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j Paper IF Citations

216 PRzβOoNvNLiteratureNandNyatabMiningNResourceNtoNvssociateNMicroorganismsaNwiologicalNProcessesaN
andNznvironmentNTypesccNMicroorganismsaN2022aNfeaN 4.9 2

215 vNknowledgeNgraphNtoNinterpretNclinicalNproteomicsNdataccNNaturedBiotechnologyaN2022aN 44.5 7

214 yietbinducedNhypertensionNinNratsNisNassociatedNwithNincreasedNrenalNvasoconstrictorNresponseNtoN
angiotensinNIINafterNimitatedNendothelialNdysfunctionccNMicrovasculardResearchaN2022aNfifaNfeihhh 3.7

213 PhosphorylationNofNSHPgNatNTyrkgNenablesNacquiredNresistanceNtoNSHPgNallostericNinhibitorsNinN
²LThbITybdrivenNvMLccNCancerdResearchaN2022aN 10.1 2

212 OnThe²lyoNaNtextbminingNwebNapplicationNforNautomatedNbiomedicalNentityNrecognitionaNdocumentN
annotationaNnetworkNandNfunctionalNenrichmentNanalysiscNNARdGenomicsdanddBioinformaticsaN2021aNhaNlqabene3.7 3

211 QuantitativeNproteomeNcomparisonNofNhumanNheartsNwithNthoseNofNmodelNorganismscNPLoSdBiologyaN
2021aNfnaNeheeffii 9.7 7

210 TIβvoNTargetNilluminationNβWvSNanalyticscNBioinformaticsaN2021aN 7.2 1

209 TxRyNandNPharosNgegfoNminingNtheNhumanNproteomeNforNdiseaseNbiologycNNucleicdAcidsdResearchaN
2021aNinaNyfhhibyfhik 20.1 20

208 TheNSTRINβNdatabaseNinNgegfoNcustomizableNproteinbproteinNnetworksaNandNfunctionalN
characterizationNofNuserbuploadedNgenedmeasurementNsetscNNucleicdAcidsdResearchaN2021aNinaNykejbykfg20.1 661

207 YieldNandNIntegrityNofNRNvNfromNwrainNSamplesNareNLargelyNUnaffectedNbyNPrebanalyticalNProcedurescN
NeurochemicaldResearchaN2021aNikaNiilbiji 4.6 1

206 ImprovedNmetagenomeNbinningNandNassemblyNusingNdeepNvariationalNautoencoderscNNatured
BiotechnologyaN2021aNhnaNjjjbjke 44.5 28

205 HomologybdirectedNrepairNprotectsNtheNreplicatingNgenomeNfromNmetabolicNassaultscNDevelopmentald
CellaN2021aNjkaNikfbillcel 10.2 12

204 HumanNpathwaysNinNanimalNmodelsoNpossibilitiesNandNlimitationscNNucleicdAcidsdResearchaN2021aNinaNfmjnbfmlf20.1 7

203 xomparingNggNPopularNPhosphoproteomicsNPipelinesNforNPeptideNIdentificationNandNSiteN
LocalizationcNJournaldofdProteomedResearchaN2020aNfnaNfhhmbfhij 5.6 13

202 VisualizeNomicsNdataNonNnetworksNwithNOmicsNVisualizeraNaNxytoscapeNvppcNFwvvvResearchaN2020aNnaNfjl 3.6 20

201 VisualizeNomicsNdataNonNnetworksNwithNOmicsNVisualizeraNaNxytoscapeNvppcNFwvvvResearchaN2020aNnaNfjl 3.6 14

200 vNWorkflowNofNIntegratedNResourcesNtoNxatalyzeNNetworkNPharmacologyNyrivenNxOVIybfnNResearchN
2020aN 3
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199 vlcoholicNliverNdiseaseoNvNregistryNviewNonNcomorbiditiesNandNdiseaseNpredictioncNPLoSdComputationald
BiologyaN2020aNfkaNefeemgii 5 7

198 xoxoScoreoNcontextbawareNcoboccurrenceNscoringNforNtextNminingNapplicationsNusingNdistantN
supervisioncNBioinformaticsaN2020aNhkaNgkibglf 7.2 8

197 TranscriptomeNanalysisNinNpatientsNwithNtemporalNlobeNepilepsycNBrainaN2019aNfigaNejj 11.2 8

196 OncogenicNMutationsNRewireNSignalingNPathwaysNbyNSwitchingNProteinNRecruitmentNtoN
PhosphotyrosineNSitescNCellaN2019aNflnaNjihbjkecegk 56.2 31

195 ImprovingNPeptidebSpectrumNMatchingNbyN²ragmentationNPredictionNUsingNHiddenNMarkovNModelscN
JournaldofdProteomedResearchaN2019aNfmaNghmjbghnk 5.6 1

194 yesignaNimplementationaNandNoperationNofNaNrapidaNrobustNnamedNentityNrecognitionNwebNservicecN
JournaldofdCheminformaticsaN2019aNffaNfn 8.6 6

193 vNβuideNtoNyictionarybwasedNTextNMiningcNMethodsdindMoleculardBiologyaN2019aNfnhnaNlhbmn 1.4 9

192 IdentificationNofNhyperbrewiredNgenomicNstressNnonboncogeneNaddictionNgenesNacrossNfjNcancerN
typescNNpjdSystemsdBiologydanddApplicationsaN2019aNjaNgl 5 8

191 Prot²usoNvNxomprehensiveNMethodNxharacterizingNProteinbProteinNInteractionsNofN²usionNProteinscN
PLoSdComputationaldBiologyaN2019aNfjaNefeelghn 5 6

