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n Paper IF Citations

279 PredictionKofKproteinKsecondaryKstructureKatKbetterKthanKibPKaccuracyZKJournaleofeMoleculareBiology
XK1993XKdedXKgjfYkk 6.5 2597

278 uombiningKevolutionaryKinformationKandKneuralKnetworksKtoKpredictKproteinKsecondaryKstructureZK
Proteins:eStructureseFunctioneandeBioinformaticsXK1994XKckXKggYid 4.2 1319

277 TwilightKzoneKofKproteinKsequenceKalignmentsZKProteineEngineeringseDesigneandeSelectionXK1999XKcdXKjgYkf1.9 1129

276 TheKPredictProteinKserverZKNucleiceAcidseResearchXK2004XKedXKWedcYh 20.1 1082

275 PzvlKpredictingKoneYdimensionalKproteinKstructureKbyKprofileYbasedKneuralKnetworksZKMethodseine
EnzymologyXK1996XKdhhXKgdgYek 1.7 1002

274 sKmutationKinKVPSegXKencodingKaKsubunitKofKtheKretromerKcomplexXKcausesKlateYonsetKParkinsonK
diseaseZKAmericaneJournaleofeHumaneGeneticsXK2011XKjkXKchjYig 11 624

273 SNsPlKpredictKeffectKofKnonYsynonymousKpolymorphismsKonKfunctionZKNucleiceAcidseResearchXK2007XK
egXKejdeYeg 20.1 606

272 sKlargeYscaleKevaluationKofKcomputationalKproteinKfunctionKpredictionZKNatureeMethodsXK2013XKcbXKddcYi 21.6 587

271 xindingKnuclearKlocalizationKsignalsZKEMBOeReportsXK2000XKcXKfccYg 6.5 566

270 ’mprovingKtheKpredictionKofKproteinKsecondaryKstructureKinKthreeKandKeightKclassesKusingKrecurrentK
neuralKnetworksKandKprofilesZKProteins:eStructureseFunctioneandeBioinformaticsXK2002XKfiXKddjYeg 4.2 561

269 TransmembraneKhelicesKpredictedKatKkgPKaccuracyZKProteineScienceXK1995XKfXKgdcYee 6.3 551

268 TopologyKpredictionKforKhelicalKtransmembraneKproteinsKatKjhPKaccuracyZKProteineScienceXK1996XKgXKcibfYcj6.3 536

267 uonservationKandKpredictionKofKsolventKaccessibilityKinKproteinKfamiliesZKProteins:eStructureseFunctione
andeBioinformaticsXK1994XKdbXKdchYdh 4.2 523

266 PredictProteinYYanKopenKresourceKforKonlineKpredictionKofKproteinKstructuralKandKfunctionalK
featuresZKNucleiceAcidseResearchXK2014XKfdXKWeeiYfe 20.1 433

265 ReviewlKproteinKsecondaryKstructureKpredictionKcontinuesKtoKriseZKJournaleofeStructuraleBiologyXK2001
XKcefXKdbfYcj 3.4 406

264 ThreeYdimensionalKstructuresKofKmembraneKproteinsKfromKgenomicKsequencingZKCellXK2012XKcfkXKchbiYdc56.2 395

263 sKdraftKnetworkKofKligandYreceptorYmediatedKmulticellularKsignallingKinKhumanZKNaturee
CommunicationsXK2015XKhXKijhh 17.4 393
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262 snalysingKsixKtypesKofKproteinYproteinKinterfacesZKJournaleofeMoleculareBiologyXK2003XKedgXKeiiYji 6.5 331

261 wnzymeKfunctionKlessKconservedKthanKanticipatedZKJournaleofeMoleculareBiologyXK2002XKecjXKgkgYhbj 6.5 319

260 tetterKpredictionKofKfunctionalKeffectsKforKsequenceKvariantsZKBMCeGenomicsXK2015XKchKSupplKjXKSc 4.5 278

259 sKmodifiedKdefinitionKofKSovXKaKsegmentYbasedKmeasureKforKproteinKsecondaryKstructureKpredictionK
assessmentZKProteins:eStructureseFunctioneandeBioinformaticsXK1999XKefXKddbYe 4.2 257

258 RedefiningKtheKgoalsKofKproteinKsecondaryKstructureKpredictionZKJournaleofeMoleculareBiologyXK1994XK
degXKceYdh 6.5 257

257 PzvYYanKautomaticKmailKserverKforKproteinKsecondaryKstructureKpredictionZKBioinformaticsXK1994XKcbXKgeYhb7.2 257

256 MimickingKcellularKsortingKimprovesKpredictionKofKsubcellularKlocalizationZKJournaleofeMoleculare
BiologyXK2005XKefjXKjgYcbb 6.5 253

255 ProteinKfoldKrecognitionKbyKpredictionYbasedKthreadingZKJournaleofeMoleculareBiologyXK1997XKdibXKficYjb 6.5 238

254 uomparingKfunctionKandKstructureKbetweenKentireKproteomesZKProteineScienceXK2001XKcbXKckibYk 6.3 223

253 snKexpandedKevaluationKofKproteinKfunctionKpredictionKmethodsKshowsKanKimprovementKinK
accuracyZKGenomeeBiologyXK2016XKciXKcjf 18.3 218

252 ’S’SlKinteractionKsitesKidentifiedKfromKsequenceZKBioinformaticsXK2007XKdeXKeceYh 7.2 199

251 ProteinYproteinKinteractionKhotspotsKcarvedKintoKsequencesZKPLoSeComputationaleBiologyXK2007XKeXKecck 5 192

250 uriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionYRoundKV’’ZKProteins:eStructurese
FunctioneandeBioinformaticsXK2007XKhkKSupplKjXKeYk 4.2 189

249 LocTreeeKpredictionKofKlocalizationZKNucleiceAcidseResearchXK2014XKfdXKWegbYg 20.1 183

248 PredictedKproteinYproteinKinteractionKsitesKfromKlocalKsequenceKinformationZKFEBSeLettersXK2003XK
gffXKdehYk 3.8 181

247 SNsPKpredictsKeffectKofKmutationsKonKproteinKfunctionZKBioinformaticsXK2008XKdfXKdekiYj 7.2 175

246 WhatSsKinKaKnameqKWhyKtheseKproteinsKareKintrinsicallyKdisorderedlKWhyKtheseKproteinsKareK
intrinsicallyKdisorderedZKIntrinsicallyeDisorderedeProteinsXK2013XKcXKedfcgi 171

245 LoopyKproteinsKappearKconservedKinKevolutionZKJournaleofeMoleculareBiologyXK2002XKeddXKgeYhf 6.5 168

(2002-2003)
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244 TheKPredictProteinKserverZKNucleiceAcidseResearchXK2003XKecXKeebbYf 20.1 167

243 ’mprovedKdisorderKpredictionKbyKcombinationKofKorthogonalKapproachesZKPLoSeONEXK2009XKfXKeffee 3.7 157

