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297 PredictionLofLproteinLcellularLattributesLusingLpseudoYaminoLacidLcomposition_LProteins:hStructurewh
FunctionhandhBioinformaticsXL2001XLfeXLdfhYgg 4.2 1361

296 SomeLremarksLonLproteinLattributeLpredictionLandLpseudoLaminoLacidLcomposition_LJournalhofh
TheoreticalhBiologyXL2011XLdieXLdehYfi 2.3 1108

295 PredictionLofLproteinLstructuralLclasses_LCriticalhReviewshinhBiochemistryhandhMolecularhBiologyXL1995XL
ebXLdigYefk 8.7 886

294 RecentLprogressLinLproteinLsubcellularLlocationLprediction_LAnalyticalhBiochemistryXL2007XLeibXLcYch 3.1 793

293 uellYPLoclLaLpackageLofLWebLserversLforLpredictingLsubcellularLlocalizationLofLproteinsLinLvariousL
organisms_LNaturehProtocolsXL2008XLeXLcgeYhd 18.8 755

292 UsingLamphiphilicLpseudoLaminoLacidLcompositionLtoLpredictLenzymeLsubfamilyLclasses_L
BioinformaticsXL2005XLdcXLcbYk 7.2 750

291 StructuralLbioinformaticsLandLitsLimpactLtoLbiomedicalLscience_LCurrenthMedicinalhChemistryXL2004XL
ccXLdcbgYef 4.3 603

290 PseYinYOnelLaLwebLserverLforLgeneratingLvariousLmodesLofLpseudoLcomponentsLofLvNsXLRNsXLandL
proteinLsequences_LNucleichAcidshResearchXL2015XLfeXLWhgYic 20.1 578

289 iRSpotYPsevNulLidentifyLrecombinationLspotsLwithLpseudoLdinucleotideLcomposition_LNucleichAcidsh
ResearchXL2013XLfcXLehj 20.1 492

288 PlantYmPLoclLaLtopYdownLstrategyLtoLaugmentLtheLpowerLforLpredictingLplantLproteinLsubcellularL
localization_LPLoShONEXL2010XLgXLecceeg 3.7 458

287 |mpactsLofLbioinformaticsLtoLmedicinalLchemistry_LMedicinalhChemistryXL2015XLccXLdcjYef 1.8 457

286 iProgfYPseβNulLaLsequenceYbasedLpredictorLforLidentifyingLsigmaYgfLpromotersLinLprokaryoteLwithL
pseudoLkYtupleLnucleotideLcomposition_LNucleichAcidshResearchXL2014XLfdXLcdkhcYid 20.1 412

285 UsingLfunctionalLdomainLcompositionLandLsupportLvectorLmachinesLforLpredictionLofLproteinL
subcellularLlocation_LJournalhofhBiologicalhChemistryXL2002XLdiiXLfgihgYk 5.4 366

284
MemTypeYdLlLaLwebLserverLforLpredictingLmembraneLproteinsLandLtheirLtypesLbyLincorporatingL
evolutionLinformationLthroughLPseYPSSM_LBiochemicalhandhBiophysicalhResearchhCommunicationsXL
2007XLehbXLeekYfg

3.4 365

283 PseudoLsminoLscidLuompositionLandLitsLspplicationsLinLtioinformaticsXLProteomicsLandLSystemL
tiology_LCurrenthProteomicsXL2009XLhXLdhdYdif 0.7 363

282 SomeLremarksLonLpredictingLmultiYlabelLattributesLinLmolecularLbiosystems_LMolecularhBioSystemsXL
2013XLkXLcbkdYcbb 355

281 PseβNulLaLflexibleLwebLserverLforLgeneratingLpseudoLβYtupleLnucleotideLcomposition_LAnalyticalh
BiochemistryXL2014XLfghXLgeYhb 3.1 341
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280 isMPYdLlLaLtwoYlevelLmultiYlabelLclassifierLforLidentifyingLantimicrobialLpeptidesLandLtheirLfunctionalL
types_LAnalyticalhBiochemistryXL2013XLfehXLchjYii 3.1 334

279 PsessulLaLflexibleLwebLserverLforLgeneratingLvariousLkindsLofLproteinLpseudoLaminoLacidL
composition_LAnalyticalhBiochemistryXL2008XLeieXLejhYj 3.1 330

278 iLocYzumlLusingLtheLaccumulationYlabelLscaleLtoLpredictLsubcellularLlocationsLofLhumanLproteinsL
withLbothLsingleLandLmultipleLsites_LMolecularhBioSystemsXL2012XLjXLhdkYfc 316

277 LowYfrequencyLcollectiveLmotionLinLbiomacromoleculesLandLitsLbiologicalLfunctions_LBiophysicalh
ChemistryXL1988XLebXLeYfj 3.5 308

276 iNucYPseβNulLaLsequenceYbasedLpredictorLforLpredictingLnucleosomeLpositioningLinLgenomesLwithL
pseudoLkYtupleLnucleotideLcomposition_LBioinformaticsXL2014XLebXLcgddYk 7.2 303

275 wukYmPLoclLaLfusionLclassifierLforLlargeYscaleLeukaryoticLproteinLsubcellularLlocationLpredictionLbyL
incorporatingLmultipleLsites_LJournalhofhProteomehResearchXL2007XLhXLcidjYef 5.6 303

274 iSNOYPsessulLpredictLcysteineLSYnitrosylationLsitesLinLproteinsLbyLincorporatingLpositionLspecificL
aminoLacidLpropensityLintoLpseudoLaminoLacidLcomposition_LPLoShONEXL2013XLjXLeggjff 3.7 297

273 wnsembleLclassifierLforLproteinLfoldLpatternLrecognition_LBioinformaticsXL2006XLddXLciciYdd 7.2 294

272 PredictionLofLhumanLimmunodeficiencyLvirusLproteaseLcleavageLsitesLinLproteins_LAnalyticalh
BiochemistryXL1996XLdeeXLcYcf 3.1 291

271 isuPlLaLsequenceYbasedLtoolLforLidentifyingLanticancerLpeptides_LOncotargetXL2016XLiXLchjkgYkbk 3.3 283

270 SupportLvectorLmachinesLforLpredictingLmembraneLproteinLtypesLbyLusingLfunctionalLdomainL
composition_LBiophysicalhJournalXL2003XLjfXLedgiYhe 2.9 280

269 ProteinLsubcellularLlocationLprediction_LProteinhEngineeringwhDesignhandhSelectionXL1999XLcdXLcbiYcj 1.9 280

268 iRNsYMethyllL|dentifyingLNThUYmethyladenosineLsitesLusingLpseudoLnucleotideLcomposition_L
AnalyticalhBiochemistryXL2015XLfkbXLdhYee 3.1 276

267 iLocYwuklLaLmultiYlabelLclassifierLforLpredictingLtheLsubcellularLlocalizationLofLsingleplexLandL
multiplexLeukaryoticLproteins_LPLoShONEXL2011XLhXLecjdgj 3.7 272

266 iRSpotYwLlLidentifyLrecombinationLspotsLwithLanLensembleLlearningLapproach_LBioinformaticsXL2017XL
eeXLegYfc 7.2 263

265 iwnhancerYdLlLaLtwoYlayerLpredictorLforLidentifyingLenhancersLandLtheirLstrengthLbyLpseudoLkYtupleL
nucleotideLcomposition_LBioinformaticsXL2016XLedXLehdYk 7.2 258

264 ixeaturelLaLPythonLpackageLandLwebLserverLforLfeaturesLextractionLandLselectionLfromLproteinLandL
peptideLsequences_LBioinformaticsXL2018XLefXLdfkkYdgbd 7.2 258

263 PseudoLnucleotideLcompositionLorLPseβNulLanLeffectiveLformulationLforLanalyzingLgenomicL
sequences_LMolecularhBioSystemsXL2015XLccXLdhdbYef 256
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262 izSPYPseRsssulL|dentifyingLtheLheatLshockLproteinLfamiliesLusingLpseudoLreducedLaminoLacidL
alphabetLcomposition_LAnalyticalhBiochemistryXL2013XLffdXLccjYdg 3.1 254

261 pSucYLyslLPredictLlysineLsuccinylationLsitesLinLproteinsLwithLPsessuLandLensembleLrandomLforestL
approach_LJournalhofhTheoreticalhBiologyXL2016XLekfXLddeYdeb 2.3 252

260 uombiningLevolutionaryLinformationLextractedLfromLfrequencyLprofilesLwithLsequenceYbasedL
kernelsLforLproteinLremoteLhomologyLdetection_LBioinformaticsXL2014XLebXLfidYk 7.2 248

259 iSNOYssPairlLincorporatingLaminoLacidLpairwiseLcouplingLintoLPsessuLforLpredictingLcysteineL
SYnitrosylationLsitesLinLproteins_LPeerJXL2013XLcXLecic 3.1 245

258
iPP|YwsmllLsnLensembleLclassifierLforLidentifyingLtheLinteractionsLofLproteinsLbyLincorporatingLtheirL
physicochemicalLpropertiesLandLwaveletLtransformsLintoLPsessu_LJournalhofhTheoreticalhBiologyXL
2015XLeiiXLfiYgh