190 SnapShotoNSbPhaseNzntryNandNzxitcNCellaN2019aNflnaNmegbmegcef 56.2 2

189 LinkingNglycemicNdysregulationNinNdiabetesNtoNsymptomsaNcomorbiditiesaNandNgeneticsNthroughNzHRN
dataNminingcNELifeaN2019aNmaN 8.9 5

188 vnalysisNofNPredictedNHostbParasiteNInteractomesNRevealsNxommonalitiesNandNSpecificitiesNRelatedN
toNParasiticNLifestyleNandNTissuesNTropismcNFrontiersdindImmunologyaN2019aNfeaNgfg 8.4 18

187 STRINβNvffoNproteinbproteinNassociationNnetworksNwithNincreasedNcoverageaNsupportingNfunctionalN
discoveryNinNgenomebwideNexperimentalNdatasetscNNucleicdAcidsdResearchaN2019aNilaNykelbykfh 20.1 5966

186 eggNOβNjceoNaNhierarchicalaNfunctionallyNandNphylogeneticallyNannotatedNorthologyNresourceNbasedN
onNjeneNorganismsNandNgjegNvirusescNNucleicdAcidsdResearchaN2019aNilaNyhenbyhfi 20.1 850

185 xytoscapeNStringvppoNNetworkNvnalysisNandNVisualizationNofNProteomicsNyatacNJournaldofdProteomed
ResearchaN2019aNfmaNkghbkhg 5.6 490

184 InferringNdiseasebassociatedNlongNnonbcodingNRNvsNusingNgenomebwideNtissueNexpressionNprofilescN
BioinformaticsaN2019aNhjaNfinibfjeg 7.2 15

183 UnexploredNtherapeuticNopportunitiesNinNtheNhumanNgenomecNNaturedReviewsdDrugdDiscoveryaN2018aN
flaNhflbhhg 64.1 156

182 PalaeoproteomicNProfilingNofNxonservationNLayersNonNaNfithNxenturyNItalianNWallNPaintingcN
AngewandtedChemieaN2018aNfheaNlinfblink 3.6 1

(2018-2020)
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181 PalaeoproteomicNProfilingNofNxonservationNLayersNonNaNfithNxenturyNItalianNWallNPaintingcN
AngewandtedChemiedsdInternationaldEditionaN2018aNjlaNlhknblhli 16.4 41

180 miRandolaNgefloNaNcuratedNknowledgeNbaseNofNnonbinvasiveNbiomarkerscNNucleicdAcidsdResearchaN
2018aNikaNyhjibyhjn 20.1 44

179 LocTextoNrelationNextractionNofNproteinNlocalizationsNtoNassistNdatabaseNcurationcNBMCdBioinformaticsaN
2018aNfnaNfj 3.6 37

178 βenomebwideNidentificationNofNclustersNofNpredictedNmicroRNvNbindingNsitesNasNmicroRNvNspongeN
candidatescNPLoSdONEaN2018aNfhaNeegeghkn 3.7 9

177 vNcomprehensiveNandNquantitativeNcomparisonNofNtextbminingNinNfjNmillionNfullbtextNarticlesNversusN
theirNcorrespondingNabstractscNPLoSdComputationaldBiologyaN2018aNfiaNefeejnkg 5 70

176 WebxircRNvoNxlassifyingNtheNxircularNRNvNPotentialNofNxodingNandNNoncodingNRNvcNGenesaN2018aNnaN 4.2 13

175 QuantitativeNmetaproteomicsNofNmedievalNdentalNcalculusNrevealsNindividualNoralNhealthNstatuscN
NaturedCommunicationsaN2018aNnaNilii 17.4 36

174 vnNIntegrativeNvpproachNtoNVirusbHostNProteinbProteinNInteractionscNMethodsdindMoleculardBiologyaN
2018aNfmfnaNfljbfnk 1.4 4

173
yarknessNinNtheNHumanNβeneNandNProteinN²unctionNSpaceoNWidelyNModestNorNvbsentNIlluminationNbyN
theNLifeNScienceNLiteratureNandNtheNTrendNforN²ewerNProteinN²unctionNyiscoveriesNSinceNgeeecN
ProteomicsaN2018aNfmaNefmeeenh

4.8 7

172 VirusescSTRINβoNvNVirusbHostNProteinbProteinNInteractionNyatabasecNVirusesaN2018aNfeaN 6.2 58

171 RoleNofNageaNRhobkinaseNgNexpressionaNandNβNproteinbmediatedNsignalingNinNtheNmyogenicNresponseNinN
mouseNsmallNmesentericNarteriescNPhysiologicaldReportsaN2018aNkaNefhmkh 2.6 10

170 SystemsbwideNvnalysisNofNSerineNvyPbRibosylationNRevealsNWidespreadNOccurrenceNandN
SitebSpecificNOverlapNwithNPhosphorylationcNCelldReportsaN2018aNgiaNginhbgjejcei 10.6 73

169 TISSUzSNgceoNanNintegrativeNwebNresourceNonNmammalianNtissueNexpressioncNDatabase:dthedJournaldofd
BiologicaldDatabasesdanddCurationaN2018aNgefmaN 5 70

168 SitebspecificNcharacterizationNofNendogenousNSUMOylationNacrossNspeciesNandNorganscNNatured
CommunicationsaN2018aNnaNgijk 17.4 72

167 SitebspecificNmappingNofNtheNhumanNSUMONproteomeNrevealsNcobmodificationNwithNphosphorylationcN
NaturedStructuraldanddMoleculardBiologyaN2017aNgiaNhgjbhhk 17.6 181

