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l Paper IF Citations

262 ’nitialLsequencingLandLanalysisLofLtheLhumanLgenomeaLNatureXL2001XLgclXLkicYled 50.4 17366

261 ecdiLupdateLofLtheLPR’wxLdatabaseLandLitsLrelatedLtoolsaLNucleicgAcidsgResearchXL2016XLggXLwggjYhi 20.1 2440

260 ProteomeXchangeLprovidesLgloballyLcoordinatedLproteomicsLdataLsubmissionLandLdisseminationaL
NaturegBiotechnologyXL2014XLfeXLeefYi 44.5 2053

259 TheLPRoteomicsL’wxntificationsLTPR’wxULdatabaseLandLassociatedLtoolsmLstatusLinLecdfaLNucleicgAcidsg
ResearchXL2013XLgdXLwdcifYl 20.1 1587

258 TheLReactomeLPathwayLKnowledgebaseaLNucleicgAcidsgResearchXL2018XLgiXLwiglYwihh 20.1 1496

257 OnLtheLfrequencyLofLproteinLglycosylationXLasLdeducedLfromLanalysisLofLtheLSW’SSYPROTLdatabaseaL
BiochimicagEtgBiophysicagActagugGeneralgSubjectsXL1999XLdgjfXLgYk 4 1365

256 watabasesLonLtranscriptionalLregulationmLTRtNSytvXLTRRwLandLvOMPxéaLNucleicgAcidsgResearchXL
1998XLeiXLfieYj 20.1 1209

255 TheLReactomeLpathwayLknowledgebaseaLNucleicgAcidsgResearchXL2014XLgeXLwgjeYj 20.1 1188

254 TheLM’nttctLprojectYY’nttctLasLaLcommonLcurationLplatformLforLddLmolecularLinteractionLdatabasesaL
NucleicgAcidsgResearchXL2014XLgeXLwfhkYif 20.1 1111

253 ReactomemLaLdatabaseLofLreactionsXLpathwaysLandLbiologicalLprocessesaLNucleicgAcidsgResearchXL2011
XLflXLwildYj 20.1 1090

252 TheLminimumLinformationLaboutLaLgenomeLsequenceLTM’zSULspecificationaLNaturegBiotechnologyXL
2008XLeiXLhgdYj 44.5 964

251 TheLReactomeLpathwayLKnowledgebaseaLNucleicgAcidsgResearchXL2016XLggXLwgkdYj 20.1 920

250 TheLreactomeLpathwayLknowledgebaseaLNucleicgAcidsgResearchXL2020XLgkXLwglkYwhcf 20.1 848

249 TheL’nttctLmolecularLinteractionLdatabaseLinLecdeaLNucleicgAcidsgResearchXL2012XLgcXLwkgdYi 20.1 779

248 TheL’nterProLdatabaseXLanLintegratedLdocumentationLresourceLforLproteinLfamiliesXLdomainsLandL
functionalLsitesaLNucleicgAcidsgResearchXL2001XLelXLfjYgc 20.1 743

247 ReactomeLknowledgebaseLofLhumanLbiologicalLpathwaysLandLprocessesaLNucleicgAcidsgResearchXL
2009XLfjXLwidlYee 20.1 675

246
OverviewLofLtheL‘UPOLPlasmaLProteomeLProjectmLresultsLfromLtheLpilotLphaseLwithLfhLcollaboratingL
laboratoriesLandLmultipleLanalyticalLgroupsXLgeneratingLaLcoreLdatasetLofLfcecLproteinsLandLaL
publiclyYavailableLdatabaseaLProteomicsXL2005XLhXLfeeiYgh

4.8 672
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245 ’nttctmLanLopenLsourceLmolecularLinteractionLdatabaseaLNucleicgAcidsgResearchXL2004XLfeXLwgheYh 20.1 670

244 tLcommonLopenLrepresentationLofLmassLspectrometryLdataLandLitsLapplicationLtoLproteomicsL
researchaLNaturegBiotechnologyXL2004XLeeXLdghlYii 44.5 632

243 ’nttctYYopenLsourceLresourceLforLmolecularLinteractionLdataaLNucleicgAcidsgResearchXL2007XLfhXLwhidYh 20.1 626

242 TheLminimumLinformationLaboutLaLproteomicsLexperimentLTM’tPxUaLNaturegBiotechnologyXL2007XLehXLkkjYlf44.5 583

241 TheLProteomeXchangeLconsortiumLinLecdjmLsupportingLtheLculturalLchangeLinLproteomicsLpublicL
dataLdepositionaLNucleicgAcidsgResearchXL2017XLghXLwddccYwddci 20.1 568

240 TheL’nttctLmolecularLinteractionLdatabaseLinLecdcaLNucleicgAcidsgResearchXL2010XLfkXLwhehYfd 20.1 522

239 TheL‘UPOLPS’SsLmolecularLinteractionLformatYYaLcommunityLstandardLforLtheLrepresentationLofL
proteinLinteractionLdataaLNaturegBiotechnologyXL2004XLeeXLdjjYkf 44.5 504

238 PR’wxmLtheLproteomicsLidentificationsLdatabaseaLProteomicsXL2005XLhXLfhfjYgh 4.8 454

237 mzMéYYaLcommunityLstandardLforLmassLspectrometryLdataaLMoleculargandgCellulargProteomicsXL2011XL
dcXLRddcacccdff 7.6 424

236 iProXmLanLintegratedLproteomeLresourceaLNucleicgAcidsgResearchXL2019XLgjXLwdeddYwdedj 20.1 423

235 PromotingLcoherentLminimumLreportingLguidelinesLforLbiologicalLandLbiomedicalLinvestigationsmLtheL
M’uu’LprojectaLNaturegBiotechnologyXL2008XLeiXLkklYli 44.5 417

234 ProteinLinteractionLdataLcurationmLtheL’nternationalLMolecularLxxchangeLT’MxxULconsortiumaLNatureg
MethodsXL2012XLlXLfghYhc 21.6 375

233 wisruptedLinLSchizophreniaLdL’nteractomemLevidenceLforLtheLcloseLconnectivityLofLriskLgenesLandLaL
potentialLsynapticLbasisLforLschizophreniaaLMoleculargPsychiatryXL2007XLdeXLjgYki 15.1 349

232 TowardLinteroperableLbioscienceLdataaLNaturegGeneticsXL2012XLggXLdedYi 36.3 286

231 ReactomeLpathwayLanalysismLaLhighYperformanceLinYmemoryLapproachaLBMCgBioinformaticsXL2017XL
dkXLdge 3.6 285

230 OpenLTargetsmLaLplatformLforLtherapeuticLtargetLidentificationLandLvalidationaLNucleicgAcidsgResearch
XL2017XLghXLwlkhYwllg 20.1 241