2.3 243

257 snLUnprecedentedLRevolutionLinLMedicinalLuhemistryLvrivenLbyLtheLProgressLofLtiologicalLScience_L
CurrenthTopicshinhMedicinalhChemistryXL2017XLciXLdeeiYdegj 3 242

256 PredictingLeukaryoticLproteinLsubcellularLlocationLbyLfusingLoptimizedLevidenceYtheoreticL
βYNearestLNeighborLclassifiers_LJournalhofhProteomehResearchXL2006XLgXLcjjjYki 5.6 239

255 sLnewLmethodLforLpredictingLtheLsubcellularLlocalizationLofLeukaryoticLproteinsLwithLbothLsingleL
andLmultipleLsiteslLwukYmPLocLd_b_LPLoShONEXL2010XLgXLekkec 3.7 235

254 iLocYViruslLaLmultiYlabelLlearningLclassifierLforLidentifyingLtheLsubcellularLlocalizationLofLvirusL
proteinsLwithLbothLsingleLandLmultipleLsites_LJournalhofhTheoreticalhBiologyXL2011XLdjfXLfdYgc 2.3 229

253 iRNsYPseuolllL|dentifyingLtheLOccurrenceLSitesLofLvifferentLRNsLModificationsLbyL|ncorporatingL
uollectiveLwffectsLofLNucleotidesLintoLPseβNu_LMolecularhTherapyhxhNucleichAcidsXL2017XLiXLcggYche 10.7 228

252 ivNsYMethyllLidentifyingLvNsLmethylationLsitesLviaLpseudoLtrinucleotideLcomposition_LAnalyticalh
BiochemistryXL2015XLfifXLhkYii 3.1 226

251 zumYPLoclLaLnovelLensembleLclassifierLforLpredictingLhumanLproteinLsubcellularLlocalization_L
BiochemicalhandhBiophysicalhResearchhCommunicationsXL2006XLefiXLcgbYi 3.4 222

250 UsingLsubsiteLcouplingLtoLpredictLsignalLpeptides_LProteinhEngineeringwhDesignhandhSelectionXL2001XL
cfXLigYk 1.9 222

249 SignalYeLlLsLeYlayerLapproachLforLpredictingLsignalLpeptides_LBiochemicalhandhBiophysicalhResearchh
CommunicationsXL2007XLeheXLdkiYebe 3.4 221

248
iSucYPseOptlL|dentifyingLlysineLsuccinylationLsitesLinLproteinsLbyLincorporatingLsequenceYcouplingL
effectsLintoLpseudoLcomponentsLandLoptimizingLimbalancedLtrainingLdataset_LAnalyticalh
BiochemistryXL2016XLfkiXLfjYgh

3.1 218

247 iT|SYPseTNulLaLsequenceYbasedLpredictorLforLidentifyingLtranslationLinitiationLsiteLinLhumanLgenesL
usingLpseudoLtrinucleotideLcomposition_LAnalyticalhBiochemistryXL2014XLfhdXLihYje 3.1 218

246 iPromoterYdLlLaLtwoYlayerLpredictorLforLidentifyingLpromotersLandLtheirLtypesLbyL
multiYwindowYbasedLPseβNu_LBioinformaticsXL2018XLefXLeeYfb 7.2 213

245 pRNsmYPulLPredictingLNThUYmethyladenosineLsitesLinLRNsLsequencesLviaLphysicalYchemicalL
properties_LAnalyticalhBiochemistryXL2016XLfkiXLhbYi 3.1 213
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244 iLocYsnimallLaLmultiYlabelLlearningLclassifierLforLpredictingLsubcellularLlocalizationLofLanimalL
proteins_LMolecularhBioSystemsXL2013XLkXLhefYff 213

243 spplicationsLofLgraphLtheoryLtoLenzymeLkineticsLandLproteinLfoldingLkinetics_LSteadyLandL
nonYsteadyYstateLsystems_LBiophysicalhChemistryXL1990XLegXLcYdf 3.5 213

242 iPTMYmLyslLidentifyingLmultipleLlysineLPTMLsitesLandLtheirLdifferentLtypes_LBioinformaticsXL2016XLedXLecchYecde7.2 212

241 ivNsYProtlLidentificationLofLvNsLbindingLproteinsLusingLrandomLforestLwithLgreyLmodel_LPLoShONEXL
2011XLhXLedfigh 3.7 209

240 dLYpiRNslLsLTwoYLayerLwnsembleLulassifierLforL|dentifyingLPiwiY|nteractingLRNssLandLTheirL
xunction_LMolecularhTherapyhxhNucleichAcidsXL2017XLiXLdhiYdii 10.7 207

239 iRSpotYTNuPsessulLidentifyLrecombinationLspotsLwithLtrinucleotideLcompositionLandLpseudoL
aminoLacidLcomponents_LInternationalhJournalhofhMolecularhSciencesXL2014XLcgXLcifhYhh 6.3 206

238 ivNsYProt|dislLidentifyingLvNsYbindingLproteinsLbyLincorporatingLaminoLacidLdistanceYpairsLandL
reducedLalphabetLprofileLintoLtheLgeneralLpseudoLaminoLacidLcomposition_LPLoShONEXL2014XLkXLecbhhkc 3.7 202

237
repvNslLaLPythonLpackageLtoLgenerateLvariousLmodesLofLfeatureLvectorsLforLvNsLsequencesLbyL
incorporatingLuserYdefinedLphysicochemicalLpropertiesLandLsequenceYorderLeffects_LBioinformaticsXL
2015XLecXLcebiYk

7.2 199

236 sxPYPredlLsLrandomLforestLapproachLforLpredictingLantifreezeLproteinsLfromLsequenceYderivedL
properties_LJournalhofhTheoreticalhBiologyXL2011XLdibXLghYhd 2.3 196

235 iRNsYs|lLidentifyingLtheLadenosineLtoLinosineLeditingLsitesLinLRNsLsequences_LOncotargetXL2017XLjXLfdbjYfdci3.3 191

234 ivNshmsYPseβNulL|dentifyingLvNsLNYmethyladenosineLsitesLbyLincorporatingLnucleotideL
physicochemicalLpropertiesLintoLPseβNu_LGenomicsXL2019XLcccXLkhYcbd 4.3 190

233 iLocYPlantlLaLmultiYlabelLclassifierLforLpredictingLtheLsubcellularLlocalizationLofLplantLproteinsLwithL
bothLsingleLandLmultipleLsites_LMolecularhBioSystemsXL2011XLiXLedjiYki 179

232 PredictionLofLproteinLstructuralLclassesLbyLsupportLvectorLmachines_LComputershphChemistryXL2002XL
dhXLdkeYh 177

231 pLocYmwuklLPredictLsubcellularLlocalizationLofLmultiYlabelLeukaryoticLproteinsLbyLextractingLtheLkeyL
yOLinformationLintoLgeneralLPsessu_LGenomicsXL2018XLccbXLgbYgj 4.3 176

230 PredictionLofLsignalLpeptidesLusingLscaledLwindow_LPeptidesXL2001XLddXLckieYk 3.8 175

229 yPuRYuslLsLcellularLautomatonLimageLapproachLforLpredictingLyYproteinYcoupledLreceptorL
functionalLclasses_LJournalhofhComputationalhChemistryXL2009XLebXLcfcfYde 3.5 174

228 sLkeyLdrivingLforceLinLdeterminationLofLproteinLstructuralLclasses_LBiochemicalhandhBiophysicalh
ResearchhCommunicationsXL1999XLdhfXLdchYdf 3.4 174

227 |dentificationLofLrealLmicroRNsLprecursorsLwithLaLpseudoLstructureLstatusLcompositionLapproach_L
PLoShONEXL2015XLcbXLebcdcgbc 3.7 174
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226 PseβNuYyenerallLaLcrossYplatformLpackageLforLgeneratingLvariousLmodesLofLpseudoLnucleotideL
compositions_LBioinformaticsXL2015XLecXLcckYdb 7.2 172

225
izydYPsessulLpredictingLhydroxyprolineLandLhydroxylysineLinLproteinsLbyLincorporatingLdipeptideL
positionYspecificLpropensityLintoLpseudoLaminoLacidLcomposition_LInternationalhJournalhofhMolecularh
SciencesXL2014XLcgXLigkfYhcb

6.3 172

224 iuTXYtypelLaLsequenceYbasedLpredictorLforLidentifyingLtheLtypesLofLconotoxinsLinLtargetingLionL
channels_LBioMedhResearchhInternationalXL2014XLdbcfXLdjhfck 3 171

223 yraphicLruleLforLdrugLmetabolismLsystems_LCurrenthDrughMetabolismXL2010XLccXLehkYij 3.5 170

222 PredictionLofLproteinLstructureLclassesLwithLpseudoLaminoLacidLcompositionLandLfuzzyLsupportL
vectorLmachineLnetwork_LProteinhandhPeptidehLettersXL2007XLcfXLjccYg 1.9 168