166 PharosoNxollatingNproteinNinformationNtoNshedNlightNonNtheNdruggableNgenomecNNucleicdAcidsd
ResearchaN2017aNijaNynnjbyfeeg 20.1 146

165 miRNvsNinNhumanNsubcutaneousNadiposeNtissueoNzffectsNofNweightNlossNinducedNbyNhypocaloricNdietN
andNexercisecNObesityaN2017aNgjaNjlgbjme 8 26

164 vccurateNQuantificationNofNSitebspecificNvcetylationNStoichiometryNRevealsNtheNImpactNofNSirtuinN
yeacetylaseNxobwNonNtheNvcetylomecNMoleculardanddCellulardProteomicsaN2017aNfkaNljnblkn 7.6 54
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163 TINbXoNtargetNimportanceNandNnoveltyNexplorercNBioinformaticsaN2017aNhhaNgkefbgkeh 7.2 14

162 ²astNβenomebWideN²unctionalNvnnotationNthroughNOrthologyNvssignmentNbyNeggNOβbMappercN
MoleculardBiologydanddEvolutionaN2017aNhiaNgffjbgfgg 8.3 966

161 PhosphoproteomicsNofNPrimaryNxellsNRevealsNyruggableNKinaseNSignaturesNinNOvarianNxancercNCelld
ReportsaN2017aNfmaNhgigbhgjk 10.6 59

160 TheNSTRINβNdatabaseNinNgefloNqualitybcontrolledNproteinbproteinNassociationNnetworksaNmadeN
broadlyNaccessiblecNNucleicdAcidsdResearchaN2017aNijaNyhkgbyhkm 20.1 4068

159 yrugNtargetNontologyNtoNclassifyNandNintegrateNdrugNdiscoveryNdatacNJournaldofdBiomedicaldSemanticsaN
2017aNmaNje 2.2 34

158 RvINoNRNvbproteinNvssociationNandNInteractionNNetworkscNDatabase:dthedJournaldofdBiologicald
DatabasesdanddCurationaN2017aNgeflaN 5 42

157 SpecifyingNRNvbwindingNRegionsNinNProteinsNbyNPeptideNxrossbLinkingNandNvffinityNPurificationcN
JournaldofdProteomedResearchaN2017aNfkaNglkgbgllg 5.6 21

156 ProteomebwideNanalysisNofNarginineNmonomethylationNrevealsNwidespreadNoccurrenceNinNhumanN
cellscNSciencedSignalingaN2016aNnaNrsn 8.8 163

155 OverviewNofNtheNinteractiveNtaskNinNwioxreativeNVcNDatabase:dthedJournaldofdBiologicaldDatabasesdandd
CurationaN2016aNgefkaN 5 31

154 TheNSIyzRNdatabaseNofNdrugsNandNsideNeffectscNNucleicdAcidsdResearchaN2016aNiiaNyfeljbn 20.1 516

153 STITxHNjoNaugmentingNproteinbchemicalNinteractionNnetworksNwithNtissueNandNaffinityNdatacNNucleicd
AcidsdResearchaN2016aNiiaNyhmebi 20.1 641

152 NoNapparentNroleNforNTbtypeNxa´†YNchannelsNinNrenalNautoregulationcNPflugersdArchivdEuropeandJournald
ofdPhysiologyaN2016aNikmaNjifbje 4.6 3

151 SVybphyoNimprovedNpredictionNofNproteinNfunctionalNassociationsNthroughNsingularNvalueN
decompositionNofNphylogeneticNprofilescNBioinformaticsaN2016aNhgaNfemjbl 7.2 56

150 eggNOβNicjoNaNhierarchicalNorthologyNframeworkNwithNimprovedNfunctionalNannotationsNforN
eukaryoticaNprokaryoticNandNviralNsequencescNNucleicdAcidsdResearchaN2016aNiiaNygmkbnh 20.1 1211

149 vNdictionarybNandNrulebbasedNsystemNforNidentificationNofNbacteriaNandNhabitatsNinNtextN2016aN 5

148 MetaproteomicsNofNsalivaNidentifiesNhumanNproteinNmarkersNspecificNforNindividualsNwithN
periodontitisNandNdentalNcariesNcomparedNtoNorallyNhealthyNcontrolscNPeerJaN2016aNiaNegihh 3.1 44

147 SeqenvoNlinkingNsequencesNtoNenvironmentsNthroughNtextNminingcNPeerJaN2016aNiaNegkne 3.1 18

146 ²romNPhosphositesNtoNKinasescNMethodsdindMoleculardBiologyaN2016aNfhjjaNhelbgf 1.4 15

(2016-2017)
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145 SearchNyatabasesNandNStatisticsoNPitfallsNandNwestNPracticesNinNPhosphoproteomicscNMethodsdind
MoleculardBiologyaN2016aNfhjjaNhghbhn 1.4 3

144 zXTRvxToNinteractiveNextractionNofNenvironmentNmetadataNandNtermNsuggestionNforNmetagenomicN
sampleNannotationcNDatabase:dthedJournaldofdBiologicaldDatabasesdanddCurationaN2016aNgefkaN 5 28

143 StandardizedNbenchmarkingNinNtheNquestNforNorthologscNNaturedMethodsaN2016aNfhaNigjbhe 21.6 133

142
MassNspectrometryNofNhumanNleukocyteNantigenNclassNINpeptidomesNrevealsNstrongNeffectsNofN
proteinNabundanceNandNturnoverNonNantigenNpresentationcNMoleculardanddCellulardProteomicsaN2015aN
fiaNkjmblh