229 vlinicalLproteomicsmLtLneedLtoLdefineLtheLfieldLandLtoLbeginLtoLsetLadequateLstandardsaLProteomicsgug
ClinicalgApplicationsXL2007XLdXLdgkYhi 3.1 237

228 tnnotatingLcancerLvariantsLandLantiYcancerLtherapeuticsLinLreactomeaLCancersXL2012XLgXLddkcYedd 6.6 232

(2012-2004)
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227 TheLminimumLinformationLrequiredLforLreportingLaLmolecularLinteractionLexperimentLTM’M’xUaL
NaturegBiotechnologyXL2007XLehXLklgYk 44.5 229

226 PS’vQU’vLandLPS’SvORxmLaccessingLandLscoringLmolecularLinteractionsaLNaturegMethodsXL2011XLkXLhekYl 21.6 227

225 uioModelsmLtenYyearLanniversaryaLNucleicgAcidsgResearchXL2015XLgfXLwhgeYk 20.1 225

224 PR’wxmLaLpublicLrepositoryLofLproteinLandLpeptideLidentificationsLforLtheLproteomicsLcommunityaL
NucleicgAcidsgResearchXL2006XLfgXLwihlYif 20.1 222

223 ’nterProYYanLintegratedLdocumentationLresourceLforLproteinLfamiliesXLdomainsLandLfunctionalLsitesaL
BioinformaticsXL2000XLdiXLddghYhc 7.2 217

222 TheLProteomeXchangeLconsortiumLinLececmLenablingLSbigLdataSLapproachesLinLproteomicsaLNucleicg
AcidsgResearchXL2020XLgkXLwddghYwddhe 20.1 212

221 ProteomeuindersmLplanningLaLxuropeanLresourceLofLaffinityLreagentsLforLanalysisLofLtheLhumanL
proteomeaLNaturegMethodsXL2007XLgXLdfYj 21.6 207

220 uroadeningLtheLhorizonYYlevelLeahLofLtheL‘UPOYPS’LformatLforLmolecularLinteractionsaLBMCgBiologyXL
2007XLhXLgg 7.3 204

219 TheLProteomicsL’dentificationsLdatabasemLecdcLupdateaLNucleicgAcidsgResearchXL2010XLfkXLwjfiYge 20.1 199

218 tLguideLtoLtheLProteomicsL’dentificationsLwatabaseLproteomicsLdataLrepositoryaLProteomicsXL2009XL
lXLgejiYkf 4.8 198

217 TheLimplicationsLofLalternativeLsplicingLinLtheLxNvOwxLproteinLcomplementaLProceedingsgofgtheg
NationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaXL2007XLdcgXLhglhYhcc 11.5 177

216 TheLproteomicsLstandardsLinitiativeaLProteomicsXL2003XLfXLdfjgYi 4.8 159

215 TheLmz’dentMéLdataLstandardLforLmassLspectrometryYbasedLproteomicsLresultsaLMoleculargandg
CellulargProteomicsXL2012XLddXLMdddacdgfkd 7.6 150

214 TheLOntologyLéookupLServiceXLaLlightweightLcrossYplatformLtoolLforLcontrolledLvocabularyLqueriesaL
BMCgBioinformaticsXL2006XLjXLlj 3.6 142

213 MakingLproteomicsLdataLaccessibleLandLreusablemLcurrentLstateLofLproteomicsLdatabasesLandL
repositoriesaLProteomicsXL2015XLdhXLlfcYgl 4.8 138

212 ’nterPromLanLintegratedLdocumentationLresourceLforLproteinLfamiliesXLdomainsLandLfunctionalLsitesaL
BriefingsgingBioinformaticsXL2002XLfXLeehYfh 13.4 137

211 ‘umanLProteomeLProjectLMassLSpectrometryLwataL’nterpretationLzuidelinesLeadaLJournalgofg
ProteomegResearchXL2016XLdhXLflidYfljc 5.6 130

210 vapturingLvariationLimpactLonLmolecularLinteractionsLinLtheL’MxxLvonsortiumLmutationsLdataLsetaL
NaturegCommunicationsXL2019XLdcXLdc 17.4 122
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209 PatheModelsmLlargeYscaleLgenerationLofLcomputationalLmodelsLfromLbiochemicalLpathwayLmapsaL
BMCgSystemsgBiologyXL2013XLjXLddi 3.5 122

208 MxMOTxLforLstandardizedLgenomeYscaleLmetabolicLmodelLtestingaLNaturegBiotechnologyXL2020XLfkXLejeYeji44.5 121

207 wiscoveringLandLlinkingLpublicLomicsLdataLsetsLusingLtheLOmicsLwiscoveryL’ndexaLNatureg
BiotechnologyXL2017XLfhXLgciYgcl 44.5 105

206 PR’wxmLnewLdevelopmentsLandLnewLdatasetsaLNucleicgAcidsgResearchXL2008XLfiXLwkjkYkf 20.1 105

205 tnalyzingLproteinYproteinLinteractionLnetworksaLJournalgofgProteomegResearchXL2012XLddXLecdgYfd 5.6 103

204 PR’wxL’nspectormLaLtoolLtoLvisualizeLandLvalidateLMSLproteomicsLdataaLNaturegBiotechnologyXL2012XL
fcXLdfhYj 44.5 103

203 TheLProteinL’dentifierLvrossYReferencingLTP’vRULservicemLreconcilingLproteinLidentifiersLacrossL
multipleLsourceLdatabasesaLBMCgBioinformaticsXL2007XLkXLgcd 3.6 102

202 tLcomparisonLofLsignalLsequenceLpredictionLmethodsLusingLaLtestLsetLofLsignalLpeptidesaL
BioinformaticsXL2000XLdiXLjgdYe 7.2 102

201 vallingLonLaLmillionLmindsLforLcommunityLannotationLinLWikiProteinsaLGenomegBiologyXL2008XLlXLRkl 18.3 101

200 ReactomeLgraphLdatabasemLxfficientLaccessLtoLcomplexLpathwayLdataaLPLoSgComputationalgBiologyXL
2018XLdgXLedcchlik 5 100

199 RecognizingLmillionsLofLconsistentlyLunidentifiedLspectraLacrossLhundredsLofLshotgunLproteomicsL
datasetsaLNaturegMethodsXL2016XLdfXLihdYihi 21.6 99

198
TheLmzTabLdataLexchangeLformatmLcommunicatingLmassYspectrometryYbasedLproteomicsLandL
metabolomicsLexperimentalLresultsLtoLaLwiderLaudienceaLMoleculargandgCellulargProteomicsXL2014XL
dfXLejihYjh