221 ivzSYwLlLidentifyingLvNaseL|LhypersensitiveLsitesLbyLfusingLthreeLdifferentLmodesLofLpseudoL
nucleotideLcompositionLintoLanLensembleLlearningLframework_LBioinformaticsXL2016XLedXLdfccYj 7.2 168

220
ivrugYTargetlLpredictingLtheLinteractionsLbetweenLdrugLcompoundsLandLtargetLproteinsLinLcellularL
networkingLviaLbenchmarkLdatasetLoptimizationLapproach_LJournalhofhBiomolecularhStructurehandh
DynamicsXL2015XLeeXLdddcYee

3.6 167

219 pLocYmPlantlLpredictLsubcellularLlocalizationLofLmultiYlocationLplantLproteinsLbyLincorporatingLtheL
optimalLyOLinformationLintoLgeneralLPsessu_LMolecularhBioSystemsXL2017XLceXLciddYcidi 167

218 UsingLpseudoLaminoLacidLcompositionLtoLpredictLproteinLstructuralLclasseslLapproachedLwithL
complexityLmeasureLfactor_LJournalhofhComputationalhChemistryXL2006XLdiXLfijYjd 3.5 164

217 pLocYmsnimallLpredictLsubcellularLlocalizationLofLanimalLproteinsLwithLbothLsingleLandLmultipleL
sites_LBioinformaticsXL2017XLeeXLegdfYegec 7.2 163

216 iNitroYTyrlLpredictionLofLnitrotyrosineLsitesLinLproteinsLwithLgeneralLpseudoLaminoLacidLcomposition_L
PLoShONEXL2014XLkXLecbgbcj 3.7 161

215 iuarYPseuplLidentifyLcarbonylationLsitesLinLproteinsLbyLMonteLuarloLsamplingLandLincorporatingL
sequenceLcoupledLeffectsLintoLgeneralLPsessu_LOncotargetXL2016XLiXLefggjYib 3.3 161

214 iNucYPhysuhemlLaLsequenceYbasedLpredictorLforLidentifyingLnucleosomesLviaLphysicochemicalL
properties_LPLoShONEXL2012XLiXLefijfe 3.7 160

213 RwV|wWLlLRecentLadvancesLinLdevelopingLwebYserversLforLpredictingLproteinLattributes_LNaturalh
ScienceXL2009XLbcXLheYkd 0.5 160

212 WeightedYsupportLvectorLmachinesLforLpredictingLmembraneLproteinLtypesLbasedLonLpseudoYaminoL
acidLcomposition_LProteinhEngineeringwhDesignhandhSelectionXL2004XLciXLgbkYch 1.9 159

211
UsingLoptimizedLevidenceYtheoreticLβYnearestLneighborLclassifierLandLpseudoYaminoLacidL
compositionLtoLpredictLmembraneLproteinLtypes_LBiochemicalhandhBiophysicalhResearchh
CommunicationsXL2005XLeefXLdjjYkd

3.4 157

210 iOriYzumanlLidentifyLhumanLoriginLofLreplicationLbyLincorporatingLdinucleotideLphysicochemicalL
propertiesLintoLpseudoLnucleotideLcomposition_LOncotargetXL2016XLiXLhkijeYhkike 3.3 156

209 tioinformaticalLanalysisLofLyYproteinYcoupledLreceptors_LJournalhofhProteomehResearchXL2002XLcXLfdkYee 5.6 154
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208 pSumoYuvlLpredictingLsumoylationLsitesLinLproteinsLwithLcovarianceLdiscriminantLalgorithmLbyL
incorporatingLsequenceYcoupledLeffectsLintoLgeneralLPsessu_LBioinformaticsXL2016XLedXLeceeYecfc 7.2 154

207 xuzzyLβNNLforLpredictingLmembraneLproteinLtypesLfromLpseudoYaminoLacidLcomposition_LJournalhofh
TheoreticalhBiologyXL2006XLdfbXLkYce 2.3 152

206 UsingLLogittoostLclassifierLtoLpredictLproteinLstructuralLclasses_LJournalhofhTheoreticalhBiologyXL2006
XLdejXLcidYh 2.3 150

205 PredictionLproteinLstructuralLclassesLwithLpseudoYaminoLacidLcompositionlLapproximateLentropyL
andLhydrophobicityLpattern_LJournalhofhTheoreticalhBiologyXL2008XLdgbXLcjhYke 2.3 149

204 iRNsmguYPsevNulLidentifyingLRNsLgYmethylcytosineLsitesLbyLincorporatingLphysicalYchemicalL
propertiesLintoLpseudoLdinucleotideLcomposition_LOncotargetXL2017XLjXLfccijYfccjj 3.3 148

203 |dentificationLofLmicroRNsLprecursorLwithLtheLdegenerateLβYtupleLorLβmerLstrategy_LJournalhofh
TheoreticalhBiologyXL2015XLejgXLcgeYk 2.3 146

202 iRNsYPseUlL|dentifyingLRNsLpseudouridineLsites_LMolecularhTherapyhxhNucleichAcidsXL2016XLgXLeeed 10.7 145

201 UsingLstackedLgeneralizationLtoLpredictLmembraneLproteinLtypesLbasedLonLpseudoYaminoLacidL
composition_LJournalhofhTheoreticalhBiologyXL2006XLdfdXLkfcYh 2.3 144

200 Prot|dentlLaLwebLserverLforLidentifyingLproteasesLandLtheirLtypesLbyLfusingLfunctionalLdomainLandL
sequentialLevolutionLinformation_LBiochemicalhandhBiophysicalhResearchhCommunicationsXL2008XLeihXLedcYg3.4 143

199 NucYPLoclLaLnewLwebYserverLforLpredictingLproteinLsubnuclearLlocalizationLbyLfusingLPsessL
compositionLandLPsePSSM_LProteinhEngineeringwhDesignhandhSelectionXL2007XLdbXLghcYi 1.9 143

198 LowYfrequencyLxourierLspectrumLforLpredictingLmembraneLproteinLtypes_LBiochemicalhandh
BiophysicalhResearchhCommunicationsXL2005XLeehXLieiYk 3.4 142

197 VirusYPLoclLaLfusionLclassifierLforLpredictingLtheLsubcellularLlocalizationLofLviralLproteinsLwithinLhostL
andLvirusYinfectedLcells_LBiopolymersXL2007XLjgXLdeeYfb 2.2 140

196 PredictionLandLclassificationLofLproteinLsubcellularLlocationYsequenceYorderLeffectLandLpseudoL
aminoLacidLcomposition_LJournalhofhCellularhBiochemistryXL2003XLkbXLcdgbYhb 4.7 139

195 snLoptimizationLapproachLtoLpredictingLproteinLstructuralLclassLfromLaminoLacidLcomposition_L
ProteinhScienceXL1992XLcXLfbcYj 6.3 138

194 izydYPseuplL|dentifyLhydroxyprolineLandLhydroxylysineLinLproteinsLbyLincorporatingL
sequenceYcoupledLeffectsLintoLgeneralLPsessu_LOncotargetXL2016XLiXLffecbYffedc 3.3 138

193 sLtopYdownLapproachLtoLenhanceLtheLpowerLofLpredictingLhumanLproteinLsubcellularLlocalizationlL
zumYmPLocLd_b_LAnalyticalhBiochemistryXL2009XLekfXLdhkYif 3.1 135

192 z|VcleavelLaLwebYserverLforLpredictingLhumanLimmunodeficiencyLvirusLproteaseLcleavageLsitesLinL
proteins_LAnalyticalhBiochemistryXL2008XLeigXLejjYkb 3.1 135

191 iRNsYetypeslL|dentifyingLThreeLTypesLofLModificationLatLRNsSsLsdenosineLSites_LMolecularhTherapyhxh
NucleichAcidsXL2018XLccXLfhjYfif 10.7 135

(2018-2016)
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190 ModellingLextracellularLdomainsLofLystsYsLreceptorslLsubtypesLcXLdXLeXLandLg_LBiochemicalhandh
BiophysicalhResearchhCommunicationsXL2004XLechXLhehYfd 3.4 134

189 MolecularLtherapeuticLtargetLforLtypeYdLdiabetes_LJournalhofhProteomehResearchXL2004XLeXLcdjfYj 5.6 134

188 iUbiqYLyslLpredictionLofLlysineLubiquitinationLsitesLinLproteinsLbyLextractingLsequenceLevolutionL
informationLviaLaLgrayLsystemLmodel_LJournalhofhBiomolecularhStructurehandhDynamicsXL2015XLeeXLciecYfd 3.6 133

187 PredictingLsnatomicalLTherapeuticLuhemicalLTsTuULclassificationLofLdrugsLbyLintegratingL
chemicalYchemicalLinteractionsLandLsimilarities_LPLoShONEXL2012XLiXLeegdgf 3.7 133

186 iPhosYPsewnlLidentifyingLphosphorylationLsitesLinLproteinsLbyLfusingLdifferentLpseudoLcomponentsL
intoLanLensembleLclassifier_LOncotargetXL2016XLiXLgcdibYgcdje 3.3 133