7.6 267

141 xyclebaseNhceoNaNmultiborganismNdatabaseNonNcellbcycleNregulationNandNphenotypescNNucleicdAcidsd
ResearchaN2015aNihaNyffiebi 20.1 122

140 vcetylationNsiteNspecificitiesNofNlysineNdeacetylaseNinhibitorsNinNhumanNcellscNNaturedBiotechnologyaN
2015aNhhaNifjbgh 44.5 186

139 vvoidingNabundanceNbiasNinNtheNfunctionalNannotationNofNpostbtranslationallyNmodifiedNproteinscN
NaturedMethodsaN2015aNfgaNfeehbi 21.6 34

138 SecretomeNvnalysisNofNLipidbInducedNInsulinNResistanceNinNSkeletalNMuscleNxellsNbyNaNxombinedN
zxperimentalNandNwioinformaticsNWorkflowcNJournaldofdProteomedResearchaN2015aNfiaNimmjbnj 5.6 47

137 ImpactNofNmicroRNvbfheaNonNtheNneutrophilNproteomecNBMCdImmunologyaN2015aNfkaNle 3.7 7

136 TemporalNproteomicsNofNNβ²bTrkvNsignalingNidentifiesNanNinhibitoryNroleNforNtheNzhNligaseNxblbbNinN
neuroblastomaNcellNdifferentiationcNSciencedSignalingaN2015aNmaNraie 8.8 52

135 zNVIRONMzNTSNandNzOLoNidentificationNofNznvironmentNOntologyNtermsNinNtextNandNtheNannotationN
ofNtheNzncyclopediaNofNLifecNBioinformaticsaN2015aNhfaNfmlgbi 7.2 14

134 yISzvSzSoNtextNminingNandNdataNintegrationNofNdiseasebgeneNassociationscNMethodsaN2015aNliaNmhbn 4.6 305

133 STRINβNvfeoNproteinbproteinNinteractionNnetworksaNintegratedNoverNtheNtreeNofNlifecNNucleicdAcidsd
ResearchaN2015aNihaNyiilbjg 20.1 6276

132 SharingNannotationsNbetteroNRzSTfulNOpenNvnnotationN2015aN 4

131 IdentificationNofNpossibleNadverseNdrugNreactionsNinNclinicalNnotesoNTheNcaseNofNglucosebloweringN
medicinescNJournaldofdResearchdindPharmacydPracticeaN2015aNiaNkiblg 1.3 6

130 xomprehensiveNcomparisonNofNlargebscaleNtissueNexpressionNdatasetscNPeerJaN2015aNhaNefeji 3.1 65

129 ProteinbproteinNinteractionNdatabasescNMethodsdindMoleculardBiologyaN2015aNfglmaNhnbjk 1.4 27

128 HOOySoNfindingNcontextbspecificNneighborhoodsNofNproteinsaNchemicalsNandNdiseasescNPeerJaN2015aNhaNefejl3.1 1
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127 ProteomicNanalysisNofNarginineNmethylationNsitesNinNhumanNcellsNrevealsNdynamicNregulationNduringN
transcriptionalNarrestcNMoleculardanddCellulardProteomicsaN2014aNfhaNgelgbmm 7.6 61

126 yosebspecificNadverseNdrugNreactionNidentificationNinNelectronicNpatientNrecordsoNtemporalNdataN
miningNinNanNinpatientNpsychiatricNpopulationcNDrugdSafetyaN2014aNhlaNghlbil 5.1 48

125 TemporalNdiseaseNtrajectoriesNcondensedNfromNpopulationbwideNregistryNdataNcoveringNkcgNmillionN
patientscNNaturedCommunicationsaN2014aNjaNiegg 17.4 186

124 KinomeXploreroNanNintegratedNplatformNforNkinomeNbiologyNstudiescNNaturedMethodsaN2014aNffaNkehbi 21.6 196

123 vNcomparisonNofNproteinNkinasesNinhibitorNscreeningNmethodsNusingNbothNenzymaticNactivityNandN
bindingNaffinityNdeterminationcNPLoSdONEaN2014aNnaNenmmee 3.7 47

122 STITxHNioNintegrationNofNproteinbchemicalNinteractionsNwithNuserNdatacNNucleicdAcidsdResearchaN2014aN
igaNyiefbl 20.1 290

121 ProteinbdrivenNinferenceNofNmiRNvbdiseaseNassociationscNBioinformaticsaN2014aNheaNhngbl 7.2 148

120 xOMPvRTMzNTSoNunificationNandNvisualizationNofNproteinNsubcellularNlocalizationNevidencecN
Database:dthedJournaldofdBiologicaldDatabasesdanddCurationaN2014aNgefiaNbauefg 5 292

119
yiscrepanciesNinNlistedNadverseNdrugNreactionsNinNpharmaceuticalNproductNinformationNsuppliedNbyN
theNregulatoryNauthoritiesNinNyenmarkNandNtheNUSvcNPharmacologydResearchdanddPerspectivesaN2014aN
gaNeeeehm

3.1 14

118 eggNOβNviceoNnestedNorthologyNinferenceNacrossNhkmkNorganismscNNucleicdAcidsdResearchaN2014aNigaNyghfbn20.1 387

117 PredictingNkinaseNactivityNinNangiotensinNreceptorNphosphoproteomesNbasedNonNsequencebmotifsN
andNinteractionscNPLoSdONEaN2014aNnaNeniklg 3.7 7

116 yoReMioNcontextbbasedNprioritizationNofNlinearNmotifNmatchescNPeerJaN2014aNgaNehfj 3.1 5