7.6 96

197
TheLPRoteomicsL’wxntificationLTPR’wxULvonverterLeLframeworkmLanLimprovedLsuiteLofLtoolsLtoL
facilitateLdataLsubmissionLtoLtheLPR’wxLdatabaseLandLtheLProteomeXchangeLconsortiumaLMolecularg
andgCellulargProteomicsXL2012XLddXLdikeYl

7.6 96

196
PR’wxL’nspectorLToolsuitemLMovingLTowardLaLUniversalLVisualizationLToolLforLProteomicsLwataL
StandardLyormatsLandLQualityLtssessmentLofLProteomeXchangeLwatasetsaLMoleculargandgCellularg
ProteomicsXL2016XLdhXLfchYdj

7.6 91

195 uio–SmLanLopenLsourceL–avaScriptLframeworkLforLbiologicalLdataLvisualizationaLBioinformaticsXL2013XL
elXLddcfYg 7.2 88

194 vommonLinterchangeLstandardsLforLproteomicsLdatamLPublicLavailabilityLofLtoolsLandLschemaaL
ProteomicsXL2004XLgXLglcYd 4.8 88

193 TheLOntologyLéookupLServicemLbiggerLandLbetteraLNucleicgAcidsgResearchXL2010XLfkXLWdhhYic 20.1 82

192 uioModelsYdhLyearsLofLsharingLcomputationalLmodelsLinLlifeLscienceaLNucleicgAcidsgResearchXL2020XL
gkXLwgcjYwgdh 20.1 81

(2020-2013)
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191 TheLyunctionalLzenomicsLxxperimentLmodelLTyuzxUmLanLextensibleLframeworkLforLstandardsLinL
functionalLgenomicsaLNaturegBiotechnologyXL2007XLehXLddejYff 44.5 81

190 NewLopenLdrugLactivityLdataLatLxu’aLChemistrygCentralgJournalXL2009XLfXL 78

189 ’ntegratingLbiologicalLdataYYtheLwistributedLtnnotationLSystemaLBMCgBioinformaticsXL2008XLlLSupplL
kXLSf 3.6 77

188 ReactomeLenhancedLpathwayLvisualizationaLBioinformaticsXL2017XLffXLfgidYfgij 7.2 76

187 vOV’wYdlLwiseaseLMapXLbuildingLaLcomputationalLrepositoryLofLStRSYvoVYeLvirusYhostLinteractionL
mechanismsaLScientificgDataXL2020XLjXLdfi 8.2 71

186 ReactomeLpathwayLanalysisLtoLenrichLbiologicalLdiscoveryLinLproteomicsLdataLsetsaLProteomicsXL2011
XLddXLfhlkYidf 4.8 71

185 tLnewLreferenceLimplementationLofLtheLPS’vQU’vLwebLserviceaLNucleicgAcidsgResearchXL2013XLgdXLWicdYi20.1 70

184 MinimumLinformationLaboutLaLbioactiveLentityLTM’tuxUaLNaturegReviewsgDruggDiscoveryXL2011XLdcXLiidYl 64.1 69

183 TheLcomplexLportalYYanLencyclopaediaLofLmacromolecularLcomplexesaLNucleicgAcidsgResearchXL2015XL
gfXLwgjlYkg 20.1 68

182 PhaSepwumLaLdatabaseLofLliquidYliquidLphaseLseparationLrelatedLproteinsaLNucleicgAcidsgResearchXL
2020XLgkXLwfhgYwfhl 20.1 68

181 SuMéLéevelLfmLanLextensibleLformatLforLtheLexchangeLandLreuseLofLbiologicalLmodelsaLMolecularg
SystemsgBiologyXL2020XLdiXLelddc 12.2 65

180 ’dentifiersLforLtheLedstLcenturymL‘owLtoLdesignXLprovisionXLandLreuseLpersistentLidentifiersLtoL
maximizeLutilityLandLimpactLofLlifeLscienceLdataaLPLoSgBiologyXL2017XLdhXLeeccdgdg 9.7 63

179 ProteomicsLStandardsL’nitiativemLyifteenLYearsLofLProgressLandLyutureLWorkaLJournalgofgProteomeg
ResearchXL2017XLdiXLgekkYgelk 5.6 61

178 OpenLsourceLlibrariesLandLframeworksLforLmassLspectrometryLbasedLproteomicsmLaLdeveloperSsL
perspectiveaLBiochimicagEtgBiophysicagActagugProteinsgandgProteomicsXL2014XLdkggXLifYji 4 59

177 éipid‘omemLaLdatabaseLofLtheoreticalLlipidsLoptimizedLforLhighLthroughputLmassLspectrometryL
lipidomicsaLPLoSgONEXL2013XLkXLeidlhd 3.7 59

176 RecommendationsLfromLtheLecckL’nternationalLSummitLonLProteomicsLwataLReleaseLandLSharingL
PolicymLtheLtmsterdamLprinciplesaLJournalgofgProteomegResearchXL2009XLkXLfiklYle 5.6 58

175 TheLOntologyLéookupLServicemLmoreLdataLandLbetterLtoolsLforLcontrolledLvocabularyLqueriesaLNucleicg
AcidsgResearchXL2008XLfiXLWfjeYi 20.1 58

174 ReactomeLdiagramLviewermLdataLstructuresLandLstrategiesLtoLboostLperformanceaLBioinformaticsXL
2018XLfgXLdeckYdedg 7.2 57
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173 TheLworkLofLtheL‘umanLProteomeLOrganisationSsLProteomicsLStandardsL’nitiativeLT‘UPOLPS’UaL
OMICSgAgJournalgofgIntegrativegBiologyXL2006XLdcXLdghYhd 3.8 57

172 TheLreactomeLpathwayLknowledgebaseLeceeaLNucleicgAcidsgResearchXL2021XL 20.1 57

171 TheL‘UPOLproteomicsLstandardsLinitiativeYLmassLspectrometryLcontrolledLvocabularyaLDatabase:gtheg
JournalgofgBiologicalgDatabasesgandgCurationXL2013XLecdfXLbatccl 5 56

170 RLspidermLaLnetworkYbasedLanalysisLofLgeneLlistsLbyLcombiningLsignalingLandLmetabolicLpathwaysL
fromLReactomeLandLKxzzLdatabasesaLNucleicgAcidsgResearchXL2010XLfkXLWjkYkf 20.1 56

169 SubmitLyourLinteractionLdataLtheL’MxxLwaymLaLstepLbyLstepLguideLtoLtroubleYfreeLdepositionaL
ProteomicsXL2007XLjLSupplLdXLekYfg 4.8 56

168 uioModelsmLexpandingLhorizonsLtoLincludeLmoreLmodellingLapproachesLandLformatsaLNucleicgAcidsg
ResearchXL2018XLgiXLwdegkYwdehf 20.1 54

167 wataLmanagementLandLpreliminaryLdataLanalysisLinLtheLpilotLphaseLofLtheL‘UPOLPlasmaLProteomeL
ProjectaLProteomicsXL2005XLhXLfegiYid 4.8 51