242 uriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionKYKRoundKV’’’ZKProteins:eStructurese
FunctioneandeBioinformaticsXK2009XKiiKSupplKkXKcYf 4.2 154

241 TransmembraneKhelixKpredictionsKrevisitedZKProteineScienceXK2002XKccXKdiifYkc 6.3 149

240 uriticalKassessmentKofKmethodsKofKproteinKstructureKpredictionKTusSPUYYroundKhZKProteins:eStructurese
FunctioneandeBioinformaticsXK2005XKhcKSupplKiXKeYi 4.2 148

239 slignmentsKgrowXKsecondaryKstructureKpredictionKimprovesZKProteins:eStructureseFunctioneande
BioinformaticsXK2002XKfhXKckiYdbg 4.2 146

238 wffectiveKuseKofKsequenceKcorrelationKandKconservationKinKfoldKrecognitionZKJournaleofeMoleculare
BiologyXK1999XKdkeXKcddcYek 6.5 142

237 sdaptationKofKproteinKsurfacesKtoKsubcellularKlocationZKJournaleofeMoleculareBiologyXK1998XKdihXKgciYdg 6.5 136

236 wVslKwvaluationKofKproteinKstructureKpredictionKserversZKNucleiceAcidseResearchXK2003XKecXKeeccYg 20.1 131

235 ProteinKflexibilityKandKrigidityKpredictedKfromKsequenceZKProteins:eStructureseFunctioneande
BioinformaticsXK2005XKhcXKccgYdh 4.2 129

234 ProteinKstructuresKsustainKevolutionaryKdriftZKFoldingeleDesignXK1997XKdXKSckYdf 128

233 SequenceKconservedKforKsubcellularKlocalizationZKProteineScienceXK2002XKccXKdjehYfi 6.3 126

232 PROxconlKnovelKpredictionKofKlongYrangeKcontactsZKBioinformaticsXK2005XKdcXKdkhbYj 7.2 125

231 ProteinKstructureZKStructureKandKactivityKofKtryptophanYrichKTSPOKproteinsZKScienceXK2015XKefiXKggcYg 33.3 124

230 PredictingKtransmembraneKbetaYbarrelsKinKproteomesZKNucleiceAcidseResearchXK2004XKedXKdghhYii 20.1 123

229 uontinuumKsecondaryKstructureKcapturesKproteinKflexibilityZKStructureXK2002XKcbXKcigYjf 5.2 122

228 PredictionKofKvNsYbindingKresiduesKfromKsequenceZKBioinformaticsXK2007XKdeXKiefiYge 7.2 120

227 UnderstandingKtheKphysicalKpropertiesKthatKcontrolKproteinKcrystallizationKbyKanalysisKofKlargeYscaleK
experimentalKdataZKNatureeBiotechnologyXK2009XKdiXKgcYi 44.5 118
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226 NLSdblKdatabaseKofKnuclearKlocalizationKsignalsZKNucleiceAcidseResearchXK2003XKecXKekiYk 20.1 118

225 xreeuontactlKfastKandKfreeKsoftwareKforKproteinKcontactKpredictionKfromKresidueKcoYevolutionZKBMCe
BioinformaticsXK2014XKcgXKjg 3.6 117

224 PROxbvallKpredictKflexibleKandKrigidKresiduesKinKproteinsZKBioinformaticsXK2006XKddXKjkcYe 7.2 117

223 ProteinKdisorderYYaKbreakthroughKinventionKofKevolutionqZKCurrenteOpinioneineStructuraleBiologyXK
2011XKdcXKfcdYj 8.1 111

222 vistinguishingKproteinYcodingKfromKnonYcodingKRNssKthroughKsupportKvectorKmachinesZKPLoSe
GeneticsXK2006XKdXKedk 6 111

221 TheKusxsKchallengeKreportsKimprovedKproteinKfunctionKpredictionKandKnewKfunctionalKannotationsK
forKhundredsKofKgenesKthroughKexperimentalKscreensZKGenomeeBiologyXK2019XKdbXKdff 18.3 111

220 PS’YdlKstructuralKgenomicsKtoKcoverKproteinKdomainKfamilyKspaceZKStructureXK2009XKciXKjhkYjc 5.2 108

219 NORSplKPredictionsKofKlongKregionsKwithoutKregularKsecondaryKstructureZKNucleiceAcidseResearchXK
2003XKecXKejeeYg 20.1 107

218 wvaluationKofKtemplateYbasedKmodelsKinKusSPjKwithKstandardKmeasuresZKProteins:eStructurese
FunctioneandeBioinformaticsXK2009XKiiKSupplKkXKcjYdj 4.2 105

217 usxsSPYclKuriticalKassessmentKofKfullyKautomatedKstructureKpredictionKmethodsK1999XKeiXKdbkYdci 105

216 UnexpectedKfeaturesKofKtheKdarkKproteomeZKProceedingseofetheeNationaleAcademyeofeScienceseofethee
UnitedeStateseofeAmericaXK2015XKccdXKcgjkjYkbe 11.5 103

215 NativelyKunstructuredKregionsKinKproteinsKidentifiedKfromKcontactKpredictionsZKBioinformaticsXK2007XK
deXKdeihYjf 7.2 102

214 urystalKstructureKofKaKpotassiumKionKtransporterXKTrkzZKNatureXK2011XKficXKeehYfb 50.4 101

213 MembraneKproteinKpredictionKmethodsZKMethodsXK2007XKfcXKfhbYif 4.6 97

212 zomologueKstructureKofKtheKSLsucKanionKchannelKforKclosingKstomataKinKleavesZKNatureXK2010XKfhiXKcbifYjb50.4 96

211 ModelingKaspectsKofKtheKlanguageKofKlifeKthroughKtransferYlearningKproteinKsequencesZKBMCe
BioinformaticsXK2019XKdbXKide 3.6 96

210 usxsSPdlKtheKsecondKcriticalKassessmentKofKfullyKautomatedKstructureKpredictionKmethodsZK
Proteins:eStructureseFunctioneandeBioinformaticsXK2001XKSupplKgXKcicYje 4.2 93

209 MSsViewerlKinteractiveK–avaScriptKvisualizationKofKmultipleKsequenceKalignmentsZKBioinformaticsXK
2016XKedXKegbcYegbe 7.2 92

(2016-2003)
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208 UniqueProtlKureatingKrepresentativeKproteinKsequenceKsetsZKNucleiceAcidseResearchXK2003XKecXKeijkYkc 20.1 88

207 StructureKandKselectivityKinKbestrophinKionKchannelsZKScienceXK2014XKefhXKeggYk 33.3 87

206 ReliabilityKofKassessmentKofKproteinKstructureKpredictionKmethodsZKStructureXK2002XKcbXKfegYfb 5.2 87

205 ProteinYproteinKinteractionsKmoreKconservedKwithinKspeciesKthanKacrossKspeciesZKPLoSe
ComputationaleBiologyXK2006XKdXKeik 5 85

