WKiWKdicXe_e13.4 22

86 TheKTROVuKmodulejKaKcommonKelementKinKTelomeraseWKRoKandKVaultKribonucleoproteinsYKBMCg
BioinformaticsWK2003WKdWKdi 3.6 21

85 TheKyeastKnoncodingKRNqKinteractionKnetworkYKRnaWK2017WKbcWKadgiXadib 5.8 19

84 TheKcharacterisationKofKthreeKtypesKofKgenesKthatKoverlieKcopyKnumberKvariableKregionsYKPLoSgONEWK
2011WKfWKeadhad 3.7 19

83 sqSPbKknowledgeXbasedKapproachKtoKdistantKhomologyKrecognitionKandKfoldKpredictionKinKsqSPdYK
Proteins:gStructurevgFunctiongandgBioinformaticsWK2001WKSupplKeWKgfXhe 4.2 19

82 TheKuseKofKstructureKinformationKtoKincreaseKalignmentKaccuracyKdoesKnotKaidKhomologueKdetectionK
withKprofileKxMMsYKBioinformaticsWK2002WKahWKabdcXi 7.2 19

81 ustimatingKtheKqualityKofKeukaryoticKgenomesKrecoveredKfromKmetagenomicKanalysisKwithKuukssYK
GenomegBiologyWK2020WKbaWKbdd 18.3 19

80 qntivamjKaKtoolKtoKhelpKidentifyKspuriousKORvsKinKproteinKannotationYKDatabase:gthegJournalgofg
BiologicalgDatabasesgandgCurationWK2012WKb_abWKbas__c 5 18

79 sharacterizationKofKtheKnodulationKplasmidKencodedKchemoreceptorKgeneKmcpwKfromKRhizobiumK
leguminosarumYKBMCgMicrobiologyWK2003WKcWKa 4.5 17

78 OutlineKstructuresKforKtheKextracellularKdomainsKofKtheKfibroblastKgrowthKfactorKreceptorsYKNatureg
StructuralgandgMoleculargBiologyWK1995WKbWKa_fhXgd 17.6 17

77 tomainKatrophyKcreatesKrareKcasesKofKfunctionalKpartialKproteinKdomainsYKGenomegBiologyWK2015WKafWKhh 18.3 16

76 wOKannotationKinKynterProjKwhyKstabilityKdoesKnotKindicateKaccuracyKinKaKseaKofKchangingK
annotationsYKDatabase:gthegJournalgofgBiologicalgDatabasesgandgCurationWK2016WKb_afWK 5 16

75 TandemKdomainKswappingjKdeterminantsKofKmultidomainKproteinKmisfoldingYKCurrentgOpinionging
StructuralgBiologyWK2019WKehWKigXa_d 8.1 16

74 TheKchallengeKofKincreasingKPfamKcoverageKofKtheKhumanKproteomeYKDatabase:gthegJournalgofg
BiologicalgDatabasesgandgCurationWK2013WKb_acWKbat_bc 5 16

73 RbtTKisKaKframeworkKforKpredictingKandKvisualisingKRNqKsecondaryKstructureKusingKtemplatesYK
NaturegCommunicationsWK2021WKabWKcdid 17.4 16

72 SearchingKdatabasesKtoKfindKproteinKdomainKorganizationYKAdvancesgingProteingChemistryWK2000WKedWKacgXeg 15

71 wenomeKpropertiesKinKb_aijKaKnewKcompanionKdatabaseKtoKynterProKforKtheKinferenceKofKcompleteK
functionalKattributesYKNucleicgAcidsgResearchWK2019WKdgWKtefdXtegb 20.1 15

70 tqSMyjKexchangingWKannotatingKandKassessingKmolecularKinteractionKdataYKBioinformaticsWK2009WKbeWKacbaXh7.2 14
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69 unhancedKproteinKdomainKdiscoveryKusingKtaxonomyYKBMCgBioinformaticsWK2004WKeWKef 3.6 14

68 qKunifiedKsequenceKcatalogueKofKoverKbh_W___KgenomesKobtainedKfromKtheKhumanKgutKmicrobiome 14

67 xowKtoKuseKtheKMuROPSKdatabaseKandKwebsiteKtoKhelpKunderstandKpeptidaseKspecificityYKProteing
ScienceWK2021WKc_WKhcXib 6.3 14