166 vharacterizationXLdesignXLandLfunctionLofLtheLmitochondrialLproteomemLfromLorgansLtoLorganismsaL
JournalgofgProteomegResearchXL2014XLdfXLgffYgi 5.6 49

165 PR’wxLvlustermLbuildingLaLconsensusLofLproteomicsLdataaLNaturegMethodsXL2013XLdcXLlhYi 21.6 49

164 uioModelsmLvontentXLyeaturesXLyunctionalityXLandLUseaLCPT:gPharmacometricsgandgSystemsg
PharmacologyXL2015XLgXLef 4.5 48

163 RecuratedLproteinLinteractionLdatasetsaLNaturegMethodsXL2009XLiXLkicYd 21.6 48

162 woLweLwantLourLdataLrawrL’ncludingLbinaryLmassLspectrometryLdataLinLpublicLproteomicsLdataL
repositoriesaLProteomicsXL2005XLhXLfhcdYh 4.8 48

161 ‘arnessingLtheLheartLofLbigLdataaLCirculationgResearchXL2015XLddiXLdddhYl 15.7 47

160 TheLPS’LsemanticLvalidatormLaLframeworkLtoLcheckLM’tPxLcomplianceLofLproteomicsLdataaL
ProteomicsXL2009XLlXLhddeYl 4.8 47

159 tLcriticalLappraisalLofLtechniquesXLsoftwareLpackagesXLandLstandardsLforLquantitativeLproteomicL
analysisaLOMICSgAgJournalgofgIntegrativegBiologyXL2012XLdiXLgfdYge 3.8 46

158 ’ntegratedLomicsLdissectionLofLproteomeLdynamicsLduringLcardiacLremodelingaLNatureg
CommunicationsXL2018XLlXLdec 17.4 44

157 OrganelleLproteomicsLexperimentalLdesignsLandLanalysisaLProteomicsXL2010XLdcXLflhjYil 4.8 44

156 VtRSPé’vmLalternativelyYsplicedLproteinLsequencesLderivedLfromLSW’SSYPROTLandLTrxMuéaL
BioinformaticsXL2000XLdiXLdcgkYl 7.2 44

(2000-2006)
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155 vomplexLPortalLecdkmLextendedLcontentLandLenhancedLvisualizationLtoolsLforLmacromolecularL
complexesaLNucleicgAcidsgResearchXL2019XLgjXLwhhcYwhhk 20.1 44

154 ‘ydramLaLscalableLproteomicLsearchLengineLwhichLutilizesLtheL‘adoopLdistributedLcomputingL
frameworkaLBMCgBioinformaticsXL2012XLdfXLfeg 3.6 43

153 wevelopmentLofLdataLrepresentationLstandardsLbyLtheLhumanLproteomeLorganizationLproteomicsL
standardsLinitiativeaLJournalgofgthegAmericangMedicalgInformaticsgAssociation:gJAMIAXL2015XLeeXLglhYhci 8.6 42

152 QuantifyingLtheLimpactLofLpublicLomicsLdataaLNaturegCommunicationsXL2019XLdcXLfhde 17.4 42

151 ’ntegrationLofLcardiacLproteomeLbiologyLandLmedicineLbyLaLspecializedLknowledgebaseaLCirculationg
ResearchXL2013XLddfXLdcgfYhf 15.7 42

150
yiveLyearsLofLprogressLinLtheLStandardizationLofLProteomicsLwataLgthLtnnualLSpringLWorkshopLofL
theL‘UPOYProteomicsLStandardsL’nitiativeLtprilLefYehXLeccjLxcoleLNationaleLSupˆ'rieureLTxNSUXL
éyonXLyranceaLProteomicsXL2007XLjXLfgfiYgc

4.8 42

149 ‘owLtoLsubmitLMSLproteomicsLdataLtoLProteomeXchangeLviaLtheLPR’wxLdatabaseaLProteomicsXL2014XL
dgXLeeffYgd 4.8 41

148 ’nYdepthLanalysisLofLproteinLinferenceLalgorithmsLusingLmultipleLsearchLenginesLandLwellYdefinedL
metricsaLJournalgofgProteomicsXL2017XLdhcXLdjcYdke 3.9 39

147 ProteomicsLdataLvalidationmLwhyLallLmustLprovideLdataaLMoleculargBioSystemsXL2007XLfXLhdkYee 39

146 TheL‘UPOLproteomicsLstandardsLinitiativeYYovercomingLtheLfragmentationLofLproteomicsLdataaL
ProteomicsXL2006XLiLSupplLeXLfgYk 4.8 39

145 tLdomainLlevelLinteractionLnetworkLofLamyloidLprecursorLproteinLandLtbetaLofLtlzheimerSsLdiseaseaL
ProteomicsXL2010XLdcXLefjjYlh 4.8 38

144 ReactomezStLYLxfficientLMultiYOmicsLvomparativeLPathwayLtnalysisaLMoleculargandgCellularg
ProteomicsXL2020XLdlXLeddhYedeh 7.6 38

143 MinimumLinformationLaboutLaLproteinLaffinityLreagentLTM’tPtRUaLNaturegBiotechnologyXL2010XLekXLihcYf 44.5 37

142 MergingLandLscoringLmolecularLinteractionsLutilisingLexistingLcommunityLstandardsmLtoolsXLuseYcasesL
andLaLcaseLstudyaLDatabase:gthegJournalgofgBiologicalgDatabasesgandgCurationXL2015XLecdhXL 5 36

141 qcMémLanLexchangeLformatLforLqualityLcontrolLmetricsLfromLmassLspectrometryLexperimentsaL
MoleculargandgCellulargProteomicsXL2014XLdfXLdlchYdf 7.6 36

140 tnalyzingLlargeYscaleLproteomicsLprojectsLwithLlatentLsemanticLindexingaLJournalgofgProteomeg
ResearchXL2008XLjXLdkeYld 5.6 36

139 TheLPS’LformalLdocumentLprocessLandLitsLimplementationLonLtheLPS’LwebsiteaLProteomicsXL2007XLjXLefhhYj4.8 35

138 OpenLsourceLlibrariesLandLframeworksLforLbiologicalLdataLvisualisationmLaLguideLforLdevelopersaL
ProteomicsXL2015XLdhXLdfhiYjg 4.8 34
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137 PharmacometricsLMarkupLéanguageLTPharmMéUmLOpeningLNewLPerspectivesLforLModelLxxchangeLinL
wrugLwevelopmentaLCPT:gPharmacometricsgandgSystemsgPharmacologyXL2015XLgXLfdiYl 4.5 34

136 tLdataLcitationLroadmapLforLscholarlyLdataLrepositoriesaLScientificgDataXL2019XLiXLek 8.2 33