204 ProgressKofKcvKproteinKstructureKpredictionKatKlastZKProteins:eStructureseFunctioneandeBioinformaticsXK
1995XKdeXKdkgYebb 4.2 84

203 ToolsKandKdataKservicesKregistrylKaKcommunityKeffortKtoKdocumentKbioinformaticsKresourcesZKNucleice
AcidseResearchXK2016XKffXKvejYfi 20.1 81

202 wVslKlargeYscaleKanalysisKofKsecondaryKstructureKpredictionZKProteins:eStructureseFunctioneande
BioinformaticsXK2001XKSupplKgXKckdYk 4.2 80

201 LocTreedKpredictsKlocalizationKforKallKdomainsKofKlifeZKBioinformaticsXK2012XKdjXKifgjYifhg 7.2 78

200 ProteinKfoldingKratesKestimatedKfromKcontactKpredictionsZKJournaleofeMoleculareBiologyXK2005XKefjXKgbiYcd6.5 77

199 vSSPcontlKuontinuousKsecondaryKstructureKassignmentsKforKproteinsZKNucleiceAcidseResearchXK2003XK
ecXKedkeYg 20.1 77

198 NativelyKunstructuredKloopsKdifferKfromKotherKloopsZKPLoSeComputationaleBiologyXK2007XKeXKecfb 5 76

197 ProgressKinKproteinKstructureKpredictionqZKTrendseineBiochemicaleSciencesXK1993XKcjXKcdbYe 10.3 76

196 vomainsXKmotifsKandKclustersKinKtheKproteinKuniverseZKCurrenteOpinioneineChemicaleBiologyXK2003XKiXKgYcc 9.7 75

195 –uryKreturnsKonKstructureKpredictionZKNatureXK1992XKehbXKgfb 50.4 73

194 usSPhKassessmentKofKcontactKpredictionZKProteins:eStructureseFunctioneandeBioinformaticsXK2005XKhcK
SupplKiXKdcfYdf 4.2 72

193 ’dentifyingKcysteinesKandKhistidinesKinKtransitionYmetalYbindingKsitesKusingKsupportKvectorKmachinesK
andKneuralKnetworksZKProteins:eStructureseFunctioneandeBioinformaticsXK2006XKhgXKebgYch 4.2 71

192 teyondKannotationKtransferKbyKhomologylKnovelKproteinYfunctionKpredictionKmethodsKtoKassistKdrugK
discoveryZKDrugeDiscoveryeTodayXK2005XKcbXKcfigYjd 8.8 71

191 StructuresKofKaminoarabinoseKtransferaseKsrnTKsuggestKaKmolecularKbasisKforKlipidKsKglycosylationZK
ScienceXK2016XKegcXKhbjYcd 33.3 70
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190 ProteinKsecondaryKstructureKappearsKtoKbeKrobustKunderKinKsilicoKevolutionKwhileKproteinKdisorderK
appearsKnotKtoKbeZKBioinformaticsXK2010XKdhXKhdgYec 7.2 70

189 StructuralKgenomicsKisKtheKlargestKcontributorKofKnovelKstructuralKleverageZKJournaleofeStructuraleande
FunctionaleGenomicsXK2009XKcbXKcjcYkc 68

188 urystalKstructureKofKaKphosphorylationYcoupledKsaccharideKtransporterZKNatureXK2011XKfieXKgbYf 50.4 67

187 tetterKpredictionKofKsubYcellularKlocalizationKbyKcombiningKevolutionaryKandKstructuralKinformationZK
Proteins:eStructureseFunctioneandeBioinformaticsXK2003XKgeXKkciYeb 4.2 67

186 wvolutionaryKprofilesKimproveKproteinYproteinKinteractionKpredictionKfromKsequenceZKBioinformaticsXK
2015XKecXKckfgYgb 7.2 66

185
uomparisonsKofKNMRKspectralKqualityKandKsuccessKinKcrystallizationKdemonstrateKthatKNMRKandK
XYrayKcrystallographyKareKcomplementaryKmethodsKforKsmallKproteinKstructureKdeterminationZK
JournaleofetheeAmericaneChemicaleSocietyXK2005XKcdiXKchgbgYcc

16.4 66

184 wpitomelKdatabaseKofKstructureYinferredKantigenicKepitopesZKNucleiceAcidseResearchXK2006XKefXKviiiYjb 20.1 66

183 TargetKspaceKforKstructuralKgenomicsKrevisitedZKBioinformaticsXK2002XKcjXKkddYee 7.2 66

182 StructuralKbasisKforKaKpzYsensitiveKcalciumKleakKacrossKmembranesZKScienceXK2014XKeffXKccecYg 33.3 65

181 MarryingKstructureKandKgenomicsZKStructureXK1998XKhXKdgkYhe 5.2 62

180 SequenceYbasedKpredictionKofKproteinKdomainsZKNucleiceAcidseResearchXK2004XKedXKegddYeb 20.1 62

179 LargeYscaleKanalysisKofKthermostableXKmammalianKproteinsKprovidesKinsightsKintoKtheKintrinsicallyK
disorderedKproteomeZKJournaleofeProteomeeResearchXK2009XKjXKdccYdh 5.6 61

178 SolutionKNMRKstructureKofKtheKNlpuaPhbKdomainKofKlipoproteinKSprKfromKwscherichiaKcolilKstructuralK
evidenceKforKaKnovelKcysteineKpeptidaseKcatalyticKtriadZKBiochemistryXK2008XKfiXKkicgYi 3.2 61

177 ’nferringKsubYcellularKlocalizationKthroughKautomatedKlexicalKanalysisZKBioinformaticsXK2002XKcjKSupplK
cXKSijYjh 7.2 61

176 sutomaticKtargetKselectionKforKstructuralKgenomicsKonKeukaryotesZKProteins:eStructureseFunctioneande
BioinformaticsXK2004XKghXKcjjYdbb 4.2 58

175 uoordinatingKtheKimpactKofKstructuralKgenomicsKonKtheKhumanK˛–YhelicalKtransmembraneKproteomeZK
NatureeStructuraleandeMoleculareBiologyXK2013XKdbXKcegYj 17.6 57

174 sutomatedKidentificationKofKcomplementarityKdeterminingKregionsKTuvRsUKrevealsKpeculiarK
characteristicsKofKuvRsKandKtKcellKepitopesZKJournaleofeImmunologyXK2008XKcjcXKhdebYg 5.3 56

173 NewsKfromKtheKproteinKmutabilityKlandscapeZKJournaleofeMoleculareBiologyXK2013XKfdgXKekeiYfj 6.5 55

(2013-2010)
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172 uorrelatingKproteinKfunctionKandKstabilityKthroughKtheKanalysisKofKsingleKaminoKacidKsubstitutionsZK
BMCeBioinformaticsXK2009XKcbKSupplKjXKSj 3.6 55