66 OriginsKofKpeptidasesYKBiochimieWK2019WKaffWKdXah 4.6 13

65 ydentifyingKproteinKdomainsKwithKtheKPfamKdatabaseYKCurrentgProtocolsgingBioinformaticsWK2003WK
shapterKbWKUnitKbYe 24.2 13

64 NovelKproteinKdomainsKandKmotifsKinKtheKmarineKplanctomyceteKRhodopirellulaKbalticaYKFEMSg
MicrobiologygLettersWK2004WKbcfWKcccXd_ 2.9 13

63 PatternsKofKdatabaseKcitationKinKarticlesKandKpatentsKindicateKlongXtermKscientificKandKindustryKvalueK
ofKbiologicalKdataKresourcesYKF1000ResearchWK2016WKeWK 3.6 13

62 UsingKdeepKlearningKtoKannotateKtheKproteinKuniverseYYKNaturegBiotechnologyWK2022WK 44.5 13

61 TheKcrystalKstructureKofKaKbacterialKSufuXlikeKproteinKdefinesKaKnovelKgroupKofKbacterialKproteinsKthatK
areKsimilarKtoKtheKNXterminalKdomainKofKhumanKSufuYKProteingScienceWK2010WKaiWKbacaXd_ 6.3 12

60 unsemblKwenomesKb_bbjKanKexpandingKgenomeKresourceKforKnonXvertebratesYKNucleicgAcidsg
ResearchWK2021WK 20.1 12

59 TreewrafterjKphylogeneticKtreeXbasedKannotationKofKproteinsKwithKweneKOntologyKtermsKandKotherK
annotationsYKBioinformaticsWK2019WKceWKeahXeb_ 7.2 12

58
TheKstructureKofKzann_bdaaKStUvadg_TKfromKzannaschiaKspYKatKaYdeKˆ�KresolutionKrevealsKaKnewKfoldK
StheKqrqTuKdomainTKandKsuggestsKitsKpossibleKroleKasKaKtranscriptionKregulatorYKActag
CrystallographicagSectiongF:gStructuralgBiologygCommunicationsWK2010WKffWKaaihXb_d

9

57 PfamjKtheKproteinKfamiliesKdatabaseK2005WK 9

56 UnifyingKtheKknownKandKunknownKmicrobialKcodingKsequenceKspace 9

55 qcetylationKofKSurfaceKsarbohydratesKinKracterialKPathogensKRequiresKsoordinatedKqctionKofKaK
TwoXtomainKMembraneXroundKqcyltransferaseYKMBioWK2020WKaaWK 7.8 9

54 TimeKtoKunderpinKWikipediaKwisdomYKNatureWK2010WKdfhWKgfe 50.4 8

53 PredictedKynputKofKUnculturedKvungalKSymbiontsKtoKaKβichenKSymbiosisKfromK
MetagenomeXqssembledKwenomesYKGenomegBiologygandgEvolutionWK2021WKacWK 3.9 8

52 wenomectjKintegratingKaKcollaborativeKdataKpipelineKtoKexpandKtheKdepthKandKbreadthKofK
consensusKproteinKstructureKannotationYKNucleicgAcidsgResearchWK2020WKdhWKtcadXtcai 20.1 7

(2020-2004)
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51 ulevenKquickKtipsKtoKbuildKaKusableKRuSTKqPyKforKlifeKsciencesYKPLoSgComputationalgBiologyWK2018WKadWKea__fedb5 7

50 βUtWKaKnewKproteinKdomainKassociatedKwithKlactateKutilizationYKBMCgBioinformaticsWK2013WKadWKcda 3.6 6

49 TheKstructureKofKpyogenecinKimmunityKproteinWKaKnovelKbacteriocinXlikeKimmunityKproteinKfromK
StreptococcusKpyogenesYKBMCgStructuralgBiologyWK2009WKiWKge 2.7 6

48
TheKstructureKofKrVUbihgKfromKracteroidesKvulgatusKrevealsKaKsuperfamilyKofKbacterialKperiplasmicK
proteinsKwithKpossibleKinhibitoryKfunctionYKActagCrystallographicagSectiongF:gStructuralgBiologyg
CommunicationsWK2010WKffWKabfeXgc