135 UniformLresolutionLofLcompactLidentifiersLforLbiomedicalLdataaLScientificgDataXL2018XLhXLdkccel 8.2 33

134 ttgttlasLdacmLaLhumanLautoantigenLdatabaseaLNucleicgAcidsgResearchXL2017XLghXLwjilYwjji 20.1 33

133 tLvisualLreviewLofLtheLinteractomeLofLéRRKemLUsingLdeepYcuratedLmolecularLinteractionLdataLtoL
representLbiologyaLProteomicsXL2015XLdhXLdflcYgcg 4.8 33

132 tLcommunityLstandardLformatLforLtheLrepresentationLofLproteinLaffinityLreagentsaLMoleculargandg
CellulargProteomicsXL2010XLlXLdYdc 7.6 33

131 TheL‘UPOLproteomicsLstandardsLinitiativeYYeasingLcommunicationLandLminimizingLdataLlossLinLaL
changingLworldaLBriefingsgingBioinformaticsXL2008XLlXLdiiYjf 13.4 33

130 tccurateLestimationLofLisoelectricLpointLofLproteinLandLpeptideLbasedLonLaminoLacidLsequencesaL
BioinformaticsXL2016XLfeXLkedYj 7.2 32

129 xncompassingLnewLuseLcasesLYLlevelLfacLofLtheL‘UPOYPS’LformatLforLmolecularLinteractionsaLBMCg
BioinformaticsXL2018XLdlXLdfg 3.6 31

128 PR’wxmLqualityLcontrolLinLaLproteomicsLdataLrepositoryaLDatabase:gthegJournalgofgBiologicalgDatabasesg
andgCurationXL2012XLecdeXLbasccg 5 30

127 TheLevolutionLofLstandardsLandLdataLmanagementLpracticesLinLsystemsLbiologyaLMoleculargSystemsg
BiologyXL2015XLddXLkhd 12.2 29

126 TheLReactomeLuioMartaLDatabase:gthegJournalgofgBiologicalgDatabasesgandgCurationXL2011XLecddXLbarcfd 5 29

125 ToolsLTViewerXLéibraryLandLValidatorULthatLfacilitateLuseLofLtheLpeptideLandLproteinLidentificationL
standardLformatXLtermedLmz’dentMéaLMoleculargandgCellulargProteomicsXL2013XLdeXLfceiYfh 7.6 28

124 ’nteroPORvmLautomatedLinferenceLofLhighlyLconservedLproteinLinteractionLnetworksaLBioinformaticsXL
2008XLegXLdiehYfd 7.2 28

123 tLpublicLrepositoryLforLmassLspectrometryLimagingLdataaLAnalyticalgandgBioanalyticalgChemistryXL
2015XLgcjXLecejYff 4.4 27

122 jmz’dentMéLtP’mLtL–avaLinterfaceLtoLtheLmz’dentMéLstandardLforLpeptideLandLproteinLidentificationL
dataaLProteomicsXL2012XLdeXLjlcYg 4.8 27

121 ’mprovementsLinLtheLProteinL’dentifierLvrossYReferenceLserviceaLNucleicgAcidsgResearchXL2012XLgcXLWejiYkc20.1 27

120 msYdataYcoreYapimLanLopenYsourceXLmetadataYorientedLlibraryLforLcomputationalLproteomicsaL
BioinformaticsXL2015XLfdXLelcfYh 7.2 26

(2015-2015)
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119 vontrolledLvocabulariesLandLontologiesLinLproteomicsmLoverviewXLprinciplesLandLpracticeaLBiochimicag
EtgBiophysicagActagugProteinsgandgProteomicsXL2014XLdkggXLlkYdcj 4 26

118 jmzReadermLtL–avaLparserLlibraryLtoLprocessLandLvisualizeLmultipleLtextLandLXMéYbasedLmassL
spectrometryLdataLformatsaLProteomicsXL2012XLdeXLjlhYk 4.8 26

117 MeetingLReportLfromLtheLSecondLNMinimumL’nformationLforLuiologicalLandLuiomedicalL
’nvestigationsNLTM’uu’ULworkshopaLStandardsgingGenomicgSciencesXL2010XLfXLehlYii 26

116 MemotemLtLcommunityLdrivenLeffortLtowardsLaLstandardizedLgenomeYscaleLmetabolicLmodelLtestLsuite 26

115 TowardsLaLunifiedLopenLaccessLdatasetLofLmolecularLinteractionsaLNaturegCommunicationsXL2020XLddXLidgg17.4 26

114 MappingLplantLinteractomesLusingLliteratureLcuratedLandLpredictedLproteinYproteinLinteractionLdataL
setsaLPlantgCellXL2010XLeeXLlljYdcch 11.6 25

113 vurrentLstatusLofLproteomicLstandardsLdevelopmentaLExpertgReviewgofgProteomicsXL2004XLdXLdjlYkf 4.2 25

112 TestingLandLValidationLofLvomputationalLMethodsLforLMassLSpectrometryaLJournalgofgProteomeg
ResearchXL2016XLdhXLkclYdg 5.6 24

111 vonsequencesLofLtheLdiscontinuationLofLtheL’nternationalLProteinL’ndexLT’P’ULdatabaseLandLitsL
substitutionLbyLtheLUniProtKuLNcompleteLproteomeNLsetsaLProteomicsXL2011XLddXLggfgYk 4.8 24

110 tdvancesLinLtheLdevelopmentLofLcommonLinterchangeLstandardsLforLproteomicLdataaLProteomicsXL
2004XLgXLefifYh 4.8 24

109 WikidataLasLaLknowledgeLgraphLforLtheLlifeLsciencesaLELifeXL2020XLlXL 8.9 24

108 wastyeXLanLtjaxLproteinLwtSLclientaLBioinformaticsXL2008XLegXLeddlYed 7.2 23

107 TheL‘UPOLProteomicsLStandardsL’nitiativeLMeetingmLTowardsLvommonLStandardsLforLxxchangingL
ProteomicsLwataaLComparativegandgFunctionalgGenomicsXL2003XLgXLdiYl 22

106 wastyLandLUniProtLwtSmLaLperfectLpairLforLproteinLfeatureLvisualizationaLBioinformaticsXL2005XLedXLfdlkYl 7.2 22

105 tnnotatingLtheLhumanLproteomeaLMoleculargandgCellulargProteomicsXL2005XLgXLgfhYgc 7.6 22

104 ReproducibilityLinLsystemsLbiologyLmodellingaLMoleculargSystemsgBiologyXL2021XLdjXLellke 12.2 22

103
TheL’mpactLofLMathematicalLModelingLinLUnderstandingLtheLMechanismsLUnderlyingL
NeurodegenerationmLxvolvingLwimensionsLandLyutureLwirectionsaLCPT:gPharmacometricsgandgSystemsg
PharmacologyXL2017XLiXLjfYki