185 LowYfrequencyLresonanceLandLcooperativityLofLhemoglobin_LTrendshinhBiochemicalhSciencesXL1989XL
cfXLdcdYe 10.3 132

184 pLocYmViruslLPredictLsubcellularLlocalizationLofLmultiYlocationLvirusLproteinsLviaLincorporatingLtheL
optimalLyOLinformationLintoLgeneralLPsessu_LGeneXL2017XLhdjXLecgYedc 3.8 131

183 |nsightsLfromLmodellingLtheLevLstructureLofLtheLextracellularLdomainLofLalphaiLnicotinicL
acetylcholineLreceptor_LBiochemicalhandhBiophysicalhResearchhCommunicationsXL2004XLeckXLfeeYj 3.4 131

182 iPPtSYOptlLsLSequenceYtasedLwnsembleLulassifierLforL|dentifyingLProteinYProteinLtindingLSitesLbyL
OptimizingL|mbalancedLTrainingLvatasets_LMoleculesXL2016XLdcXLwkg 4.8 131

181 iRSpotYPsehNulL|dentifyingLrecombinationLspotsLinLbyLincorporatingLhexamerLcompositionLintoL
generalLPseβNu_LInternationalhJournalhofhBiologicalhSciencesXL2018XLcfXLjjeYjkc 11.2 130

180 iSSYPsevNulLidentifyingLsplicingLsitesLusingLpseudoLdinucleotideLcomposition_LBioMedhResearchh
InternationalXL2014XLdbcfXLhdecfk 3 130

179 PredictingLfunctionsLofLproteinsLinLmouseLbasedLonLweightedLproteinYproteinLinteractionLnetworkL
andLproteinLhybridLproperties_LPLoShONEXL2011XLhXLecfggh 3.7 130

178 PredictionLofLyYproteinYcoupledLreceptorLclasses_LJournalhofhProteomehResearchXL2005XLfXLcfceYj 5.6 129

177 UsingLsupervisedLfuzzyLclusteringLtoLpredictLproteinLstructuralLclasses_LBiochemicalhandhBiophysicalh
ResearchhCommunicationsXL2005XLeefXLgiiYjc 3.4 129

176 PredictingLproteinLsubnuclearLlocationLwithLoptimizedLevidenceYtheoreticLβYnearestLclassifierLandL
pseudoLaminoLacidLcomposition_LBiochemicalhandhBiophysicalhResearchhCommunicationsXL2005XLeeiXLigdYh3.4 129

175 SLLwLforLpredictingLmembraneLproteinLtypes_LJournalhofhTheoreticalhBiologyXL2005XLdedXLiYcg 2.3 129

174 iMethylYPsessulLidentificationLofLproteinLmethylationLsitesLviaLaLpseudoLaminoLacidLcompositionL
approach_LBioMedhResearchhInternationalXL2014XLdbcfXLkfifch 3 126

173 iLocYyposlLaLmultiYlayerLclassifierLforLpredictingLtheLsubcellularLlocalizationLofLsingleplexLandL
multiplexLyramYpositiveLbacterialLproteins_LProteinhandhPeptidehLettersXL2012XLckXLfYcf 1.9 125
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172 yposYPLoclLanLensembleLclassifierLforLpredictingLsubcellularLlocalizationLofLyramYpositiveLbacterialL
proteins_LProteinhEngineeringwhDesignhandhSelectionXL2007XLdbXLekYfh 1.9 125

171 LargeYscaleLpredictionsLofLgramYnegativeLbacterialLproteinLsubcellularLlocations_LJournalhofh
ProteomehResearchXL2006XLgXLefdbYj 5.6 125

170 pLocYmzumlLpredictLsubcellularLlocalizationLofLmultiYlocationLhumanLproteinsLviaLgeneralLPsessuL
toLwinnowLoutLtheLcrucialLyOLinformation_LBioinformaticsXL2018XLefXLcffjYcfgh 7.2 124

169 iProtYSublLaLcomprehensiveLpackageLforLaccuratelyLmappingLandLpredictingLproteaseYspecificL
substratesLandLcleavageLsites_LBriefingshinhBioinformaticsXL2019XLdbXLhejYhgj 13.4 124

168 PredictingLproteinLquaternaryLstructureLbyLpseudoLaminoLacidLcomposition_LProteins:hStructurewh
FunctionhandhBioinformaticsXL2003XLgeXLdjdYk 4.2 122

167 yPuRYdLlLpredictingLyLproteinYcoupledLreceptorsLandLtheirLtypesLbyLhybridizingLtwoLdifferentL
modesLofLpseudoLaminoLacidLcompositions_LMolecularhBioSystemsXL2011XLiXLkccYk 121

166 uouplingLinteractionLbetweenLthromboxaneLsdLreceptorLandLalphaYceLsubunitLofLguanineL
nucleotideYbindingLprotein_LJournalhofhProteomehResearchXL2005XLfXLchjcYh 5.6 120

165 toostingLclassifierLforLpredictingLproteinLdomainLstructuralLclass_LBiochemicalhandhBiophysicalh
ResearchhCommunicationsXL2005XLeefXLdceYi 3.4 120

164
iPyβYPsessulL|dentifyLLysineLPhosphoglycerylationLSitesLinLProteinsLbyL|ncorporatingLxourL
vifferentLTiersLofLsminoLscidLPairwiseLuouplingL|nformationLintoLtheLyeneralLPsessu_LMedicinalh
ChemistryXL2017XLceXLggdYggk

1.8 120

163 PredictionLofLtheLtertiaryLstructureLofLaLcaspaseYkainhibitorLcomplex_LFEBShLettersXL2000XLfibXLdfkYgh 3.8 119

162 iLocYlncRNslLpredictLtheLsubcellularLlocationLofLlncRNssLbyLincorporatingLoctamerLcompositionLintoL
generalLPseβNu_LBioinformaticsXL2018XLefXLfckhYfdbf 7.2 118

161 iPrenyYPsessulL|dentifyLuYterminalLuysteineLPrenylationLSitesLinLProteinsLbyL|ncorporatingLTwoL
TiersLofLSequenceLuouplingsLintoLPsessu_LMedicinalhChemistryXL2017XLceXLgffYggc 1.8 118

160 SolitaryLwaveLdynamicsLasLaLmechanismLforLexplainingLtheLinternalLmotionLduringLmicrotubuleL
growth_LBiopolymersXL1994XLefXLcfeYge 2.2 117

159 iRNsTmhsUYPsevNulL|dentifyingLNYmethyladenosineLsitesLusingLpseudoLdinucleotideLcomposition_L
AnalyticalhBiochemistryXL2018XLghcYghdXLgkYhg 3.1 117

158 iwnhancerYwLlLidentifyingLenhancersLandLtheirLstrengthLwithLensembleLlearningLapproach_L
BioinformaticsXL2018XLefXLejegYejfd 7.2 116

157 ProgressLinLproteinLstructuralLclassLpredictionLandLitsLimpactLtoLbioinformaticsLandLproteomics_L
CurrenthProteinhandhPeptidehScienceXL2005XLhXLfdeYeh 2.8 116

156 pLocYmyneglLPredictLsubcellularLlocalizationLofLyramYnegativeLbacterialLproteinsLbyLdeepLgeneL
ontologyLlearningLviaLgeneralLPsessu_LGenomicsXL2017XLccbXLdecYdec 4.3 115

155
|dentificationLofLproteinYproteinLbindingLsitesLbyLincorporatingLtheLphysicochemicalLpropertiesLandL
stationaryLwaveletLtransformsLintoLpseudoLaminoLacidLcomposition_LJournalhofhBiomolecularh
StructurehandhDynamicsXL2016XLefXLckfhYhc

3.6 111

(2016-2007)
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154 snalysisLandLpredictionLofLtheLmetabolicLstabilityLofLproteinsLbasedLonLtheirLsequentialLfeaturesXL
subcellularLlocationsLandLinteractionLnetworks_LPLoShONEXL2010XLgXLecbkid 3.7 111

153 repRNslLaLwebLserverLforLgeneratingLvariousLfeatureLvectorsLofLRNsLsequences_LMolecularhGeneticsh
andhGenomicsXL2016XLdkcXLfieYjc 3.1 110

152 PseYsnalysislLaLpythonLpackageLforLvNsaRNsLandLproteinaLpeptideLsequenceLanalysisLbasedLonL
pseudoLcomponentsLandLkernelLmethods_LOncotargetXL2017XLjXLceeejYceefe 3.3 110

151 QuokkalLaLcomprehensiveLtoolLforLrapidLandLaccurateLpredictionLofLkinaseLfamilyYspecificL
phosphorylationLsitesLinLtheLhumanLproteome_LBioinformaticsXL2018XLefXLfddeYfdec 7.2 110

150 iβcrYPsewnslL|dentifyLlysineLcrotonylationLsitesLinLhistoneLproteinsLwithLpseudoLcomponentsLandL
ensembleLclassifier_LGenomicsXL2018XLccbXLdekYdfh 4.3 109

149 PredictingLproteinLstructuralLclassesLwithLpseudoLaminoLacidLcompositionlLanLapproachLusingL
geometricLmomentsLofLcellularLautomatonLimage_LJournalhofhTheoreticalhBiologyXL2008XLdgfXLhkcYh 2.3 107