6

47 qKcomparisonKofKPfamKandKMuROPSjKtwoKdatabasesWKoneKcomprehensiveWKandKoneKspecialisedYKBMCg
BioinformaticsWK2003WKdWKag 3.6 6

46 uβyXyRKpilotKactionjKMarineKmetagenomicsKXKtowardsKaKdomainKspecificKsetKofKsustainableKservicesYK
F1000ResearchWK2017WKfWK 3.6 6

45 weneKUnpredictionKwithKSpuriojKqKtoolKtoKidentifyKspuriousKproteinKsequencesYKF1000ResearchWK2018
WKgWKbfa 3.6 6

44 tefiningKtheKremarkableKstructuralKmalleabilityKofKaKbacterialKsurfaceKproteinKRibKdomainKimplicatedK
inKinfectionYKProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaWK2019WK 11.5 6

43 yntegratingKcultivationKandKmetagenomicsKforKaKmultiXkingdomKviewKofKskinKmicrobiomeKdiversityK
andKfunctionsYYKNaturegMicrobiologyWK2021WK 26.6 6

42 TheKcomplexityWKchallengesKandKbenefitsKofKcomparingKtwoKtransporterKclassificationKsystemsKinK
TstrKandKPfamYKBriefingsgingBioinformaticsWK2015WKafWKhfeXgb 13.4 5

41
sreatingKaKspecialistKproteinKresourceKnetworkjKaKmeetingKreportKforKtheKproteinKbioinformaticsKandK
communityKresourcesKretreatYKDatabase:gthegJournalgofgBiologicalgDatabasesgandgCurationWK2015WK
b_aeWKbav_fc

5 5

40 somputerKToolsKandKqlgorithmsKforKOrigamiKTessellationKtesignK2002WKabaXabg 4

39 SequenceKanalysisKofKtyrosineKrecombinasesKallowsKannotationKofKmobileKgeneticKelementsKinK
prokaryoticKgenomesYKMoleculargSystemsgBiologyWK2021WKagWKeihh_ 12.2 4

38 TqtOSSjKcomputationalKestimationKofKtandemKdomainKswapKstabilityYKBioinformaticsWK2019WKceWKbe_gXbe_h7.2 4

37 UnifyingKtheKknownKandKunknownKmicrobialKcodingKsequenceKspaceYYKELifeWK2022WKaaWK 8.9 4

36 TwoKPfamKproteinKfamiliesKcharacterizedKbyKaKcrystalKstructureKofKproteinKlpgbba_KfromKβegionellaK
pneumophilaYKBMCgBioinformaticsWK2013WKadWKbfe 3.6 3

35 TheKYqRxwKdomainjKanKextracellularKdomainKinKsearchKofKaKfunctionYKPLoSgONEWK2012WKgWKeceege 3.7 3

34 ySsrKcomputationalKbiologyKWikipediaKcompetitionYKPLoSgComputationalgBiologyWK2013WKiWKea__cbdb 5 3
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33 TheKSxOsTKdomainjKaKwidespreadKdomainKunderXrepresentedKinKmodelKorganismsYKPLoSgONEWK2013WK
hWKeeghdh 3.7 3

32 RbtTjKcomputationalKframeworkKforKtemplateXbasedKRNqKsecondaryKstructureKvisualisationKacrossK
nonXcodingKRNqKtypes 3

31 uxploringKNonXsodingKRNqsKinKRNqcentralYKCurrentgProtocolsgingBioinformaticsWK2020WKgaWKea_d 24.2 3

30 TheKunsemblKsOVytXaiKresourcejKongoingKintegrationKofKpublicKSqRSXsoVXbKdataYKNucleicgAcidsg
ResearchWK2021WK 20.1 3

29 ctPatchjKfastKctKstructureKvisualizationKwithKresidueKconservationYKBioinformaticsWK2019WKceWKccbXccd 7.2 2

28 NewKβeadershipKforKrioinformaticsYKBioinformaticsWK2004WKb_WKahbaXahba 7.2 2

27 voldingKtheKunfoldablejKusingKqlphavoldKtoKexploreKspuriousKproteinsYKBioinformaticsgAdvancesWK
2022WKbWK 2