115 ReplyNtoNUMiningNelectronicNhealthNrecordsoNanNadditionalNperspectiveUcNNaturedReviewsdGeneticsaN
2013aNfiaNlj 30.1 1

114 vNnondegenerateNcodeNofNdeleteriousNvariantsNinNMendelianNlociNcontributesNtoNcomplexNdiseaseN
riskcNCellaN2013aNfjjaNlebme 56.2 160

113 TIMPbfNincreasesNexpressionNandNphosphorylationNofNproteinsNassociatedNwithNdrugNresistanceNinN
breastNcancerNcellscNJournaldofdProteomedResearchaN2013aNfgaNifhkbjf 5.6 26

112 OnThe²lyNgceoNvNtoolNforNautomaticNannotationNofNfilesNandNbiologicalNinformationNextractionN2013aN 1

111 RecalibratingNzquusNevolutionNusingNtheNgenomeNsequenceNofNanNearlyNMiddleNPleistoceneNhorsecN
NatureaN2013aNinnaNlibm 50.4 563

110 yictionaryNconstructionNandNidentificationNofNpossibleNadverseNdrugNeventsNinNyanishNclinicalN
narrativeNtextcNJournaldofdthedAmericandMedicaldInformaticsdAssociation:dJAMIAaN2013aNgeaNnilbjh 8.6 50

(2013-2014)
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109 InNvivoNphosphoproteomicsNanalysisNrevealsNtheNcardiacNtargetsNofN˛†badrenergicNreceptorNsignalingcN
SciencedSignalingaN2013aNkaNrsff 8.8 129

108 SystematicNidentificationNofNproteinsNthatNelicitNdrugNsideNeffectscNMoleculardSystemsdBiologyaN2013aN
naNkkh 12.2 91

107 TheNSPzxIzSNandNORβvNISMSNResourcesNforN²astNandNvccurateNIdentificationNofNTaxonomicNNamesN
inNTextcNPLoSdONEaN2013aNmaNekjhne 3.7 74

106 STRINβNvncfoNproteinbproteinNinteractionNnetworksaNwithNincreasedNcoverageNandNintegrationcN
NucleicdAcidsdResearchaN2013aNifaNymembfj 20.1 3033

105 STITxHNhoNzoomingNinNonNproteinbchemicalNinteractionscNNucleicdAcidsdResearchaN2012aNieaNymlkbme 20.1 219

104 MultipleNindependentNanalysesNrevealNonlyNtranscriptionNfactorsNasNanNenrichedNfunctionalNclassN
associatedNwithNmicroRNvscNBMCdSystemsdBiologyaN2012aNkaNne 3.5 13

103 βenesNadoptNnonboptimalNcodonNusageNtoNgenerateNcellNcyclebdependentNoscillationsNinNproteinN
levelscNMoleculardSystemsdBiologyaN2012aNmaNjlg 12.2 85

102 TranscriptionalNregulationNisNaNmajorNcontrollerNofNcellNcycleNtransitionNdynamicscNPLoSdONEaN2012aNlaNegnlfk3.7 10

101 MiningNelectronicNhealthNrecordsoNtowardsNbetterNresearchNapplicationsNandNclinicalNcarecNNatured
ReviewsdGeneticsaN2012aNfhaNhnjbiej 30.1 911

100 ProteomicNanalysisNofNaNpleistoceneNmammothNfemurNrevealsNmoreNthanNoneNhundredNancientNboneN
proteinscNJournaldofdProteomedResearchaN2012aNffaNnflbgk 5.6 150

99 yistiLyNyatabaseoNdiseasesNandNtraitsNinNlinkageNdisequilibriumNblockscNNucleicdAcidsdResearchaN2012aN
ieaNyfehkbie 20.1 23

98 IdentificationNofNnovelNtypeNfNdiabetesNcandidateNgenesNbyNintegratingNgenomebwideNassociationN
dataaNproteinbproteinNinteractionsaNandNhumanNpancreaticNisletNgeneNexpressioncNDiabetesaN2012aNkfaNnjibkg0.9 92

97 eggNOβNvhceoNorthologousNgroupsNcoveringNffhhNorganismsNatNifNdifferentNtaxonomicNrangescN
NucleicdAcidsdResearchaN2012aNieaNygmibn 20.1 387

96 ProteomebwideNmappingNofNtheNyrosophilaNacetylomeNdemonstratesNaNhighNdegreeNofNconservationN
ofNlysineNacetylationcNSciencedSignalingaN2011aNiaNraim 8.8 204

95 TowardNmolecularNtraitbbasedNecologyNthroughNintegrationNofNbiogeochemicalaNgeographicalNandN
metagenomicNdatacNMoleculardSystemsdBiologyaN2011aNlaNilh 12.2 129

94 PrebxlovisNmastodonNhuntingNfhameeNyearsNagoNatNtheNManisNsiteaNWashingtoncNScienceaN2011aNhhiaNhjfbh 33.3 129

93 SpecificNxLKNinhibitorsNfromNaNnovelNchemotypeNforNregulationNofNalternativeNsplicingcNChemistrydandd
BiologyaN2011aNfmaNklblk 154

92 TheNSTRINβNdatabaseNinNgeffoNfunctionalNinteractionNnetworksNofNproteinsaNgloballyNintegratedNandN
scoredcNNucleicdAcidsdResearchaN2011aNhnaNyjkfbm 20.1 2514
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91 MassNspectrometricNanalysisNofNlysineNubiquitylationNrevealsNpromiscuityNatNsiteNlevelcNMoleculardandd
CellulardProteomicsaN2011aNfeaNMffeceehjne 7.6 241