148 PRwva|LXLanLintegrativeLapproachLforLinferringLcatalyticLresiduesLusingLsequenceXLstructuralXLandL
networkLfeaturesLinLaLmachineYlearningLframework_LJournalhofhTheoreticalhBiologyXL2018XLffeXLcdgYcei 2.3 106

147 PredictionLofLtheLtertiaryLstructureLandLsubstrateLbindingLsiteLofLcaspaseYj_LFEBShLettersXL1997XLfckXLfkYgf3.8 106

146 |nsightsLfromLinvestigatingLtheLinteractionLofLoseltamivirLTTamifluULwithLneuraminidaseLofLtheLdbbkL
zcNcLswineLfluLvirus_LBiochemicalhandhBiophysicalhResearchhCommunicationsXL2009XLejhXLfedYh 3.4 105

145 iROSYgPseβNulLPredictingLreplicationLoriginLsitesLinLvNsLbyLincorporatingLdinucleotideL
positionYspecificLpropensityLintoLgeneralLpseudoLnucleotideLcomposition_LOncotargetXL2016XLiXLefcjbYk 3.3 103

144 PROSPwRouslLhighYthroughputLpredictionLofLsubstrateLcleavageLsitesLforLkbLproteasesLwithL
improvedLaccuracy_LBioinformaticsXL2018XLefXLhjfYhji 7.2 102

143 iMiRNsYPsevPulLmicroRNsLprecursorLidentificationLwithLaLpseudoLdistanceYpairLcompositionL
approach_LJournalhofhBiomolecularhStructurehandhDynamicsXL2016XLefXLddeYeg 3.6 101

142 iuv|YPsexptlLidentifyLtheLchannelYdrugLinteractionLinLcellularLnetworkingLwithLPsessuLandL
molecularLfingerprints_LJournalhofhTheoreticalhBiologyXL2013XLeeiXLicYk 2.3 101

141 UsingLdeformationLenergyLtoLanalyzeLnucleosomeLpositioningLinLgenomes_LGenomicsXL2016XLcbiXLhkYig 4.3 99

140 isTuYmzyblLaLhybridLmultiYlabelLclassifierLforLpredictingLtheLclassificationLofLanatomicalLtherapeuticL
chemicals_LOncotargetXL2017XLjXLgjfkfYgjgbe 3.3 98

139 PredictingLmembraneLproteinLtypeLbyLfunctionalLdomainLcompositionLandLpseudoYaminoLacidL
composition_LJournalhofhTheoreticalhBiologyXL2006XLdejXLekgYfbb 2.3 98

138 PredictionLofLenzymeLfamilyLclasses_LJournalhofhProteomehResearchXL2003XLdXLcjeYkb 5.6 98

137 PseYinYOneLd_blLsnL|mprovedLPackageLofLWebLServersLforLyeneratingLVariousLModesLofLPseudoL
uomponentsLofLvNsXLRNsXLandLProteinLSequences_LNaturalhScienceXL2017XLbkXLhiYkc 0.5 97

Kuo-Chen Chou
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136 PredictionLofLproteinLsignalLsequencesLandLtheirLcleavageLsites_LProteins:hStructurewhFunctionhandh
BioinformaticsXL2001XLfdXLcehYk 4.2 96

135 iRNsYdmethyllL|dentifyLRNsLdSYOYmethylationLSitesLbyL|ncorporatingLSequenceYuoupledLwffectsLintoL
yeneralLPseβNuLandLwnsembleLulassifier_LMedicinalhChemistryXL2017XLceXLiefYife 1.8 93

134 iROYewPseβNulLidentifyLvNsLreplicationLoriginsLbyLthreeYwindowYbasedLPseβNu_LBioinformaticsXL
2018XLefXLebjhYebke 7.2 92

133
NearestLneighbourLalgorithmLforLpredictingLproteinLsubcellularLlocationLbyLcombiningLfunctionalL
domainLcompositionLandLpseudoYaminoLacidLcomposition_LBiochemicalhandhBiophysicalhResearchh
CommunicationsXL2003XLebgXLfbiYcc

3.4 91

132 PredictionLofLtheLtertiaryLstructureLofLtheLbetaYsecretaseLzymogen_LBiochemicalhandhBiophysicalh
ResearchhCommunicationsXL2002XLdkdXLibdYj 3.4 91

131 TheLbiologicalLfunctionsLofLlowYfrequencyLvibrationsLTphononsU_LV|_LsLpossibleLdynamicLmechanismL
ofLallostericLtransitionLinLantibodyLmolecules_LBiopolymersXL1987XLdhXLdjgYkg 2.2 89

130 iyPuRYdruglLaLwebLserverLforLpredictingLinteractionLbetweenLyPuRsLandLdrugsLinLcellularL
networking_LPLoShONEXL2013XLjXLeiddef 3.7 88

129 |nsightsLfromLmodelingLthreeYdimensionalLstructuresLofLtheLhumanLpotassiumLandLsodiumL
channels_LJournalhofhProteomehResearchXL2004XLeXLjghYhc 5.6 88

128 MolecularLmodelingLandLchemicalLmodificationLforLfindingLpeptideLinhibitorLagainstLsevereLacuteL
respiratoryLsyndromeLcoronavirusLmainLproteinase_LAnalyticalhBiochemistryXL2005XLeeiXLdhdYib 3.1 88

127 iPhosTYPsessulL|dentifyLphosphothreonineLsitesLbyLincorporatingLsequenceLstatisticalLmomentsL
intoLPsessu_LAnalyticalhBiochemistryXL2018XLggbXLcbkYcch 3.1 87

126 SPrenyluYPsessulLsLsequenceYbasedLmodelLdevelopedLviaLuhouSsLgYstepsLruleLandLgeneralLPsessuL
forLidentifyingLSYprenylationLsitesLinLproteins_LJournalhofhTheoreticalhBiologyXL2019XLfhjXLcYcc 2.3 87

125 NovelLinhibitorLdesignLforLhemagglutininLagainstLzcNcLinfluenzaLvirusLbyLcoreLhoppingLmethod_L
PLoShONEXL2011XLhXLedjccc 3.7 86

124 Quat|dentlLaLwebLserverLforLidentifyingLproteinLquaternaryLstructuralLattributeLbyLfusingLfunctionalL
domainLandLsequentialLevolutionLinformation_LJournalhofhProteomehResearchXL2009XLjXLcgiiYjf 5.6 86

123 PredictingLproteinLfoldLpatternLwithLfunctionalLdomainLandLsequentialLevolutionLinformation_L
JournalhofhTheoreticalhBiologyXL2009XLdghXLffcYh 2.3 85

122 SPalmitoyluYPsessulLsLsequenceYbasedLmodelLdevelopedLviaLuhouSsLgYstepsLruleLandLgeneralL
PsessuLforLidentifyingLSYpalmitoylationLsitesLinLproteins_LAnalyticalhBiochemistryXL2019XLghjXLcfYde 3.1 85

121 iPhosYPsewvolL|dentifyingLzumanLPhosphorylatedLProteinsLbyL|ncorporatingLwvolutionaryL
|nformationLintoLyeneralLPsessuLviaLyreyLSystemLTheory_LMolecularhInformaticsXL2017XLehXLchbbbcb 3.8 82

120 vesignLnovelLdualLagonistsLforLtreatingLtypeYdLdiabetesLbyLtargetingLperoxisomeL
proliferatorYactivatedLreceptorsLwithLcoreLhoppingLapproach_LPLoShONEXL2012XLiXLeejgfh 3.7 81

119 PredictingLenzymeLsubclassLbyLfunctionalLdomainLcompositionLandLpseudoLaminoLacidLcomposition_L
JournalhofhProteomehResearchXL2005XLfXLkhiYic 5.6 81

(2005-2001)
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118 PredictingLsubcellularLlocalizationLofLproteinsLinLaLhybridizationLspace_LBioinformaticsXL2004XLdbXLccgcYh 7.2 81

117 |nsightsLfromLmodelingLtheLtertiaryLstructureLofLhumanLtsuwd_LJournalhofhProteomehResearchXL2004XL
eXLcbhkYid 5.6 81

116 PredictionLofLproteinLfoldingLratesLfromLprimaryLsequenceLbyLfusingLmultipleLsequentialLfeatures_L
JournalhofhBiomedicalhSciencehandhEngineeringXL2009XLbdXLcehYcfe 0.7 81

115 PredictingLenzymeLfamilyLclassesLbyLhybridizingLgeneLproductLcompositionLandLpseudoYaminoLacidL
composition_LJournalhofhTheoreticalhBiologyXL2005XLdefXLcfgYk 2.3 80

114 RecentLProgressLinLPredictingLPosttranslationalLModificationLSitesLinLProteins_LCurrenthTopicshinh
MedicinalhChemistryXL2016XLchXLgkcYhbe 3 80

113 |nsightLintoLtheLmolecularLswitchLmechanismLofLhumanLRabgaLfromLmolecularLdynamicsL
simulations_LBiochemicalhandhBiophysicalhResearchhCommunicationsXL2009XLekbXLhbjYcd 3.4 79