4.5 21

102 M’NTLandL’nttctLcontributeLtoLtheLSecondLuiovreativeLchallengemLservingLtheLtextYminingL
communityLwithLhighLqualityLmolecularLinteractionLdataaLGenomegBiologyXL2008XLlLSupplLeXLSh 18.3 21
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101 SwissknifeLYLSlazyLparsingSLofLSW’SSYPROTLentriesaLBioinformaticsXL1999XLdhXLjjdYe 7.2 20

100 uiomedicalL’nformaticsLonLtheLvloudmLtLTreasureL‘untLforLtdvancingLvardiovascularLMedicineaL
CirculationgResearchXL2018XLdeeXLdelcYdfcd 15.7 19

99 uio–SmLanLopenLsourceLstandardLforLbiologicalLvisualisationLYLitsLstatusLinLecdgaLFyxxxResearchXL2014XL
fXLhh 3.6 19

98 TheL’MxxLcoronavirusLinteractomemLanLevolvingLmapLofLvoronaviridaeYhostLmolecularLinteractionsaL
Database:gthegJournalgofgBiologicalgDatabasesgandgCurationXL2020XLececXL 5 19

97 tnLinformaticLpipelineLforLtheLdataLcaptureLandLsubmissionLofLquantitativeLproteomicLdataLusingL
iTRtQaLProteomegScienceXL2007XLhXLg 2.6 18

96 tnalysisLofLtheLexperimentalLdetectionLofLcentralLnervousLsystemYrelatedLgenesLinLhumanLbrainLandL
cerebrospinalLfluidLdatasetsaLProteomicsXL2008XLkXLddfkYgk 4.8 18

95 TheLroleLSW’SSYPROTLandLTrxMuéLplayLinLtheLgenomeLresearchLenvironmentaLJournalgofg
BiotechnologyXL2000XLjkXLeedYfg 3.7 18

94 vomputationalLproteomicsLpitfallsLandLchallengesmL‘avanauioinfoLecdeLworkshopLreportaLJournalgofg
ProteomicsXL2013XLkjXLdfgYk 3.9 17

93 TheLsystematicLannotationLofLtheLthreeLmainLzPvRLfamiliesLinLReactomeaLDatabase:gthegJournalgofg
BiologicalgDatabasesgandgCurationXL2010XLecdcXLbaqcdk 5 17

92 ’SP’wxRLventralmLanLintegratedLdatabaseLwebYserverLforLproteomicsaLNucleicgAcidsgResearchXL2008XL
fiXLWgkhYlc 20.1 17

91 vausalTtumLtheLPS’YM’TtuLeakLupdatedLformatLforLsignallingLdataLrepresentationLandLdisseminationaL
BioinformaticsXL2019XLfhXLfjjlYfjkh 7.2 16

90 PublishedLandLperishedrLTheLinfluenceLofLtheLsearchedLproteinLdatabaseLonLtheLlongYtermLstorageL
ofLproteomicsLdataaLMoleculargandgCellulargProteomicsXL2011XLdcXLMdddacckglc 7.6 16

89 TheLgelLelectrophoresisLmarkupLlanguageLTzelMéULfromLtheLProteomicsLStandardsL’nitiativeaL
ProteomicsXL2010XLdcXLfcjfYkd 4.8 16

88 TheLProteinLyeatureLOntologymLaLtoolLforLtheLunificationLofLproteinLfeatureLannotationsaL
BioinformaticsXL2008XLegXLejijYje 7.2 16

87 tLwataLvitationLRoadmapLforLScholarlyLwataLRepositories 16

86 ’ntroducingLtheLPR’wxLtrchiveLRxSTfulLwebLservicesaLNucleicgAcidsgResearchXL2015XLgfXLWhllYicg 20.1 15

85 TenLyearsLofLstandardizingLproteomicLdatamLaLreportLonLtheL‘UPOYPS’LSpringLWorkshopmLtprilL
deYdgthXLecdeXLSanLwiegoXLUStaLProteomicsXL2012XLdeXLejijYje 4.8 15

84 TheL’nttctLdatabasemLefficientLaccessLtoLfineYgrainedLmolecularLinteractionLdataaLNucleicgAcidsg
ResearchXL2021XL 20.1 15

(2021-1999)
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83 ’dentifyingLnovelLbiomarkersLthroughLdataLminingYaLrealisticLscenarioraLProteomicsgugClinicalg
ApplicationsXL2015XLlXLgfjYgf 3.1 14

82 jmzTabmLaLjavaLinterfaceLtoLtheLmzTabLdataLstandardaLProteomicsXL2014XLdgXLdfekYfe 4.8 14

81 ProgressLinLxstablishingLvommonLStandardsLforLxxchangingLProteomicsLwatamLTheLSecondLMeetingL
ofLtheL‘UPOLProteomicsLStandardsL’nitiativeaLComparativegandgFunctionalgGenomicsXL2003XLgXLecfYi 14

80 tLreferenceLsetLofLcuratedLbiomedicalLdataLandLmetadataLfromLclinicalLcaseLreportsaLScientificgDataXL
2018XLhXLdkcehk 8.2 14

79
TheLuseLofLcommonLontologiesLandLcontrolledLvocabulariesLtoLenableLdataLexchangeLandL
depositionLforLcomplexLproteomicLexperimentsaLPacificgSymposiumgongBiocomputinggPacificg
SymposiumgongBiocomputingXL2005XLdkiYli

1.3 14

78 SPtRQéYenabledLidentifierLconversionLwithL’dentifiersaorgaLBioinformaticsXL2015XLfdXLdkjhYj 7.2 13

77 TheLxu’LenzymeLportalaLNucleicgAcidsgResearchXL2013XLgdXLwjjfYkc 20.1 13

76 ‘umanLProteomeLOrganizationLProteomicsLStandardsL’nitiativeaLMoleculargandgCellulargProteomicsXL
2007XLiXLdiiiYdiij 7.6 13

75 xxpressionLdataLanalysisLwithLReactomeaLCurrentgProtocolsgingBioinformaticsXL2015XLglXLkaecadYkaecal 24.2 12

74 ProteomicsLandLueyondmLaLreportLonLtheLfrdLtnnualLSpringLWorkshopLofLtheL‘UPOYPS’LedYefLtprilL
ecciXLSanLyranciscoXLvtXLUStaLProteomicsXL2006XLiXLggflYgf 4.8 12

73 uioModelsLlinkedLdatasetaLBMCgSystemsgBiologyXL2014XLkXLld 3.5 11

72 yromLPeptidomeLtoLPR’wxmLpublicLproteomicsLdataLmigrationLatLaLlargeLscaleaLProteomicsXL2013XLdfXLdileYh4.8 11