171 NovelKleverageKofKstructuralKgenomicsZKNatureeBiotechnologyXK2007XKdgXKjfkYgc 44.5 55

170 PROxtmblKaKwebKserverKforKpredictingKbacterialKtransmembraneKbetaKbarrelKproteinsZKNucleiceAcidse
ResearchXK2006XKefXKWcjhYj 20.1 55

169
ProtTranslKTowardsKurackingKtheKLanguageKofKLifesKuodeKThroughKSelfYSupervisedKveepKLearningK
andKzighKPerformanceKuomputingZKIEEEeTransactionseonePatterneAnalysiseandeMachineeIntelligenceXK
2021XKPPXK

13.3 55

168 uzOPKproteinsKintoKstructuralKdomainYlikeKfragmentsZKProteins:eStructureseFunctioneande
BioinformaticsXK2004XKggXKhijYjj 4.2 53

167 ProtTranslKTowardsKurackingKtheKLanguageKofKLifeâ��sKuodeKThroughKSelfYSupervisedKLearning 53

166 RadiomicsKinKradiooncologyKYKuhallengingKtheKmedicalKphysicistZKPhysicaeMedicaXK2018XKfjXKdiYeh 2.7 49

165 OutcomeKofKaKworkshopKonKarchivingKstructuralKmodelsKofKbiologicalKmacromoleculesZKStructureXK
2006XKcfXKcdccYi 5.2 49

164 StateYofYtheYartKinKmembraneKproteinKpredictionZKAppliedeBioinformaticsXK2002XKcXKdcYeg 49

163 squarialKsimplifyingKdiscoveryKandKinsightKfromKproteinKstructuresZKNatureeMethodsXK2015XKcdXKkjYk 21.6 48

162
TheKNewKYorkKuonsortiumKonKMembraneKProteinKStructureKTNYuOMPSUlKaKhighYthroughputK
platformKforKstructuralKgenomicsKofKintegralKmembraneKproteinsZKJournaleofeStructuraleande
FunctionaleGenomicsXK2010XKccXKckcYk

48

161 NMPdblKvatabaseKofKNuclearKMatrixKProteinsZKNucleiceAcidseResearchXK2005XKeeXKvchbYe 20.1 48

160 ’mprovingKfoldKrecognitionKwithoutKfoldsZKJournaleofeMoleculareBiologyXK2004XKefcXKdggYhk 6.5 47

159 SecondaryKstructureKpredictionKofKallYhelicalKproteinsKinKtwoKstatesZKProteineEngineeringseDesigneande
SelectionXK1993XKhXKjecYh 1.9 44

158 uomprehensiveKinKsilicoKmutagenesisKhighlightsKfunctionallyKimportantKresiduesKinKproteinsZK
BioinformaticsXK2008XKdfXKidbiYcd 7.2 41

157 vidKevolutionKleapKtoKcreateKtheKproteinKuniverseqZKCurrenteOpinioneineStructuraleBiologyXK2002XKcdXKfbkYch8.1 41

156 MetalvetectorlKaKwebKserverKforKpredictingKmetalYbindingKsitesKandKdisulfideKbridgesKinKproteinsK
fromKsequenceZKBioinformaticsXK2008XKdfXKdbkfYg 7.2 40

155 SNPdbelKconstructingKanKnsSNPKfunctionalKimpactsKdatabaseZKBioinformaticsXK2012XKdjXKhbcYd 7.2 39
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154 ThirdKgenerationKpredictionKofKsecondaryKstructuresZKMethodseineMoleculareBiologyXK2000XKcfeXKicYkg 1.4 39

153 usxsSPYclKcriticalKassessmentKofKfullyKautomatedKstructureKpredictionKmethodsZKProteins:eStructurese
FunctioneandeBioinformaticsXK1999XKSupplKeXKdbkYci 4.2 39

152 StructuralKgenomicsKtargetKselectionKforKtheKNewKYorkKconsortiumKonKmembraneKproteinKstructureZK
JournaleofeStructuraleandeFunctionaleGenomicsXK2009XKcbXKdggYhj 38

151 LocvtlKexperimentalKannotationsKofKlocalizationKforKzomoKsapiensKandKsrabidopsisKthalianaZKNucleice
AcidseResearchXK2011XKekXKvdebYf 20.1 38

150 LocTextlKrelationKextractionKofKproteinKlocalizationsKtoKassistKdatabaseKcurationZKBMCeBioinformaticsXK
2018XKckXKcg 3.6 37

149 ’nKsilicoKmutagenesislKaKcaseKstudyKofKtheKmelanocortinKfKreceptorZKFASEBeJournalXK2009XKdeXKebgkYhk 0.9 34

148 PhysicalKproteinYproteinKinteractionsKpredictedKfromKmicroarraysZKBioinformaticsXK2008XKdfXKdhbjYcf 7.2 34

147 StructuralKgenomicsKplucksKhighYhangingKmembraneKproteinsZKCurrenteOpinioneineStructuraleBiologyXK
2012XKddXKedhYed 8.1 33

146 PredictKimpactKofKsingleKaminoKacidKchangeKuponKproteinKstructureZKBMCeGenomicsXK2012XKceKSupplK
fXKSf 4.5 33

145 uharacterizationKofKmetalloproteinsKbyKhighYthroughputKXYrayKabsorptionKspectroscopyZKGenomee
ResearchXK2011XKdcXKjkjYkbi 9.7 33

144 PitfallsKofKproteinKsequenceKanalysisZKCurrenteOpinioneineBiotechnologyXK1996XKiXKfgiYhc 11.4 33

143 MoreKchallengesKforKmachineYlearningKproteinKinteractionsZKBioinformaticsXK2015XKecXKcgdcYg 7.2 32

142 tagtoglKinteractiveKandKtextYminingYassistedKannotationKofKgeneKmentionsKinKPLOSKfullYtextKarticlesZK
Database:etheeJournaleofeBiologicaleDatabaseseandeCurationXK2014XKdbcfXKbaubee 5 32

141 MuvlKanKinteractiveKwebKserverKforKtheKpredictionKofKnonYneutralKsubstitutionsKusingKproteinK
structuralKdataZKNucleiceAcidseResearchXK2010XKejXKWgdeYj 20.1 32

140 NLProtlKextractingKproteinKnamesKandKsequencesKfromKpapersZKNucleiceAcidseResearchXK2004XKedXKWhefYi 20.1 32

139 TheKproteinKtargetKlistKofKtheKNortheastKStructuralKyenomicsKuonsortiumZKProteins:eStructurese
FunctioneandeBioinformaticsXK2004XKghXKcjcYi 4.2 32

138 ProteinKfunctionKinKprecisionKmedicinelKdeepKunderstandingKwithKmachineKlearningZKFEBSeLettersXK
2016XKgkbXKdediYfc 3.8 31