112 TheLbenzylthioYpyrimidineLUYecXeggXLaLpotentLinhibitorLofLz|VYcLreverseLtranscriptase_LBiochemicalh
PharmacologyXL1996XLgcXLifeYgb 6 79

111 NeuralLnetworkLpredictionLofLtheLz|VYcLproteaseLcleavageLsites_LJournalhofhTheoreticalhBiologyXL1995
XLciiXLehkYik 2.3 79

110 MultipleLfieldLthreeLdimensionalLquantitativeLstructureYactivityLrelationshipLTMxYevYQSsRU_LJournalh
ofhComputationalhChemistryXL2008XLdkXLdccYk 3.5 78

109 pLoc_balYmsnimallLpredictLsubcellularLlocalizationLofLanimalLproteinsLbyLbalancingLtrainingLdatasetL
andLPsessu_LBioinformaticsXL2019XLegXLekjYfbh 7.2 76

108 pLoc_balYmyposlLPredictLsubcellularLlocalizationLofLyramYpositiveLbacterialLproteinsLbyL
quasiYbalancingLtrainingLdatasetLandLPsessu_LGenomicsXL2019XLcccXLjjhYjkd 4.3 75

107 ModelingLtheLtertiaryLstructureLofLhumanLcathepsinYw_LBiochemicalhandhBiophysicalhResearchh
CommunicationsXL2005XLeecXLghYhb 3.4 74

106 sdvanceLinLpredictingLsubcellularLlocalizationLofLmultiYlabelLproteinsLandLitsLimplicationLforL
developingLmultiYtargetLdrugs_LCurrenthMedicinalhChemistryXL2019XL 4.3 73

105 iPP|YPsessuTuyRUlL|dentifyLproteinYproteinLinteractionsLbyLincorporatingLchaosLgameL
representationLintoLPsessu_LJournalhofhTheoreticalhBiologyXL2019XLfhbXLckgYdbe 2.3 73

104
|dentificationLofLvNsYbindingLproteinsLbyLincorporatingLevolutionaryLinformationLintoLpseudoL
aminoLacidLcompositionLviaLtheLtopYnYgramLapproach_LJournalhofhBiomolecularhStructurehandh
DynamicsXL2015XLeeXLcidbYeb

3.6 71

103 tastionhlLaLbioinformaticsLapproachLforLaccurateLpredictionLofLtypeLV|LsecretedLeffectors_L
BioinformaticsXL2018XLefXLdgfhYdggg 7.2 71

102 PolyproteinLcleavageLmechanismLofLSsRSLuoVLMproLandLchemicalLmodificationLofLtheLoctapeptide_L
PeptidesXL2004XLdgXLcjgiYhf 3.8 71

101 MULTiPlylLaLnovelLmultiYlayerLpredictorLforLdiscoveringLgeneralLandLspecificLtypesLofLpromoters_L
BioinformaticsXL2019XLegXLdkgiYdkhg 7.2 70

Kuo-Chen Chou
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100 PredictingLsubcellularLlocalizationLofLproteinsLbyLhybridizingLfunctionalLdomainLcompositionLandL
pseudoYaminoLacidLcomposition_LJournalhofhCellularhBiochemistryXL2004XLkcXLcckiYdbe 4.7 70

99 UsingLfourierLspectrumLanalysisLandLpseudoLaminoLacidLcompositionLforLpredictionLofLmembraneL
proteinLtypes_LProteinhJournalXL2005XLdfXLejgYk 3.9 69

98 UsingLpairYcoupledLaminoLacidLcompositionLtoLpredictLproteinLsecondaryLstructureLcontent_LTheh
ProteinhJournalXL1999XLcjXLfieYjb 69

97 iNRYPhysuhemlLaLsequenceYbasedLpredictorLforLidentifyingLnuclearLreceptorsLandLtheirLsubfamiliesL
viaLphysicalYchemicalLpropertyLmatrix_LPLoShONEXL2012XLiXLeebjhk 3.7 66

96 iwzyYdruglLaLwebLserverLforLidentifyingLtheLinteractionLbetweenLenzymesLandLdrugsLinLcellularL
networking_LBioMedhResearchhInternationalXL2013XLdbceXLibceci 3 65

95 TheLbiologicalLfunctionsLofLlowYfrequencyLvibrationsLTphononsU_Lf_LResonanceLeffectsLandLallostericL
transition_LBiophysicalhChemistryXL1984XLdbXLhcYic 3.5 65

94 iNRYvruglLpredictingLtheLinteractionLofLdrugsLwithLnuclearLreceptorsLinLcellularLnetworking_L
InternationalhJournalhofhMolecularhSciencesXL2014XLcgXLfkcgYei 6.3 64

93 UsingLgreyLdynamicLmodelingLandLpseudoLaminoLacidLcompositionLtoLpredictLproteinLstructuralL
classes_LJournalhofhComputationalhChemistryXL2008XLdkXLdbcjYdf 3.5 64

92 LargeYscaleLcomparativeLassessmentLofLcomputationalLpredictorsLforLlysineLpostYtranslationalL
modificationLsites_LBriefingshinhBioinformaticsXL2019XLdbXLddhiYddkb 13.4 64

91 PredictionLofLproteaseLtypesLinLaLhybridizationLspace_LBiochemicalhandhBiophysicalhResearchh
CommunicationsXL2006XLeekXLcbcgYdb 3.4 63

90 PredictingLhumanLimmunodeficiencyLvirusLproteaseLcleavageLsitesLinLproteinsLbyLaLdiscriminantL
functionLmethod_LProteins:hStructurewhFunctionhandhBioinformaticsXL1996XLdfXLgcYid 4.2 63

89 pLoc_balYmyneglLPredictLsubcellularLlocalizationLofLyramYnegativeLbacterialLproteinsLbyL
quasiYbalancingLtrainingLdatasetLandLgeneralLPsessu_LJournalhofhTheoreticalhBiologyXL2018XLfgjXLkdYcbd 2.3 62

88 |dentificationLofLproteasesLandLtheirLtypes_LAnalyticalhBiochemistryXL2009XLejgXLcgeYhb 3.1 61

87 vockingLandLmolecularLdynamicsLstudyLonLtheLinhibitoryLactivityLofLnovelLinhibitorsLonLepidermalL
growthLfactorLreceptorLTwyxRU_LMedicinalhChemistryXL2011XLiXLdfYec 1.8 61

86 isTuYm|SxlLaLmultiYlabelLclassifierLforLpredictingLtheLclassesLofLanatomicalLtherapeuticLchemicals_L
BioinformaticsXL2017XLeeXLefcYefh 7.2 59

85 sLNovelLModelingLinLMathematicalLtiologyLforLulassificationLofLSignalLPeptides_LScientifichReportsXL
2018XLjXLcbek 4.9 58

84 PredictionLofLproteinLstructuralLclassesLbyLmodifiedLmahalanobisLdiscriminantLalgorithm_LTheh
ProteinhJournalXL1998XLciXLdbkYci 57

83 uomputationalLanalysisLandLpredictionLofLlysineLmalonylationLsitesLbyLexploitingLinformativeL
featuresLinLanLintegrativeLmachineYlearningLframework_LBriefingshinhBioinformaticsXL2019XLdbXLdcjgYdckk 13.4 55

(2019-2004)
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82 PredictingLtheLquaternaryLstructureLattributeLofLaLproteinLbyLhybridizingLfunctionalLdomainL
compositionLandLpseudoLaminoLacidLcomposition_LJournalhofhAppliedhCrystallographyXL2009XLfdXLchkYcie 3.8 55

81 |nsightsLfromLmodelingLtheLevLstructureLofLvNsYutxebLcomplex_LJournalhofhProteomehResearchXL
2005XLfXLchgiYhb 5.6 55

80 vecipheringLtheLeffectsLofLgeneLdeletionLonLyeastLlongevityLusingLnetworkLandLmachineLlearningL
approaches_LBiochimieXL2012XLkfXLcbciYdg 4.6 54

79 PredictingLproteinLstructuralLclassesLfromLaminoLacidLcompositionlLapplicationLofLfuzzyLclustering_L
ProteinhEngineeringwhDesignhandhSelectionXL1995XLjXLfdgYeg 1.9 53

78 pLoc_balYmzumlLPredictLsubcellularLlocalizationLofLhumanLproteinsLbyLPsessuLandLquasiYbalancingL
trainingLdataset_LGenomicsXL2019XLcccXLcdifYcdjd 4.3 53

77 |mplicationsLofLNewlyL|dentifiedLtrainLeQTLLyenesLandLTheirL|nteractorsLinLSchizophrenia_LMolecularh
TherapyhxhNucleichAcidsXL2018XLcdXLfeeYffd 10.7 52

76 sLcorrelationYcoefficientLmethodLtoLpredictingLproteinYstructuralLclassesLfromLaminoLacidL
compositions_LFEBShJournalXL1992XLdbiXLfdkYe 52