90 UsingNelectronicNpatientNrecordsNtoNdiscoverNdiseaseNcorrelationsNandNstratifyNpatientNcohortscNPLoSd
ComputationaldBiologyaN2011aNlaNefeegfif 5 193

89 wioStaroNanNonlineNquestionNTNanswerNresourceNforNtheNbioinformaticsNcommunitycNPLoSd
ComputationaldBiologyaN2011aNlaNefeeggfk 5 69

88 PhosphoczLMoNaNdatabaseNofNphosphorylationNsitesbbupdateNgeffcNNucleicdAcidsdResearchaN2011aNhnaNygkfbl20.1 440

87 zvolutionNandNregulationNofNcellularNperiodicNprocessesoNaNroleNforNparaloguescNEMBOdReportsaN2010aN
ffaNghhbm 6.5 4

86 STITxHNgoNanNinteractionNnetworkNdatabaseNforNsmallNmoleculesNandNproteinscNNucleicdAcidsdResearchaN
2010aNhmaNyjjgbk 20.1 183

85 MartinioNusingNliteratureNkeywordsNtoNcompareNgeneNsetscNNucleicdAcidsdResearchaN2010aNhmaNgkbhm 20.1 32

84 eggNOβNvgceoNextendingNtheNevolutionaryNgenealogyNofNgenesNwithNenhancedNnonbsupervisedN
orthologousNgroupsaNspeciesNandNfunctionalNannotationscNNucleicdAcidsdResearchaN2010aNhmaNyfnebj 20.1 179

83 vNsideNeffectNresourceNtoNcaptureNphenotypicNeffectsNofNdrugscNMoleculardSystemsdBiologyaN2010aNkaNhih 12.2 608

82 xyclebasecorgoNversionNgceaNanNupdatedNcomprehensiveaNmultibspeciesNrepositoryNofNcellNcycleN
experimentsNandNderivedNanalysisNresultscNNucleicdAcidsdResearchaN2010aNhmaNyknnbleg 20.1 45

81 yrugbinducedNregulationNofNtargetNexpressioncNPLoSdComputationaldBiologyaN2010aNkaNefeeengj 5 100

80 QuantitativeNphosphoproteomicsNrevealsNwidespreadNfullNphosphorylationNsiteNoccupancyNduringN
mitosiscNSciencedSignalingaN2010aNhaNrah 8.8 1106

79 vNsystematicNscreenNforNproteinblipidNinteractionsNinNSaccharomycesNcerevisiaecNMoleculardSystemsd
BiologyaN2010aNkaNihe 12.2 132

78 HighbresolutionNtranscriptionNatlasNofNtheNmitoticNcellNcycleNinNbuddingNyeastcNGenomedBiologyaN2010aN
ffaNRgi 18.3 81

77 ProteinNannotationNinNtheNeraNofNpersonalNgenomicscNCurrentdOpiniondindStructuraldBiologyaN2010aNgeaNhhjbif8.1 1

76 SuppressionNofNwaterNasNaNnucleophileNinNxandidaNantarcticaNlipaseNwNcatalysiscNChemBioChemaN2010aN
ffaNlnkbmef 3.8 32

75 ReflectoNvNpracticalNapproachNtoNwebNsemanticscNWebdSemanticsaN2010aNmaNfmgbfmn 2.9 12

74 OntologiesNinNquantitativeNbiologyoNaNbasisNforNcomparisonaNintegrationaNandNdiscoverycNPLoSdBiologyaN
2010aNmaNefeeehli 9.7 40

(2010-2011)
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73 STRINβNmbbaNglobalNviewNonNproteinsNandNtheirNfunctionalNinteractionsNinNkheNorganismscNNucleicdAcidsd
ResearchaN2009aNhlaNyifgbk 20.1 1799

72 xellNcycleNregulationNbyNfeedbforwardNloopsNcouplingNtranscriptionNandNphosphorylationcNMoleculard
SystemsdBiologyaN2009aNjaNghk 12.2 35

71 MicrobloggingNtheNISMwoNaNnewNapproachNtoNconferenceNreportingcNPLoSdComputationaldBiologyaN
2009aNjaNefeeegkh 5 10

70 QuantifyingNenvironmentalNadaptationNofNmetabolicNpathwaysNinNmetagenomicscNProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaaN2009aNfekaNfhlibn 11.5 148

69 ReflectoNaugmentedNbrowsingNforNtheNlifeNscientistcNNaturedBiotechnologyaN2009aNglaNjembfe 44.5 78

68 SequencebbasedNfeatureNpredictionNandNannotationNofNproteinscNGenomedBiologyaN2009aNfeaNgek 18.3 48

67 LargebscaleNpredictionNofNdrugbtargetNrelationshipscNFEBSdLettersaN2008aNjmgaNfgmhbne 3.8 75

66 PredictingNbiologicalNnetworksNfromNgenomicNdatacNFEBSdLettersaN2008aNjmgaNfgjfbm 3.8 33

65 xircularNreasoningNratherNthanNcyclicNexpressioncNGenomedBiologyaN2008aNnaNieh 18.3 4

64 TextNminingNforNbiologybbtheNwayNforwardoNopinionsNfromNleadingNscientistscNGenomedBiologyaN2008aNnN
SupplNgaNSl 18.3 59

63 yrugNtargetNidentificationNusingNsidebeffectNsimilaritycNScienceaN2008aNhgfaNgkhbk 33.3 937