137 LOuevlKannotateKsubYcellularKlocalizationKforKproteinKstructuresZKNucleiceAcidseResearchXK2003XKecXKeeeiYfb20.1 31

(2003-2000)
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136 PredictProteinKYKPredictingKProteinKStructureKandKxunctionKforKdkKYearsZKNucleiceAcidseResearchXK
2021XKfkXKWgegYWgfb 20.1 31

135 NeutralKandKweaklyKnonneutralKsequenceKvariantsKmayKdefineKindividualityZKProceedingseofethee
NationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaXK2013XKccbXKcfdggYhb 11.5 30

134 StaticKbenchmarkingKofKmembraneKhelixKpredictionsZKNucleiceAcidseResearchXK2003XKecXKehfdYf 20.1 30

133 ProteinKnamesKpreciselyKpeeledKoffKfreeKtextZKBioinformaticsXK2004XKdbKSupplKcXKidfcYi 7.2 30

132 uTYbasedKradiomicKfeaturesKpredictKtumorKgradingKandKhaveKprognosticKvalueKinKpatientsKwithKsoftK
tissueKsarcomasKtreatedKwithKneoadjuvantKradiationKtherapyZKRadiotherapyeandeOncologyXK2019XKcegXKcjiYckh5.3 29

131 NLSdbYmajorKupdateKforKdatabaseKofKnuclearKlocalizationKsignalsKandKnuclearKexportKsignalsZKNucleice
AcidseResearchXK2018XKfhXKvgbeYvgbj 20.1 29

130 LOunetKandKLOutargetlKsubYcellularKlocalizationKforKstructuralKgenomicsKtargetsZKNucleiceAcidse
ResearchXK2004XKedXKWgciYdc 20.1 29

129 uzOPlKparsingKproteinsKintoKstructuralKdomainsZKNucleiceAcidseResearchXK2004XKedXKWghkYic 20.1 28

128
StructuralKelucidationKofKtheKuysYzisYyluYssnKproteolyticKrelayKinKtheKsecretedKuzsPKdomainKenzymeK
fromKtheKhumanKpathogenKStaphylococcusKsaprophyticusZKProteins:eStructureseFunctioneande
BioinformaticsXK2009XKifXKgcgYk

4.2 27

127 uomputationalKpredictionKshinesKlightKonKtypeK’’’KsecretionKoriginsZKScientificeReportsXK2016XKhXKefgch 4.9 27

126 TMSwylKNovelKpredictionKofKtransmembraneKhelicesZKProteins:eStructureseFunctioneandeBioinformatics
XK2016XKjfXKcibhYcich 4.2 26

125 zomologyYbasedKinferenceKsetsKtheKbarKhighKforKproteinKfunctionKpredictionZKBMCeBioinformaticsXK
2013XKcfKSupplKeXKSi 3.6 26

124 TransmembraneKdomainsKinKtheKfunctionsKofKxcKreceptorsZKBiophysicaleChemistryXK2003XKcbbXKgggYig 3.5 26

123 PwPlKPredictionsKforKwntireKProteomesZKNucleiceAcidseResearchXK2003XKecXKfcbYe 20.1 26

122 RisingKsccuracyKofKProteinKSecondaryKStructureKPredictionK2003XKdbiYdfk 25

121 usxsSPeKinKtheKspotlightKofKwVsZKProteins:eStructureseFunctioneandeBioinformaticsXK2003XKgeKSupplKhXKgfjYhb4.2 25

120 TranslatomicsKcombinedKwithKtranscriptomicsKandKproteomicsKrevealsKnovelKfunctionalXKrecentlyK
evolvedKorphanKgenesKinKwscherichiaKcoliKOcgilziKTwzwuUZKBMCeGenomicsXK2016XKciXKcee 4.5 25

119 wmbeddingsKfromKdeepKlearningKtransferKyOKannotationsKbeyondKhomologyZKScientificeReportsXK
2021XKccXKcchb 4.9 25

Burkhard Rost
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118 slternativeKproteinYproteinKinterfacesKareKfrequentKexceptionsZKPLoSeComputationaleBiologyXK2012XK
jXKecbbdhde 5 24

117 ValidityKofKmachineKlearningKinKbiologyKandKmedicineKincreasedKthroughKcollaborationsKacrossKfieldsK
ofKexpertiseZKNatureeMachineeIntelligenceXK2020XKdXKcjYdf 22.5 23

116
SolutionKstructureKofKsrchaeglobusKfulgidisKpeptidylYtRNsKhydrolaseKTPthdUKprovidesKevidenceKforK
anKextensiveKconservedKfamilyKofKPthdKenzymesKinKarcheaXKbacteriaXKandKeukaryotesZKProteineScienceXK
2005XKcfXKdjfkYhc

6.3 23

115 tetterKcvKpredictionsKbyKexpertsKwithKmachinesZKProteins:eStructureseFunctioneandeBioinformaticsXK
1997XKdkXKckdYcki 4.2 22

114 LargeYscaleKexperimentalKstudiesKshowKunexpectedKaminoKacidKeffectsKonKproteinKexpressionKandK
solubilityKinKvivoKinKwZKcoliZKMicrobialeInformaticseandeExperimentationXK2011XKcXKh 21

113 StructuralKgenomicsKrevealsKwVwKasKaKnewKsSuzaPUsYrelatedKdomainZKProteins:eStructureseFunctione
andeBioinformaticsXK2009XKigXKihbYie 4.2 21

112 LongKmembraneKhelicesKandKshortKloopsKpredictedKlessKaccuratelyZKProteineScienceXK2002XKccXKdihhYie 6.3 21

111 wvaluationKofKtransmembraneKhelixKpredictionsKinKdbcfZKProteins:eStructureseFunctioneande
BioinformaticsXK2015XKjeXKfieYjf 4.2 20

110 UsingKgeneticKalgorithmsKtoKselectKmostKpredictiveKproteinKfeaturesZKProteins:eStructureseFunctione
andeBioinformaticsXK2009XKigXKigYjj 4.2 20

109 PredictionKinKcvlKsecondaryKstructureXKmembraneKhelicesXKandKaccessibilityZKMethodseofeBiochemicale
AnalysisXK2003XKffXKggkYji 20

108 ProNsdbdbKpredictsKproteinYvNsXKproteinYRNsXKandKproteinYproteinKbindingKproteinsKandKresiduesK
fromKsequenceZKJournaleofeMoleculareBiologyXK2020XKfedXKdfdjYdffe 6.5 19

107 StructuralKbasisKofKOhYalkylguanineKrecognitionKbyKaKbacterialKalkyltransferaseYlikeKvNsKrepairK
proteinZKJournaleofeBiologicaleChemistryXK2010XKdjgXKceiehYfc 5.4 19

106 SolutionKNMRKstructureKofKtheKebSKribosomalKproteinKSdjwKfromKPyrococcusKhorikoshiiZKProteine
ScienceXK2003XKcdXKdjdeYeb 6.3 19