71 vhartingLonlineLOM’vSLresourcesmLtLnavigationalLchartLforLclinicalLresearchersaLProteomicsgugClinicalg
ApplicationsXL2009XLfXLdkYel 3.1 11

70 zeneLregulationLknowledgeLcommonsmLcommunityLactionLtakesLcareLofLwNtLbindingLtranscriptionL
factorsaLDatabase:gthegJournalgofgBiologicalgDatabasesgandgCurationXL2016XLecdiXL 5 10

69 SharedLresourcesXLsharedLcostsYYleveragingLbiocurationLresourcesaLDatabase:gthegJournalgofg
BiologicalgDatabasesgandgCurationXL2015XLecdhXL 5 10

68 TowardsLtheLcollaborativeLcurationLofLtheLregistryLunderlyingL’dentifiersaorgaLDatabase:gthegJournalg
ofgBiologicalgDatabasesgandgCurationXL2013XLecdfXLbatcdj 5 10

67 ‘xNtXLheterogeneousLnetworkYbasedLdataLsetLforLtlzheimerSsLdiseaseaLScientificgDataXL2019XLiXLdhd 8.2 9

66 vapturingLcooperativeLinteractionsLwithLtheLPS’YM’LformataLDatabase:gthegJournalgofgBiologicalg
DatabasesgandgCurationXL2013XLecdfXLbatcii 5 9
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65 wastyfXLaLWxuLframeworkLforLwtSaLBioinformaticsXL2011XLejXLeidiYj 7.2 9

64 RintactmLenablingLcomputationalLanalysisLofLmolecularLinteractionLdataLfromLtheL’nttctLrepositoryaL
BioinformaticsXL2008XLegXLddccYd 7.2 9

63 ProteomicLdataLexchangeLandLstoragemLtheLneedLforLcommonLstandardsLandLpublicLrepositoriesaL
MethodsgingMoleculargBiologyXL2007XLfijXLeidYjc 1.4 9

62 vOV’wdlLwiseaseLMapXLaLcomputationalLknowledgeLrepositoryLofLvirusYhostLinteractionL
mechanismsaLMoleculargSystemsgBiologyXL2021XLdjXLedcfkj 12.2 9

61 vomplexViewermLvisualizationLofLcuratedLmacromolecularLcomplexesaLBioinformaticsXL2017XLffXLfijfYfijh7.2 8

60 ’nterleukinsLandLtheirLsignalingLpathwaysLinLtheLReactomeLbiologicalLpathwayLdatabaseaLJournalgofg
AllergygandgClinicalgImmunologyXL2018XLdgdXLdgddYdgdi 11.5 8

59 TheL‘UPOLinitiativeLonLModelLOrganismLProteomesXLiMOPaLProteomicsXL2012XLdeXLfgcYh 4.8 8

58 tnnualLspringLmeetingLofLtheLProteomicsLStandardsL’nitiativeaLProteomicsXL2009XLlXLggelYfe 4.8 8

57
vriticalLaminoLacidLresiduesLinLproteinsmLaLuioMartLintegrationLofLReactomeLproteinLannotationsL
withLPR’wxLmassLspectrometryLdataLandLvOSM’vLsomaticLmutationsaLDatabase:gthegJournalgofg
BiologicalgDatabasesgandgCurationXL2011XLecddXLbarcgj

5 7

56 iProXLinLecedmLconnectingLproteomicsLdataLsharingLwithLbigLdataaLNucleicgAcidsgResearchXL2021XL 20.1 7

55 wataLstandardsLandLcontrolledLvocabulariesLforLproteomicsaLMethodsgingMoleculargBiologyXL2008XL
gkgXLejlYki 1.4 7

54 wataLstandardizationLbyLtheL‘UPOYPS’mLhowLhasLtheLcommunityLbenefittedraLMethodsgingMolecularg
BiologyXL2011XLiliXLdglYic 1.4 7

53 ‘’YbonemLaLscoringLsystemLforLidentifyingLphenylisothiocyanateYderivatizedLpeptidesLbasedLonL
precursorLmassLandLhighLintensityLfragmentLionsaLAnalyticalgChemistryXL2013XLkhXLfhdhYec 7.8 6

52 SecondL–ointL‘UPOLpublicationLandLProteomicsLStandardsL’nitiativeLworkshopaLProteomicsXL2009XLlXLggeiYk4.8 6

51 xNy’NYYtLxuropeanLnetworkLforLintegrativeLsystemsLbiologyaLComptesgRendusgugBiologiesXL2009XLffeXLdchcYk1.4 6

50 TheLfirstLdcLyearsLofLtheLinternationalLcoordinationLnetworkLforLstandardsLinLsystemsLandLsyntheticL
biologyLTvOMu’NxUaLJournalgofgIntegrativegBioinformaticsXL2020XLdjXL 3.8 6

49 UnderstudiedLproteinsmLopportunitiesLandLchallengesLforLfunctionalLproteomicsaaLNaturegMethodsXL
2022XL 21.6 6

48 TheLpublicationLandLdatabaseLdepositionLofLmolecularLinteractionLdataaLCurrentgProtocolsgingProteing
ScienceXL2010XLvhapterLehXLUnitLehaf 3.1 5

(2010-2011)
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47 TowardsLvoordinatedL’nternationalLSupportLofLvoreLwataLResourcesLforLtheLéifeLSciences 5

46 ’nttctLtppmLaLvytoscapeLapplicationLforLmolecularLinteractionLnetworkLvisualisationLandLanalysisaL
BioinformaticsXL2021XL 7.2 5

45 ReactomeLandLORv’wYfineYgrainedLcreditLattributionLforLcommunityLcurationaLDatabase:gthegJournalg
ofgBiologicalgDatabasesgandgCurationXL2019XLecdlXL 5 5

44 TheLMinimumL’nformationLaboutLaLMolecularL’nteractionLvtusalLSTatementLTM’evtSTUaL
BioinformaticsXL2021XLfiXLhjdeYhjdk 7.2 5

43 weepLlearningLembedderLmethodLandLtoolLforLmassLspectraLsimilarityLsearchaLJournalgofgProteomicsXL
2021XLefeXLdcgcjc 3.9 5

42 itnnmLanLeventLsharingLplatformLforLtheLlifeLsciencesaLBioinformaticsXL2013XLelXLdldlYed 7.2 4

41 StandardisingLProteomicsLwataLâ��LtheLWLorkLofLtheL‘UPOLProteomicsLStandardsL’nitiativeaLJournalgofg
ProteomicsgandgBioinformaticsXL2008XLcdXLccfYcch 2.1 4

40 vomplexLPortalLeceemLnewLcurationLfrontiersaLNucleicgAcidsgResearchXL2021XL 20.1 4