62 znhancedNfunctionNannotationsNforNyrosophilaNserineNproteasesoNaNcaseNstudyNforNsystematicN
annotationNofNmultibmemberNgeneNfamiliescNGeneaN2008aNielaNfnnbgfj 3.8 28

61 wiochemistrycNNotNcomparableaNbutNcomplementarycNScienceaN2008aNhggaNjkbl 33.3 51

60 LinearNmotifNatlasNforNphosphorylationbdependentNsignalingcNSciencedSignalingaN2008aNfaNrag 8.8 342

59 SuperTargetNandNMatadoroNresourcesNforNexploringNdrugbtargetNrelationshipscNNucleicdAcidsdResearchaN
2008aNhkaNynfnbgg 20.1 416

58 eggNOβoNautomatedNconstructionNandNannotationNofNorthologousNgroupsNofNgenescNNucleicdAcidsd
ResearchaN2008aNhkaNygjebi 20.1 313

57 STITxHoNinteractionNnetworksNofNchemicalsNandNproteinscNNucleicdAcidsdResearchaN2008aNhkaNykmibm 20.1 471

56 xyclebasecorgbbaNcomprehensiveNmultiborganismNonlineNdatabaseNofNcellbcycleNexperimentscNNucleicd
AcidsdResearchaN2008aNhkaNymjibn 20.1 55
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55 NetworKINoNaNresourceNforNexploringNcellularNphosphorylationNnetworkscNNucleicdAcidsdResearchaN
2008aNhkaNyknjbn 20.1 233

54 QuantitativeNphylogeneticNassessmentNofNmicrobialNcommunitiesNinNdiverseNenvironmentscNScienceaN
2007aNhfjaNffgkbhe 33.3 259

53 QuantitativeNassessmentNofNproteinNfunctionNpredictionNfromNmetagenomicsNshotgunNsequencescN
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaaN2007aNfeiaNfhnfhbm 11.5 66

52 zvolutionNofNcellNcycleNcontroloNsameNmolecularNmachinesaNdifferentNregulationcNCelldCycleaN2007aNkaNfmfnbgj4.7 26

51 STRINβNlbbrecentNdevelopmentsNinNtheNintegrationNandNpredictionNofNproteinNinteractionscNNucleicd
AcidsdResearchaN2007aNhjaNyhjmbkg 20.1 503

50 IdentificationNofNtightlyNregulatedNgroupsNofNgenesNduringNyrosophilaNmelanogasterNembryogenesiscN
MoleculardSystemsdBiologyaN2007aNhaNlg 12.2 62

49 SystematicNdiscoveryNofNinNvivoNphosphorylationNnetworkscNCellaN2007aNfgnaNfifjbgk 56.2 611

48 vssessingNsystemsNpropertiesNofNyeastNmitochondriaNthroughNanNinteractionNmapNofNtheNorganellecN
PLoSdGeneticsaN2006aNgaNefle 6 63

47 zxtractionNofNregulatoryNgenedproteinNnetworksNfromNMedlinecNBioinformaticsaN2006aNggaNkijbje 7.2 103

46 IdentificationNandNanalysisNofNevolutionarilyNcohesiveNfunctionalNmodulesNinNproteinNnetworkscN
GenomedResearchaN2006aNfkaNhlibmg 9.7 54

45 vNtemporalNmapNofNtranscriptionNfactorNactivityoNmefgNdirectlyNregulatesNtargetNgenesNatNallNstagesNofN
muscleNdevelopmentcNDevelopmentaldCellaN2006aNfeaNlnlbmel 10.2 185

44 TheNmoreNtheNmerrieroNcomparativeNanalysisNofNmicroarrayNstudiesNonNcellNcyclebregulatedNgenesNinN
fissionNyeastcNYeastaN2006aNghaNgkfbgll 3.4 52

43 OriginNofNreplicationNinNcircularNprokaryoticNchromosomescNEnvironmentaldMicrobiologyaN2006aNmaNhjhbkf 5.2 93

42 LiteratureNminingNforNtheNbiologistoNfromNinformationNretrievalNtoNbiologicalNdiscoverycNNatured
ReviewsdGeneticsaN2006aNlaNffnbgn 30.1 468

41 ProteomeNsurveyNrevealsNmodularityNofNtheNyeastNcellNmachinerycNNatureaN2006aNiieaNkhfbk 50.4 2096

40 xobevolutionNofNtranscriptionalNandNpostbtranslationalNcellbcycleNregulationcNNatureaN2006aNiihaNjnibl 50.4 153

39 RebanalysisNofNdataNandNitsNintegrationcNFEBSdLettersaN2005aNjlnaNfmegbl 3.8 7

38 yynamicNcomplexNformationNduringNtheNyeastNcellNcyclecNScienceaN2005aNhelaNlgibl 33.3 343

(2005-2008)
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37 STRINβoNknownNandNpredictedNproteinbproteinNassociationsaNintegratedNandNtransferredNacrossN
organismscNNucleicdAcidsdResearchaN2005aNhhaNyihhbl 20.1 953

36 xrystalNballcNSystemsNbiologyoNinNtheNbroadestNsenseNofNtheNwordcNEnvironmentaldMicrobiologyaN2005aN
laNimgbh 5.2

35 zxtractionNofNtranscriptNdiversityNfromNscientificNliteraturecNPLoSdComputationaldBiologyaN2005aNfaNefe 5 28

34 SystematicNassociationNofNgenesNtoNphenotypesNbyNgenomeNandNliteratureNminingcNPLoSdBiologyaN
2005aNhaNefhi 9.7 119

33 SporeNnumberNcontrolNandNbreedingNinNSaccharomycesNcerevisiaeoNaNkeyNroleNforNaNselfborganizingN
systemcNJournaldofdCelldBiologyaN2005aNflfaNkglbie 7.3 60