105 ProteinKsubcellularKlocalizationKpredictionKusingKartificialKintelligenceKtechnologyZKMethodseine
MoleculareBiologyXK2008XKfjfXKfegYhe 1.4 19

104 wVsconlKaKproteinKcontactKpredictionKevaluationKserviceZKNucleiceAcidseResearchXK2005XKeeXKWefiYgc 20.1 18

103 StructureKpredictionKofKproteinsYYwhereKareKweKnowqZKCurrenteOpinioneineBiotechnologyXK1994XKgXKeidYjb 11.4 18

102 snatomyKofKtio–SXKanKopenKsourceKcommunityKforKtheKlifeKsciencesZKELifeXK2015XKfXK 8.9 18

101 ModelingKtheKlanguageKofKlifeKâ��KveepKLearningKProteinKSequences 18

(-2012)

11



100 uommonKsequenceKvariantsKaffectKmolecularKfunctionKmoreKthanKrareKvariantsqZKScientificeReportsXK
2017XKiXKchbj 4.9 17

99 funtrplKidentifyingKproteinKpositionsKforKvariationKdrivenKfunctionalKtuningZKNucleiceAcidseResearchXK
2019XKfiXKecfd 20.1 17

98 SolutionKNMRKstructureKofKphotosystemK’’KreactionKcenterKproteinKPsbdjKfromKSynechocystisKspZK
StrainKPuuKhjbeZKProteins:eStructureseFunctioneandeBioinformaticsXK2011XKikXKefbYf 4.2 17

97 viscoveryKofKnumerousKnovelKsmallKgenesKinKtheKintergenicKregionsKofKtheKwscherichiaKcoliKOcgilziK
SakaiKgenomeZKPLoSeONEXK2017XKcdXKebcjfcck 3.7 17

96
NMRKandKXYRsYKstructuresKofKhumanKwdYlikeKubiquitinYfoldKmodifierKconjugatingKenzymeKcKTUxucUK
revealKstructuralKandKfunctionalKconservationKinKtheKmetazoanKUxMcYUtsgYUxucKubiquinationK
pathwayZKJournaleofeStructuraleandeFunctionaleGenomicsXK2009XKcbXKcdiYeh

16

95 viseaseYrelatedKmutationsKpredictedKtoKimpactKproteinKfunctionZKBMCeGenomicsXK2012XKceKSupplKfXKScc 4.5 15

94 TowardsKbigKdataKscienceKinKtheKdecadeKaheadKfromKtenKyearsKofK’nuotKandKtheKcstK’SutYssiaK–ointK
uonferenceZKBMCeBioinformaticsXK2011XKcdKSupplKceXKSc 3.6 15

93 LearnedKwmbeddingsKfromKveepKLearningKtoKVisualizeKandKPredictKProteinKSetsZKCurrenteProtocolsXK
2021XKcXKecce 15

92 wvolutionaryKcouplingsKandKsequenceKvariationKeffectKpredictKproteinKbindingKsitesZKProteins:e
StructureseFunctioneandeBioinformaticsXK2018XKjhXKcbhfYcbif 4.2 14

91 uloudKpredictionKofKproteinKstructureKandKfunctionKwithKPredictProteinKforKvebianZKBioMedeResearche
InternationalXK2013XKdbceXKekjkhj 3 14

90 zowKtoKUseKProteinKcYKvKStructureKPredictedKbyKPROxphdK2005XKjigYkbc 14

89 zeatMapViewerlKinteractiveKdisplayKofKdvKdataKinKbiologyZKFyxxxResearchXK2014XKeXKfj 3.6 14

88 RoleKofKtransmembraneKdomainsKinKtheKfunctionsKofKtYKandKTYcellKreceptorsZKImmunologyeLettersXK
1998XKhfXKkiYcbi 4.1 13

87 SolutionKNMRKstructureKofKtheKSOSKresponseKproteinKYnzuKfromKtacillusKsubtilisZKProteins:eStructurese
FunctioneandeBioinformaticsXK2008XKidXKgdhYeb 4.2 13

86 PredictedKMolecularKwffectsKofKSequenceKVariantsKLinkKtoKSystemKLevelKofKviseaseZKPLoSe
ComputationaleBiologyXK2016XKcdXKecbbgbfi 5 13

85 VariantKeffectKpredictionsKcaptureKsomeKaspectsKofKdeepKmutationalKscanningKexperimentsZKBMCe
BioinformaticsXK2020XKdcXKcbi 3.6 12

84
uomparisonKofKaKmolecularKdynamicsKmodelKwithKtheKXYrayKstructureKofKtheKNeibSK
acidYbetaYglucosidaseKmutantKthatKcausesKyaucherKdiseaseZKProteineEngineeringseDesigneande
SelectionXK2011XKdfXKiieYg

1.9 12

83 snKestimatedKgPKofKnewKproteinKstructuresKsolvedKtodayKrepresentKaKnewKPfamKfamilyZKActae
CrystallographicaeSectioneD:eBiologicaleCrystallographyXK2013XKhkXKdcjhYke 11

Burkhard Rost
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82 zxSPlKhighKspeedKhomologyYdrivenKfunctionKannotationKofKproteinsZKBioinformaticsXK2018XKefXKiebfYiecd 7.2 10

81 xunxamKproteinKfamiliesKimproveKresidueKlevelKmolecularKfunctionKpredictionZKBMCeBioinformaticsXK
2019XKdbXKfbb 3.6 10

80 scceleratingKtheKOriginalKProfileKαernelZKPLoSeONEXK2013XKjXKehjfgk 3.7 10

79 SisyphusKandKpredictionKofKproteinKstructureZKBioinformaticsXK1997XKceXKefgYgh 7.2 10

78 ProteinKconformationalKflexibilityKpredictionKusingKmachineKlearningZKJournaleofeMagneticeResonance
XK2008XKckdXKeiYfi 3 10

77 MwTsYPPlKsingleKinterfaceKtoKcrucialKpredictionKserversZKNucleiceAcidseResearchXK2003XKecXKeebjYcb 20.1 10

76
TheKdZegKsKstructureKofKtheKTensKhomologKfromKPyrococcusKfuriosusKsupportsKanKenzymaticK
functionKinKthiamineKmetabolismZKActaeCrystallographicaeSectioneD:eBiologicaleCrystallographyXK2005XK
hcXKgjkYkj

10

75 nalalKtextKminingKnaturalKlanguageKmutationKmentionsZKBioinformaticsXK2017XKeeXKcjgdYcjgj 7.2 9

74 PowerfulKfusionlKPS’YtLsSTKandKconsensusKsequencesZKBioinformaticsXK2008XKdfXKckjiYke 7.2 9

73 OnlineKtoolsKforKpredictingKintegralKmembraneKproteinsZKMethodseineMoleculareBiologyXK2009XKgdjXKeYde 1.4 8

72 uonsensusKsequencesKimproveKPS’YtLsSTKthroughKmimickingKprofileYprofileKalignmentsZKNucleice
AcidseResearchXK2007XKegXKddejYfh 20.1 8