26 TheKuuropeanKrioinformaticsKynstituteKSuMrβXuryTKinKb_baYKNucleicgAcidsgResearchWK2021WK 20.1 2

25 OnKexpertKcurationKandKsustainabilityjKUniProtÅrZSwissXProtKasKaKcaseKstudy 2

24 sryoXuMKstructuresKofKhumanKRNqKpolymeraseKyyyKinKitsKunboundKandKtranscribingKstates 2

23
StructureKandKcomputationalKanalysisKofKaKnovelKproteinKwithKmetallopeptidaseXlikeKandKcircularlyK
permutedKwingedXhelixXturnXhelixKdomainsKrevealsKaKpossibleKroleKinKmodifiedKpolysaccharideK
biosynthesisYKBMCgBioinformaticsWK2014WKaeWKge

3.6 1

22 SequenceKslassificationKofKProteinKvamiliesjKPfamKandKotherKResourcesK2013WKbeXcf 1

21 qutomatedKSequenceXrasedKqpproachesKforKydentifyingKtomainKvamiliesK2013WKaXbd 1

20 TheKNucleophilicKqttackKSixXrladedK˛†XPropellerKSNfPTKSuperfamilyK2013WKabeXaeh 1

19 uvolutionKofKuukaryoticKshromatinKProteinsKandKTranscriptionKvactorsK2013WKdbaXe_b 1

18 rioinformaticsXXTheKnewKhomeKforKproteinKsequenceKmotifsYKBioinformaticsWK2006WKbbWKbXb 7.2 1

17 SoftwareKpatentsKinKrioinformaticsYKBioinformaticsWK2006WKbbWKadaeXadae 7.2 1

16 PeriscopeKProteinsKareKvariableKlengthKregulatorsKofKbacterialKcellKsurfaceKinteractions 1

(-2013)
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15 qvdZvMRbKvamilyKxomologKRegulatesKxeatXShockXynducedKweneKuxpressionYKGeneticsWK2020WKbaeWKa_ciXa_ed4 1

14 PeriscopeKProteinsKareKvariableXlengthKregulatorsKofKbacterialKcellKsurfaceKinteractionsYKProceedingsg
ofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaWK2021WKaahWK 11.5 1

13
TheKthrombospondinKmoduleKaKdomainKofKtheKmatricellularKproteinKssNcKshowsKanKatypicalK
disulfideKpatternKandKincompleteKsWRKlayersYKActagCrystallographicagSectiongD:gStructuralgBiologyWK
2020WKgfWKabdXacd

5.5 0

12
MetagenomicsKapproachKforKPolymyxaKbetaeKgenomeKassemblyKenablesKcomparativeKanalysisK
towardsKdecipheringKtheKintracellularKparasiticKlifestyleKofKtheKplasmodiophoridsYKGenomicsWK2021WK
aadWKiXbb

4.3 0

11 tiscoveryKofKfibrillarKadhesinsKacrossKbacterialKspeciesYKBMCgGenomicsWK2021WKbbWKee_ 4.5 0

10 slassifyingKProteinsKintoKtomainKStructureKvamiliesK2013WKcgXfh

9 StructuralKqnnotationsKofKwenomesKwithKSuperfamilyKandKwctK2013WKfiXig

8 PhylogenomicKtatabasesKandKOrthologyKPredictionK2013WKiiXabd

7 vunctionalKtiversityKofKtheKxUPKtomainKSuperfamilyK2013WKaeiXahi

6 TheKNqtKrindingKtomainKandKtheKShortXshainKtehydrogenaseZReductaseKSStRTKSuperfamilyK2013WKaiaXb_f

5 vunctionalKqdaptationKandKPlasticityKinKsytoskeletalKProteinKtomainsjKβessonsKfromKtheKurythrocyteK
ModelK2013WKbcgXbhd

4 UnusualKSpeciesKtistributionKandKxorizontalKTransferKofKPeptidasesK2013WKbheXcad

3 vamiliesKofKSequenceXSpecificKtNqXrindingKtomainsKinKTranscriptionKvactorsKacrossKtheKTreeKofKβifeK
2013WKchcXdb_

2 qnKupdateKfromKtheKrioinformaticsKuditorsYKBioinformaticsWK2005WKbaWKdcaiXdcai 7.2

1 ModellingKstructuralKrearrangementsKinKproteinsKusingKuuclideanKdistanceKmatricesYKF1000Research
WiWKgbh 3.6
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