32 xomparisonNofNcomputationalNmethodsNforNtheNidentificationNofNcellNcyclebregulatedNgenescN
BioinformaticsaN2005aNgfaNffkiblf 7.2 150

31 vnalysisNofNgenomicNcontextoNpredictionNofNfunctionalNassociationsNfromNconservedNbidirectionallyN
transcribedNgeneNpairscNNaturedBiotechnologyaN2004aNggaNnffbl 44.5 142

30 ProteinNinteractionNnetworksNfromNyeastNtoNhumancNCurrentdOpiniondindStructuraldBiologyaN2004aNfiaNgngbn8.1 278

29 ²eaturebbasedNpredictionNofNnonbclassicalNandNleaderlessNproteinNsecretioncNProteindEngineeringrd
DesigndanddSelectionaN2004aNflaNhinbjk 1.9 873

28 QualityNanalysisNandNintegrationNofNlargebscaleNmolecularNdataNsetscNDrugdDiscoverydToday:dTARGETSaN
2004aNhaNjfbjk 2

27 vrrayProspectoroNaNwebNresourceNofNfunctionalNassociationsNinferredNfromNmicroarrayNexpressionN
datacNNucleicdAcidsdResearchaN2004aNhgaNWiijbm 20.1 24

26 xomparativeNβenomicsNofN²ourNPseudomonasNSpeciesN2004aNfhnbfki 7

25 ²unctionalityNofNsystemNcomponentsoNconservationNofNproteinNfunctionNinNproteinNfeatureNspacecN
GenomedResearchaN2003aNfhaNgiiibn 9.7 31

24 ProteinNdisorderNpredictionoNimplicationsNforNstructuralNproteomicscNStructureaN2003aNffaNfijhbn 5.2 964

23 vnalysisNofNtwoNlargeNfunctionallyNuncharacterizedNregionsNinNtheNMethanopyrusNkandleriNvVfnN
genomecNBMCdGenomicsaN2003aNiaNfg 4.5 8

22 PredictionNofNhumanNproteinNfunctionNaccordingNtoNβeneNOntologyNcategoriescNBioinformaticsaN2003aN
fnaNkhjbig 7.2 203

21 ProteinNfeatureNbasedNidentificationNofNcellNcycleNregulatedNproteinsNinNyeastcNJournaldofdMoleculard
BiologyaN2003aNhgnaNkkhbli 6.5 24

20 PredictionNofNnovelNarchaealNenzymesNfromNsequencebderivedNfeaturescNProteindScienceaN2002aNffaNgmnibm6.3 25
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19 TheNvtlasNvisualizationNofNgenomewideNinformationcNMethodsdindMicrobiologyaN2002aNinbkh 2.8 9

18 vNnewNnonblinearNnormalizationNmethodNforNreducingNvariabilityNinNyNvNmicroarrayNexperimentscN
GenomedBiologyaN2002aNhaNresearcheeim 18.3 372

17 PredictionNofNhumanNproteinNfunctionNfromNpostbtranslationalNmodificationsNandNlocalizationN
featurescNJournaldofdMoleculardBiologyaN2002aNhfnaNfgjlbkj 6.5 274

16 OnNtheNtotalNnumberNofNgenesNandNtheirNlengthNdistributionNinNcompleteNmicrobialNgenomescNTrendsd
indGeneticsaN2001aNflaNigjbm 8.5 170

15 VisualizationNofNpathogenicityNregionsNinNbacteriacNGeneticaaN2000aNfemaNilbjf 1.5 9

14 StructuralNanalysisNofNyNvNsequenceoNevidenceNforNlateralNgeneNtransferNinNThermotogaNmaritimacN
NucleicdAcidsdResearchaN2000aNgmaNlekbn 20.1 67

13 vNyNvNstructuralNatlasNforNzscherichiaNcolicNJournaldofdMoleculardBiologyaN2000aNgnnaNnelbhe 6.5 194

12 ThreeNviewsNofNmicrobialNgenomescNResearchdindMicrobiologyaN1999aNfjeaNllhbl 4 51

11 ScoringNfunctionsNforNcomputationalNalgorithmsNapplicableNtoNtheNdesignNofNspikedNoligonucleotidescN
NucleicdAcidsdResearchaN1998aNgkaNknlbleg 20.1 16

10 OneNtaggeraNmanyNusesoNIllustratingNtheNpowerNofNontologiesNinNdictionarybbasedNnamedNentityNrecognition 3

9 ²astNgenomebwideNfunctionalNannotationNthroughNorthologyNassignmentNbyNeggNOβbmapper 13

8 RealbtimeNtaggingNofNbiomedicalNentities 4

7 TaggeroNwexalmNvPINforNrapidNnamedNentityNrecognition 2

6 vnNintegrativeNmethodNtoNunravelNtheNhostbparasiteNinteractomeoNanNorthologybbasedNapproach 2

5 TextNminingNofNfjNmillionNfullbtextNscientificNarticles 5

4 xlinicalNKnowledgeNβraphNIntegratesNProteomicsNyataNintoNxlinicalNyecisionbMaking 10

3 xytoscapeNstringvppoNNetworkNanalysisNandNvisualizationNofNproteomicsNdata 5

2 zXTRvxTNgceoNtextbminingbassistedNinteractiveNannotationNofNbiomedicalNnamedNentitiesNandN
ontologyNterms 2
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