39 vOV’wYdlLwiseaseLMapXLaLcomputationalLknowledgeLrepositoryLofLStRSYvoVYeLvirusYhostL
interactionLmechanisms 4

38 ‘UPOLecddmLTheLnewLvardiovascularL’nitiativeLYLintegratingLproteomicsLandLcardiovascularLbiologyL
inLhealthLandLdiseaseaLProteomicsXL2012XLdeXLjglYhd 4.8 3

37 easywtSmLautomaticLcreationLofLwtSLserversaLBMCgBioinformaticsXL2011XLdeXLef 3.6 3

36 wtSLwritebackmLaLcollaborativeLannotationLsystemaLBMCgBioinformaticsXL2011XLdeXLdgf 3.6 3

35 TxMuéORLYLPerspectivesLofLxu’LwatabaseLServicesaLComparativegandgFunctionalgGenomicsXL2002XLfXLgjYhc 3

34 UniformLresolutionLofLcompactLidentifiersLforLbiomedicalLdata 3

33 PathwayMatchermLproteoformYcentricLnetworkLconstructionLenablesLfineYgranularityLmultiomicsL
pathwayLmappingaLGigaScienceXL2019XLkXL 7.6 2

32 OntowasLYLaLtoolLforLfacilitatingLtheLconstructionLofLcomplexLqueriesLtoLtheLzeneLOntologyaLBMCg
BioinformaticsXL2008XLlXLgfj 3.6 2

31 ProteomicsLandLdataLstandardisationaLDruggDiscoverygTodaygBiosilicoXL2004XLeXLldYlf 2

30 TheLxuropeanLuioinformaticsL’nstituteLTxMuéYxu’ULinLecedaLNucleicgAcidsgResearchXL2021XL 20.1 2
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29 vomplexLPortalLYLtLUnifyingLProteinLvomplexLwatabaseaLGenomicsgandgComputationalgBiologyXL2017XL
gXLdccche 2

28 TheLomicsLdiscoveryLRxSTLinterfaceaLNucleicgAcidsgResearchXL2020XLgkXLWfkcYWfkg 20.1 2

27 OmicsLwiscoveryL’ndexLYLwiscoveringLandLéinkingLPublicLâ��Omicsâ��Lwatasets 2

26 ReactomezStLYLxfficientLMultiYOmicsLvomparativeLPathwayLtnalysis 2

25 MywasXLanLextensibleL–avaLwtSLserveraLPLoSgONEXL2012XLjXLeggdkc 3.7 2

24 uioModelsLParametersmLaLtreasureLtroveLofLparameterLvaluesLfromLpublishedLsystemsLbiologyL
modelsaLBioinformaticsXL2020XLfiXLgiglYgihg 7.2 2

23 xquippingLPhysiologistsLwithLanL’nformaticsLToolLvhestmLTowardLanL’ntegeratedLMitochondrialL
PhenomeaLHandbookgofgExperimentalgPharmacologyXL2017XLegcXLfjjYgcd 3.2 2

22 tnLopenLinvitationLtoLtheLUnderstudiedLProteinsL’nitiativeaaLNaturegBiotechnologyXL2022XL 44.5 2

21 wevelopmentLandL’mplementationLofLtheLPS’LM’LStandardLforLMolecularL’nteractionL2006XL 1

20 TheLxSyLProgrammeLonLyunctionalLzenomicsLWorkshopLonLSwataL’ntegrationLinLyunctionalL
zenomicsmLtpplicationLtoLuiologicalLPathwaysSaLComparativegandgFunctionalgGenomicsXL2004XLhXLdgkYhh 1

19 PathgwrugmLwataLScienceLWorkflowLforL’dentificationLofLTissueYSpecificLuiologicalLPathwaysL
ModulatedLbyLToxicLwrugsaLFrontiersgingPharmacologyXL2021XLdeXLjckeli 5.6 1

18 vausalTabmLPS’YM’TtuLeakLupdatedLformatLforLsignalingLdataLrepresentationLandLdissemination 1

17 PreparingLmolecularLinteractionLdataLforLpublicationaLMethodsgingMoleculargBiologyXL2011XLilgXLeelYfi 1.4 1

16 ProteinYproteinLinteractionsmLanalysisLandLpredictionL2008XLfhfYgdc 1

15 ReproducibilityLinLsystemsLbiologyLmodelling 1

14 vapturingLvariationLimpactLonLmolecularLinteractionsmLtheL’MxxLvonsortiumLmutationsLdataLset 1

13 WikidataLasLaLyt’RLknowledgeLgraphLforLtheLlifeLsciences 1

12 ’dentifiersLforLtheLedstLcenturymL‘owLtoLdesignXLprovisionXLandLreuseLpersistentLidentifiersLtoL
maximizeLutilityLandLimpactLofLlifeLscienceLdata 1

(-2017)
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11 ’dentifiersaorgmLvompactL’dentifierLservicesLinLtheLcloudaLBioinformaticsXL2021XLfjXLdjkdYdjke 7.2 1

10 OrganizationalLprinciplesLofLtheLReactomeLhumanLuioPtXLmodelLusingLgraphLtheoryLmethodsaL
JournalgofgComplexgNetworksXL2016XLcnwccf 1.7 1

9 tnalysingLtheLyeastLcomplexomeYtheLvomplexLPortalLrisingLtoLtheLchallengeaLNucleicgAcidsgResearchXL
2021XLglXLfdhiYfdij 20.1 1

8 UsingLReactomeLtoLbuildLanLautophagyLmechanismLknowledgebaseaLAutophagyXL2021XLdjXLdhgfYdhhg 10.2 0

7 ShouldnStLenantiomericLpurityLbeLincludedLinLtheLSminimumLinformationLaboutLaLbioactiveLentityrL
ResponseLfromLtheLM’tuxLgroupaLNaturegReviewsgDruggDiscoveryXL2012XLddXLjfcYjfc 64.1

6 ProteomicLwataLStandardizationXLwepositionLandLxxchangeaLMethodsgandgPrinciplesgingMedicinalg
ChemistryXL2006XLdlYfc 0.4

5 xNy’NLYLtnL’ntegrativeLStructureLforLSystemsLuiologyaLLecturegNotesgingComputergScienceXL2008XLdfeYdgf 0.9

4 xu’LProteomicsLServicesaLLecturegNotesgingComputergScienceXL2008XLecjYecj 0.9

3 ’nfrastructureLforLdistributedLproteinLannotationL2008XLgdfYgei

2 tLpipelineLforLidentifyingLendogenousLneuropeptidesLfromLspectralLarchivesaLInternationalgJournalg
ofgDatagMininggandgBioinformaticsXL2018XLecXLde 0.5

1 uioModelsLwatabasemLtLPublicLRepositoryLforLSharingLModelsLofLuiologicalLProcessesL2022XLgifYgij
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