75 WenxianglLaLwebYserverLforLdrawingLwenxiangLdiagrams_LNaturalhScienceXL2011XLbeXLjhdYjhg 0.5 52

74 viffusionYcontrolledLeffectsLinLreversibleLenzymaticLfastLreactionLsystemsYYcriticalLsphericalLshellL
andLproximityLrateLconstant_LBiophysicalhChemistryXL1980XLcdXLdggYhe 3.5 49

73 pSSbondYPsessulLPredictionLofLdisulfideLbondingLsitesLbyLintegrationLofLPsessuLandLstatisticalL
moments_LJournalhofhTheoreticalhBiologyXL2019XLfheXLfiYgg 2.3 49

72 |nsightsLfromLmodelingLtheLevLstructureLofLNewLvelhiLmetalloY˛†YlactamseLandLitsLbindingL
interactionsLwithLantibioticLdrugs_LPLoShONEXL2011XLhXLecjfcf 3.7 48

71
TwentyLyearsLofLbioinformaticsLresearchLforLproteaseYspecificLsubstrateLandLcleavageLsiteL
predictionlLaLcomprehensiveLrevisitLandLbenchmarkingLofLexistingLmethods_LBriefingshinh
BioinformaticsXL2019XLdbXLdcgbYdchh

13.4 48

70
iPhoszYPsessulL|dentifyLPhosphohistidineLSitesLinLProteinsLbyLtlendingLStatisticalLMomentsLandL
PositionLRelativeLxeaturesLsccordingLtoLtheLuhouSsLgYStepLRuleLandLyeneralLPseudoLsminoLscidL
uomposition_LIEEE/ACMhTransactionshonhComputationalhBiologyhandhBioinformaticsXL2021XLcjXLgkhYhcb

3 48

69 PositiveYunlabelledLlearningLofLglycosylationLsitesLinLtheLhumanLproteome_LBMChBioinformaticsXL
2019XLdbXLccd 3.6 47

68 MolecularLmodelingLstudiesLofLpeptideLdrugLcandidatesLagainstLSsRS_LMedicinalhChemistryXL2006XLdXLebkYcf1.8 47

67 pLocYmyposlL|ncorporateLβeyLyeneLOntologyL|nformationLintoLyeneralLPsessuLforLPredictingL
SubcellularLLocalizationLofLyramYPositiveLtacterialLProteins_LNaturalhScienceXL2017XLbkXLeebYefk 0.5 47

66 tastionelLaLtwoYlayerLensembleLpredictorLofLtypeL|||LsecretedLeffectors_LBioinformaticsXL2019XLegXLdbciYdbdj7.2 47

65 PredictionLofLtheLaquaticLtoxicityLofLaromaticLcompoundsLtoLtetrahymenaLpyriformisLthroughL
supportLvectorLregression_LOncotargetXL2017XLjXLfkegkYfkehk 3.3 46
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64 snLallostericLmechanismLinferredLfromLmolecularLdynamicsLsimulationsLonLphospholambanL
pentamerLinLlipidLmembranes_LPLoShONEXL2011XLhXLecjgji 3.7 44

63 snLenergyYbasedLapproachLtoLpackingLtheLiYhelixLbundleLofLbacteriorhodopsin_LProteinhScienceXL
1992XLcXLjcbYdi 6.3 43

62
sLTwoYLevelLuomputationLModelLtasedLonLveepLLearningLslgorithmLforL|dentificationLofLpiRNsL
andLTheirLxunctionsLviaLuhouâ��sLgYStepsLRule_LInternationalhJournalhofhPeptidehResearchhandh
TherapeuticsXL2020XLdhXLikgYjbk

2.1 43

61 TheLcriticalLsphericalLshellLinLenzymaticLfastLreactionLsystems_LBiophysicalhChemistryXL1980XLcdXLdhgYk 3.5 42

60 pLoc_balYmPlantlLPredictLSubcellularLLocalizationLofLPlantLProteinsLbyLyeneralLPsessuLandL
talancingLTrainingLvataset_LCurrenthPharmaceuticalhDesignXL2018XLdfXLfbceYfbdd 3.3 41

59 pLoc_balYmViruslLPredictLSubcellularLLocalizationLofLMultiYLabelLVirusLProteinsLbyLuhouSsLyeneralL
PsessuLandL|zTSLTreatmentLtoLtalanceLTrainingLvataset_LMedicinalhChemistryXL2019XLcgXLfkhYgbk 1.8 41

58 iPhosYYPsessulLidentifyLphosphotyrosineLsitesLbyLincorporatingLsequenceLstatisticalLmomentsLintoL
Psessu_LMolecularhBiologyhReportsXL2018XLfgXLdgbcYdgbk 2.8 41

57 zepatitisLuLvirusLnetworkLbasedLclassificationLofLhepatocellularLcirrhosisLandLcarcinoma_LPLoShONEXL
2012XLiXLeeffhb 3.7 40

56 pNitroYTyrYPsessulLPredictLNitrotyrosineLSitesLinLProteinsLbyL|ncorporatingLxiveLxeaturesLintoL
uhouSsLyeneralLPsessu_LCurrenthPharmaceuticalhDesignXL2018XLdfXLfbefYfbfe 3.3 39

55 pLoc_balYmwuklLPredictLSubcellularLLocalizationLofLwukaryoticLProteinsLbyLyeneralLPsessuLandL
QuasiYbalancingLTrainingLvataset_LMedicinalhChemistryXL2019XLcgXLfidYfjg 1.8 39

54 TheLbiologicalLfunctionsLofLlowYfrequencyLvibrationsLTphononsULg_LsLphenomenologicalLtheory_L
BiophysicalhChemistryXL1985XLddXLdckYeg 3.5 37

53 PredictingLsecretoryLproteinsLofLmalariaLparasiteLbyLincorporatingLsequenceLevolutionLinformationL
intoLpseudoLaminoLacidLcompositionLviaLgreyLsystemLmodel_LPLoShONEXL2012XLiXLefkbfb 3.7 37

52 ProgressesLinLPredictingLPostYtranslationalLModification_LInternationalhJournalhofhPeptidehResearchh
andhTherapeuticsXL2020XLdhXLjieYjjj 2.1 37

51
izydYPsessuLTwPSVUlL|dentifyingLzydroxylationLSitesLinLProteinsLbyLwxtractingLwnhancedLPositionL
andLSequenceLVariantLxeatureLuhouSsLgYStepLRuleLandLyeneralLPseudoLsminoLscidLuomposition_L
CurrenthGenomicsXL2019XLdbXLcdfYcee

2.6 35

50 StudiesLonLtheLspecificityLofLz|VLproteaselLanLapplicationLofLMarkovLchainLtheory_LThehProteinh
JournalXL1993XLcdXLibkYdf 34

49 OriginLofLlowYfrequencyLmotionsLinLbiologicalLmacromolecules_LsLviewLofLrecentLprogressLinLtheL
quasiYcontinuityLmodel_LBiophysicalhChemistryXL1986XLdgXLcbgYch 3.5 32

48 sLvectorLprojectionLapproachLtoLpredictingLz|VLproteaseLcleavageLsitesLinLproteins_LProteins:h
StructurewhFunctionhandhBioinformaticsXL1993XLchXLckgYdbf 4.2 31

47 iPSWTdLUYPseβNulLsLtwoYlayerLpredictorLforLidentifyingLpromotersLandLtheirLstrengthLbyLhybridL
featuresLviaLpseudoLβYtupleLnucleotideLcomposition_LGenomicsXL2019XLcccXLcijgYcike 4.3 30

(2019-2011)

15



46 MethodologyLdevelopmentLforLpredictingLsubcellularLlocalizationLandLotherLattributesLofLproteins_L
ExperthReviewhofhProteomicsXL2007XLfXLfgeYhe 4.2 29

45 MetalloY˛†YlactamaseslLstructuralLfeaturesXLantibioticLrecognitionXLinhibitionXLandLinhibitorLdesign_L
CurrenthTopicshinhMedicinalhChemistryXL2013XLceXLcdfdYge 3 27

44 snLanalysisLofLproteinLfoldingLtypeLpredictionLbyLseedYpropagatedLsamplingLandLjackknifeLtest_LTheh
ProteinhJournalXL1995XLcfXLgjeYke 27

43 sLnewLapproachLtoLpredictingLproteinLfoldingLtypes_LThehProteinhJournalXL1993XLcdXLchkYij 27

42 voesLtheLfoldingLtypeLofLaLproteinLdependLonLitsLaminoLacidLcompositionq_LFEBShLettersXL1995XLeheXLcdiYec3.8 26

41 snLalternateYsubsiteYcoupledLmodelLforLpredictingLz|VLproteaseLcleavageLsitesLinLproteins_LProteinh
EngineeringwhDesignhandhSelectionXL1994XLiXLhgYie 1.9 26

40 iSulfoTyrYPsessulL|dentifyLTyrosineLSulfationLSitesLbyL|ncorporatingLStatisticalLMomentsLuhouSsL
gYstepsLRuleLandLPseudoLuomponents_LCurrenthGenomicsXL2019XLdbXLebhYedb 2.6 26