71 TreatmentYrelatedKfeaturesKimproveKmachineKlearningKpredictionKofKprognosisKinKsoftKtissueK
sarcomaKpatientsZKStrahlentherapieeUndeOnkologieXK2018XKckfXKjdfYjef 4.3 7

70
NMRKstructureKofKtheKpeptidylYtRNsKhydrolaseKdomainKfromKPseudomonasKsyringaeKexpandsKtheK
structuralKcoverageKofKtheKhydrolysisKdomainsKofKclassKcKpeptideKchainKreleaseKfactorsZKProteins:e
StructureseFunctioneandeBioinformaticsXK2008XKicXKcbdiYec

4.2 7

69 PredictionKinKcvlKSecondaryKStructureXKMembraneKzelicesXKandKsccessibilityZKMethodseofeBiochemicale
AnalysisXK2005XKggkYgji 7

68 wnvironmentalKPressureKMayKuhangeKtheKuompositionKProteinKvisorderKinKProkaryotesZKPLoSeONEXK
2015XKcbXKebceekkb 3.7 7

67 ProteomicsvtlKtowardKaKxs’RKopenYsourceKresourceKforKlifeYscienceKresearchZKNucleiceAcidseResearch
XK2021XK 20.1 7

66 TheKusxsKchallengeKreportsKimprovedKproteinKfunctionKpredictionKandKnewKfunctionalKannotationsK
forKhundredsKofKgenesKthroughKexperimentalKscreens 7

65 tioinformaticsKpredictionsKofKlocalizationKandKtargetingZKMethodseineMoleculareBiologyXK2010XKhckXKdjgYebg1.4 6

(2010-2018)
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64 ’SutKpublicKpolicyKstatementKonKopenKaccessKtoKscientificKandKtechnicalKresearchKliteratureZK
BioinformaticsXK2011XKdiXKdkcYf 7.2 6

63 ’SutKPublicKPolicyKStatementKonKOpenKsccessKtoKScientificKandKTechnicalKResearchKLiteratureZKPLoSe
ComputationaleBiologyXK2011XKiXKecbbdbcf 5 6

62 ureateKandKassessKproteinKnetworksKthroughKmolecularKcharacteristicsKofKindividualKproteinsZK
BioinformaticsXK2006XKddXKefbdYi 7.2 6

61 StructureYbasedKanalysisKofKuysZYmediatedKcellularKuptakeKofKsulfateZKELifeXK2018XKiXK 8.9 6

60 NeuralKnetworksKpredictKproteinKstructureKandKfunctionZKMethodseineMoleculareBiologyXK2008XKfgjXKdbeYeb1.4 6

59 MutationsKinKtransmembraneKproteinslKdiseasesXKevolutionaryKinsightsXKpredictionKandKcomparisonK
withKglobularKproteinsZKBriefingseineBioinformaticsXK2021XKddXK 13.4 6

58 SecondaryKStructureKPredictionK2019XKfjjYfkh 5

57 SsRSYuoVYdKstructuralKcoverageKmapKrevealsKstateKchangesKthatKdisruptKhostKimmunity 5

56 ulusteringKxunxamsKusingKsequenceKembeddingsKimprovesKwuKpurityZKBioinformaticsXK2021XK 7.2 5

55 varkKProteinsK’mportantKforKuellularKxunctionZKProteomicsXK2018XKcjXKecjbbddi 4.8 5

54 uorrectingKmistakesKinKpredictingKdistributionsZKBioinformaticsXK2018XKefXKeejgYeejh 7.2 5

53 ProteinKlanguageKmodelKembeddingsKforKfastXKaccurateXKalignmentYfreeKproteinKstructureKprediction 5

52 SsRSYuoVYdKstructuralKcoverageKmapKrevealsKviralKproteinKassemblyXKmimicryXKandKhijackingK
mechanismsZKMoleculareSystemseBiologyXK2021XKciXKecbbik 12.2 5

51 PredictionKofKProteinKStructureKThroughKwvolutioncijkYcjcc 5

50 NewKinKproteinKstructureKandKfunctionKannotationlKhotspotsXKsingleKnucleotideKpolymorphismsKandK
theKSveepKWebSZKCurrenteOpinioneineDrugeDiscoveryeleDevelopmentXK2009XKcdXKfbjYck 5

49 LinkedKannotationslKaKmiddleKgroundKforKmanualKcurationKofKbiomedicalKdatabasesKandKtextKcorporaZK
BMCeProceedingsXK2015XKkXKsf 2.3 4

48 SolutionKNMRKstructureKofKwscherichiaKcoliKytfPKexpandsKtheKstructuralKcoverageKofKtheKUPxbcecK
proteinKdomainKfamilyZKProteins:eStructureseFunctioneandeBioinformaticsXK2007XKhjXKijkYkg 4.2 4

47 uatalogingKproteinsKinKcellKcycleKcontrolZKMethodseineMoleculareBiologyXK2004XKdfcXKdckYee 1.4 4
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46 NMRKstructureKofKlipoproteinKYxexKfromKtacillusKsubtilisKrevealsKaKcalycinKfoldKandKdistantKhomologyK
withKtheKlipocalinKtlcKfromKwscherichiaKcoliZKPLoSeONEXK2012XKiXKeeifbf 3.7 4

45 LightKsttentionKPredictsKProteinKLocationKfromKtheKLanguageKofKLife 4

44 ProteinKembeddingsKandKdeepKlearningKpredictKbindingKresiduesKforKvariousKligandKclassesZZKScientifice
ReportsXK2021XKccXKdekch 4.9 4

43 ProfPP’dblKPairsKofKphysicalKproteinYproteinKinteractionsKpredictedKforKentireKproteomesZKPLoSeONEXK
2018XKceXKebckkkjj 3.7 3

42 SolutionKNMRKstructureKofKtheKribosomalKproteinKRPYLegseKfromKPyrococcusKfuriosusZKProteins:e
StructureseFunctioneandeBioinformaticsXK2012XKjbXKckbcYh 4.2 3

41 ’SutKcomputationalKbiologyKWikipediaKcompetitionZKPLoSeComputationaleBiologyXK2013XKkXKecbbedfd 5 3

40 SecondaryKStructureKsssignmentZKMethodseofeBiochemicaleAnalysisXK2005XKeekYehe 3

39 uellMapKvisualizesKproteinYproteinKinteractionsKandKsubcellularKlocalizationZKFyxxxResearchXK2017XKhXKcjdf3.6 3

38 fuNTRplK’dentifyingKproteinKpositionsKforKvariationKdrivenKfunctionalKtuning 3

37 ProteinYproteinKandKproteinYnucleicKacidKbindingKresiduesKimportantKforKcommonKandKrareKsequenceK
variantsKinKhumanZKBMCeBioinformaticsXK2020XKdcXKfgd 3.6 3