39 βnowledgeYbasedLmodelLbuildingLofLtheLtertiaryLstructuresLforLlectinLdomainsLofLtheLselectinL
family_LThehProteinhJournalXL1996XLcgXLchcYj 24

38 PredictLdrugYproteinLinteractionLinLcellularLnetworking_LCurrenthTopicshinhMedicinalhChemistryXL2013XL
ceXLcibiYcd 3 24

37 |mpactsLofLPseudoLsminoLscidLuomponentsLandLgYstepsLRuleLtoLProteomicsLandLProteomeLsnalysis_L
CurrenthTopicshinhMedicinalhChemistryXL2019XLckXLddjeYdebb 3 24

36 PhoglyStructlLPredictionLofLphosphoglycerylatedLlysineLresiduesLusingLstructuralLpropertiesLofL
aminoLacids_LScientifichReportsXL2018XLjXLcikde 4.9 24

35 iProteaseYPsessuTdLUlLsLtwoYlayerLpredictorLforLidentifyingLproteasesLandLtheirLtypesLusingLuhouSsL
gYstepYruleLandLgeneralLPsessu_LAnalyticalhBiochemistryXL2020XLgjjXLccefii 3.1 23

34
UsingLuzOUSSLgYStepsLRuleLtoLPredictLOYLinkedLSerineLylycosylationLSitesLbyLtlendingLPositionL
RelativeLxeaturesLandLStatisticalLMoment_LIEEE/ACMhTransactionshonhComputationalhBiologyhandh
BioinformaticsXL2021XLcjXLdbfgYdbgh

3 21

33 RecentLprogressesLinLidentifyingLnuclearLreceptorsLandLtheirLfamilies_LCurrenthTopicshinhMedicinalh
ChemistryXL2013XLceXLcckdYdbb 3 21

32 PredictionLofLNitrosocysteineLSitesLUsingLPositionLandLuompositionLVariantLxeatures_LLettershinh
OrganichChemistryXL2019XLchXLdjeYdke 0.6 21

31 MolecularLdynamicsLsimulationsLofLuYPdwc_LMedicinalhChemistryXL2012XLjXLdbjYdc 1.8 21

30 PredictionLofLaLlowYfrequencyLmodeLinLbovineLpancreaticLtrypsinLinhibitorLmolecule_LInternationalh
JournalhofhBiologicalhMacromoleculesXL1985XLiXLiiYjb 7.9 20

29 snLwpidemicLsvianL|nfluenzaLPredictionLModelLtasedLonLyoogleLTrends_LLettershinhOrganichChemistry
XL2019XLchXLebeYecb 0.6 20
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28 UsingLPseudoLsminoLscidLuompositionLtoLPredictLProteinLsttributesLViaLuellularLsutomataLandL
OtherLspproaches_LCurrenthBioinformaticsXL2011XLhXLdgcYdhb 4.7 19

27 SmallLmolecularLfloribundiquinoneLtLderivedLfromLmedicinalLplantsLinhibitsLacetylcholinesteraseL
activity_LOncotargetXL2017XLjXLgicfkYgichd 3.3 18

26 SimulatedLProteinLThermalLvetectionLTSPTvULforLwnzymeLThermostabilityLStudyLandLanLspplicationL
wxampleLforLPullulanaseLfromLtacillusLderamificans_LCurrenthPharmaceuticalhDesignXL2018XLdfXLfbdeYfbee3.3 18

25 dLYPuslLaLtwoYlevelLprincipalLcomponentLanalyzerLforLquantitativeLdrugLdesignLandLitsLapplications_L
OncotargetXL2017XLjXLibghfYibgij 3.3 16

24 ProposingLPseudoLsminoLscidLuomponentsLisLanL|mportantLMilestoneLforLProteomeLandLyenomeL
snalyses_LInternationalhJournalhofhPeptidehResearchhandhTherapeuticsXL2020XLdhXLcbjgYcbkj 2.1 16

23 RecentLadvancesLinLpredictingLproteinLclassificationLandLtheirLapplicationsLtoLdrugLdevelopment_L
CurrenthTopicshinhMedicinalhChemistryXL2013XLceXLchddYeg 3 15

22 yliomaLstagesLpredictionLbasedLonLmachineLlearningLalgorithmLcombinedLwithLproteinYproteinL
interactionLnetworks_LGenomicsXL2020XLccdXLjeiYjfi 4.3 15

21 RecentLadvancesLinLcomputationalLstudiesLonLinfluenzaLaLvirusLMdLprotonLchannel_LMinixReviewshinh
MedicinalhChemistryXL2012XLcdXLkicYj 3.2 13

20
iMethylβ_psessulL|mprovingLsccuracyLofLLysineLMethylationLSitesL|dentificationLbyL|ncorporatingL
StatisticalLMomentsLandLPositionLRelativeLxeaturesLintoLyeneralLPsessuLuhouSsLgYstepsLRule_L
CurrenthGenomicsXL2019XLdbXLdigYdkd

2.6 13

19 yestationalL|nfluenzaL|ncreasesLtheLRiskLofLPsychosisLinLsdults_LMedicinalhChemistryXL2015XLccXLhihYjd 1.8 13

18 uhlorellaLvulgarisL|nducesLspoptosisLofLzumanLNonYSmallLuellLLungLuarcinomaLTNSuLuULuells_L
MedicinalhChemistryXL2017XLceXLghbYghj 1.8 11

17 ResearchareviewlL|nsightsLintoLtheLmutationYinducedLdysfunctionLofLarachidonicLacidLmetabolismL
fromLmodelingLofLhumanLuYPd’d_LCurrenthDrughMetabolismXL2014XLcgXLgbdYce 3.5 10

16 tenchmarkLdataLforLidentifyingLNThUYmethyladenosineLsitesLinLtheLSaccharomycesLcerevisiaeL
genome_LDatahinhBriefXL2015XLgXLeihYj 1.2 9

15 snLeigenvalueYeigenvectorLapproachLtoLpredictingLproteinLfoldingLtypes_LThehProteinhJournalXL1995XL
cfXLebkYdh 9

14 izydYLysSiteLTwPSVUlL|dentifyingLzydroxylysineLSitesLinLProteinLUsingLStatisticalLxormulationLbyL
wxtractingLwnhancedLPositionLandLSequenceLVariantLxeatureLTechnique_LCurrenthGenomicsXL2020XLdcXLgehYgfg2.6 9

13 tenchmarkLdataLforLidentifyingLvNsLmethylationLsitesLviaLpseudoLtrinucleotideLcomposition_LDatah
inhBriefXL2015XLfXLjiYk 1.2 8

12 snLinsightfulLrecollectionLsinceLtheLdistortedLkeyLtheoryLwasLbornLaboutLdeLyearsLago_LGenomicsXL
2019XL 4.3 7

11 MonteLuarloLsimulationLstudiesLonLtheLpredictionLofLproteinLfoldingLtypesLfromLaminoLacidL
composition_L||_LuorrelativeLeffect_LThehProteinhJournalXL1995XLcfXLdgcYj 6
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10 snL|nsightfulLcbYyearLRecollectionLSinceLtheLwmergenceLofLtheLgYstepsLRule_LCurrenthPharmaceuticalh
DesignXL2019XLdgXLfddeYfdef 3.3 6

9 vistortedLβeyLTheoryLandLitsL|mplicationLforLvrugLvevelopment_LCurrenthProteomicsXL2020XLciXLeccYede 0.7 6

8 snLinsightfulLrecollectionLsinceLtheLbirthLofLyordonLLifeLScienceL|nstituteLaboutLciLyearsLagoL2019XL
fXLecYeh 6

7 sLpharmacophoreLmodelLspecificLtoLactiveLsiteLofLuYPcsdLwithLaLnovelLmolecularLmodelingLexplorerL
andLuoMxs_LMedicinalhChemistryXL2012XLjXLckjYdbi 1.8 5

6 βnowledgeYbasedLcomputationalLintelligenceLdevelopmentLforLpredictingLproteinLsecondaryL
structuresLfromLsequences_LExperthReviewhofhProteomicsXL2008XLgXLhgeYhd 4.2 4

5 SomeLilluminatingLremarksLonLmolecularLgeneticsLandLgenomicsLasLwellLasLdrugLdevelopment_L
MolecularhGeneticshandhGenomicsXL2020XLdkgXLdhcYdif 3.1 4

4 TheLpreliminaryLefficacyLevaluationLofLtheLuTLsYfY|gLtreatmentLagainstLLupusLnephritisLthroughL
inYsilicoLanalyses_LJournalhofhTheoreticalhBiologyXL2019XLficXLifYjc 2.3 3

3 PredictionLofLProteinLQuaternaryLStructuresL2015XLdfkYdhg 2

2 ResearchareviewlLStructureLandLlinkageLdisequilibriumLanalysisLofLadamantaneLresistantLmutationsL
inLinfluenzaLvirusLmdLprotonLchannel_LCurrenthDrughMetabolismXL2014XLcgXLgdhYef 3.5 1

1 TheLRemarkableL|mpactsLofLyordonLLifeLScienceL|nstitute_LNaturalhScienceXL2021XLceXLfeYig 0.5

Kuo-Chen Chou

18