36 ’SutKwbolaKswardKforK’mportantKxutureKResearchKonKtheKuomputationalKtiologyKofKwbolaKVirusZK
PLoSeComputationaleBiologyXK2015XKccXKecbbfbji 5 2

35 xamilyYspecificKanalysisKofKvariantKpathogenicityKpredictionKtoolsZKNAReGenomicseandeBioinformaticsXK
2020XKdXKlqaabcf 3.7 2

34 VisualizingKzumanKProteinYProteinK’nteractionsKandKSubcellularKLocalizationsKonKuellK’magesK
ThroughKuellMapZKCurrenteProtocolseineBioinformaticsXK2020XKhkXKeki 24.2 2

33 MessageKfromKtheK’SutlK’SutKwbolaKawardKforKimportantKfutureKresearchKonKtheKcomputationalK
biologyKofKwbolaKvirusZKBioinformaticsXK2015XKecXKhchYi 7.2 2

32 ’SutlKpastYpresentKperspectiveKforKtheK’nternationalKSocietyKforKuomputationalKtiologyZK
BioinformaticsXK2014XKebXKcfeYg 7.2 2

31 uellKcycleKkinasesKpredictedKfromKconservedKbiophysicalKpropertiesZKProteins:eStructureseFunctioneande
BioinformaticsXK2009XKifXKhggYhj 4.2 2

30 NMRKstructureKofKproteinKYvyuKfromKtacillusKsubtilisKrevealsKunexpectedKstructuralKsimilarityK
betweenKtwoKPxsMKfamiliesZKProteins:eStructureseFunctioneandeBioinformaticsXK2009XKihXKcbeiYfc 4.2 2

29
SolutionKNMRKstructureKofKLinbfecKproteinKfromKListeriaKinnocuaKrevealsKhighKstructuralKsimilarityK
withKdomainK’’KofKbacterialKtranscriptionKantiterminationKproteinKNusyZKProteins:eStructureseFunctione
andeBioinformaticsXK2010XKijXKdgheYj

4.2 2

(2010-2012)
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28 wXwRu’S’NyKMULT’YLsYwRwvKNwTWORαSKONKPROTw’NKSwuONvsRYKSTRUuTURwZKInternationale
JournaleofeNeuraleSystemsXK1992XKbeXKdbkYddb 6.2 2

27 uellMapKvisualizesKproteinYproteinKinteractionsKandKsubcellularKlocalizationZKFyxxxResearchXK2017XKhXKcjdf3.6 2

26 VariantKeffectKpredictionsKcaptureKsomeKaspectsKofKdeepKmutationalKscanningKexperiments 2

25 wndYtoYendKmultitaskKlearningXKfromKproteinKlanguageKtoKproteinKfeaturesKwithoutKalignments 2

24 PredictProteinKâ��KPredictingKProteinKStructureKandKxunctionKforKdkKYears 2

23 wmbeddingsKfromKproteinKlanguageKmodelsKpredictKconservationKandKvariantKeffectsZZKHumane
GeneticsXK2021XKc 6.3 2

22 tioinformaticsKadvancesKbiologyKandKmedicineKbyKturningKbigKdataKtrovesKintoKknowledgeZK
InformatiktSpektrumXK2017XKfbXKcgeYchb 0.3 1

21 ’SutKwbolaKswardKforK’mportantKxutureKResearchKonKtheKuomputationalKtiologyKofKwbolaKVirusZK
FyxxxResearchXK2015XKfXKcd 3.6 1

20 uoYexpressionKandKcoYlocalizationKofKhubKproteinsKandKtheirKpartnersKareKencodedKinKproteinK
sequenceZKMoleculareBioSystemsXK2014XKcbXKijiYkf 1

19 TcUzXKTceUuKandKTcgUNKassignmentsKforKtheKsrchaeglobusKfulgidisKproteinKsxdbkgZKJournaleofe
BiomoleculareNMRXK2004XKebXKcbiYj 3 1

18 wvolutionKteachesKneuralKnetworksKtoKpredictKproteinKstructureK1999XKdbiYdde 1

17 snKexhaustiveKanalysisKofKsingleKaminoKacidKvariantsKinKhelicalKtransmembraneKproteins 1

16 wmbeddingsKfromKdeepKlearningKtransferKyOKannotationsKbeyondKhomology 1

15 wvolutionaryKmodelKofKproteinKsecondaryKstructureKcapableKofKrevealingKnewKbiologicalKrelationships 1

14 SpectrumKofKProteinKLocationKinKProteomesKuapturesKwvolutionaryKRelationshipKtetweenKSpeciesZK
JournaleofeMoleculareEvolutionXK2021XKjkXKgffYgge 3.1 1

13 ProteinKembeddingsKandKdeepKlearningKpredictKbindingKresiduesKforKvariousKligandKclasses 1

12 vetailedKpredictionKofKproteinKsubYnuclearKlocalizationZKBMCeBioinformaticsXK2019XKdbXKdbg 3.6 0

11 ProteinKdisorderKreducedKinKSaccharomycesKcerevisiaeKtoKsurviveKheatKshockZKFyxxxResearchXK2015XK
fXKcddd 3.6 0
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10 wvolutionaryKmodelKofKproteinKsecondaryKstructureKcapableKofKrevealingKnewKbiologicalK
relationshipsZKProteins:eStructureseFunctioneandeBioinformaticsXK2020XKjjXKcdgcYcdgk 4.2

9 TakingKstructureKsearchesKtoKtheKnextKdimensionZKStructureXK2014XKddXKkejYk 5.2

8 ’SutlKpastYpresentKperspectiveKforKtheK’nternationalKSocietyKforKuomputationalKtiologyZK
BioinformaticsXK2013XKdkXKedfeYg 7.2

7 TheKProteinKStructureK’nitiativeK2010XKeeYff

6
SolutionKNMRKstructuresKofKproteinsKVPsbfckKfromKVibrioKparahaemolyticusKandKyiiSKfromKShigellaK
flexneriKprovideKstructuralKcoverageKforKproteinKdomainKfamilyKPxsMKbfcigZKProteins:eStructurese
FunctioneandeBioinformaticsXK2010XKijXKiikYjf

4.2

5 ’SMtKdbbjKTorontoZKPLoSeComputationaleBiologyXK2008XKfXKecbbbbkf 5

4 PredictingKSimplifiedKxeaturesKofKProteinKStructuredhcYdkg

3 ProteinKmatchmakingKthroughKrepresentationKlearningZKCelleSystemsXK2021XKcdXKkfjYkgb 10.6

2 tioinformaticsKsdvancesKtiologyKandKMedicineKbyKTurningKtigKvataKTrovesKintoKαnowledgeK2017XKeeYfg

1 snnotationKofKwntirelyKSequencedKyenomesK2010XKieeYifg
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