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j Paper IF Citations

296 y}acωredjKqKmethodKforKpredictingKimmunoregulatoryKcytokineKy}XacKinducingKpeptidesYYKComputersd
indBiologydanddMedicineWK2022WKadcWKa^ebig 7 0

295 ynKSilicoKtesignKofKshemicallyK·odifiedKsellXωenetratingKωeptidesYKMethodsdindMoleculardBiologyWK
2022WKbchcWKfcXga 1.4 1

294 ynKsilicoKtoolsKandKdatabasesKforKdesigningKcancerKimmunotherapyYYKAdvancesdindProteindChemistryd
anddStructuraldBiologyWK2022WKabiWKaXe^ 5.3

293 ToolKforKωredictingWKScanningWKandKtesigningKtefensinsYKFrontiersdindImmunologyWK2021WKabWKgh^fa^ 8.4 1

292 ωrognosticKbiomarkersKforKpredictingKpapillaryKthyroidKcarcinomaKpatientsKatKhighKriskKusingKnineK
genesKofKapoptoticKpathwayYKPLoSdONEWK2021WKafWKe^beiecd 3.7 1

291 UniversalKandKcrossXcancerKprognosticKbiomarkersKforKpredictingKsurvivalKriskKofKcancerKpatientsK
fromKexpressionKprofileKofKapoptoticKpathwayKgenesYKProteomicsWK2021WKeb^^^caa 4.8

290 qlgωredKbY^jKanKimprovedKmethodKforKpredictingKallergenicKproteinsKandKmappingKofKyguKepitopesYK
BriefingsdindBioinformaticsWK2021WKbbWK 13.4 36

289 ynXsilicoKidentificationKofKsubunitKvaccineKcandidatesKagainstKlungKcancerXassociatedKoncogenicK
virusesYKComputersdindBiologydanddMedicineWK2021WKac^WKa^dbae 7 3

288 srowdsourcingKdigitalKhealthKmeasuresKtoKpredictKωarkinsonRsKdiseaseKseverityjKtheKωarkinsonRsK
tiseaseKtigitalKriomarkerKtRuq·KshallengeYKNpjdDigitaldMedicineWK2021WKdWKec 15.7 8

287 vermvootbjKqKdatabaseKofKbioactiveKpeptidesKderivedKfromKfermentedKfoodsYKHeliyonWK2021WKgWKe^fffh 3.6 10

286 somputationalKresourcesKforKidentificationKofKcancerKbiomarkersKfromKomicsKdataYKBriefingsdind
FunctionaldGenomicsWK2021WKb^WKbacXbbb 4.9 1

285 ωrognosticKriomarkerXrasedKydentificationKofKtrugsKforK·anagingKtheKTreatmentKofKundometrialK
sancerYKMoleculardDiagnosisdanddTherapyWK2021WKbeWKfbiXfdf 4.5 3

284 srowdsourcingKassessmentKofKmaternalKbloodKmultiXomicsKforKpredictingKgestationalKageKandK
pretermKbirthYKCelldReportsdMedicineWK2021WKbWKa^^cbc 18 5

283 SqωdbjKqKdatabaseKofKshortKpeptidesKandKtheKcorrespondingKnanostructuresKformedKbyK
selfXassemblyYKComputersdindBiologydanddMedicineWK2021WKaccWKa^dcia 7 5

282 tenvyntjKdengueKvirusKinhibitorsKdatabaseKforKclinicalKandKmolecularKresearchYKBriefingsdind
BioinformaticsWK2021WKbbWK 13.4 2

281 qntisωKbY^jKanKupdatedKmodelKforKpredictingKanticancerKpeptidesYKBriefingsdindBioinformaticsWK2021WK
bbWK 13.4 45

280 somputerXaidedKpredictionKandKdesignKofKy}XfKinducingKpeptidesjKy}XfKplaysKaKcrucialKroleKinK
sβVytXaiYKBriefingsdindBioinformaticsWK2021WKbbWKicfXide 13.4 27
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279 rcωdbjKanKarchiveKofKbloodXbrainKbarrierXpenetratingKpeptidesYKBraindStructuredanddFunctionWK2021WK
bbfWKbdhiXbdie 4 7

278 rcωredjKqKRandomXvorestXrasedK·ethodKforKωredictingKandKtesigningKrloodXrrainKrarrierK
ωenetratingKωeptidesYKPharmaceuticsWK2021WKacWK 6.4 3

277 shqlωredjKqKwebKserverKforKpredictionKofKallergenicityKofKchemicalKcompoundsYKComputersdindBiologyd
anddMedicineWK2021WKacfWKa^dgdf 7 3

276 somputationalKresourcesKinKtheKmanagementKofKantibioticKresistancejKSpeedingKupKdrugKdiscoveryYK
DrugdDiscoverydTodayWK2021WKbfWKbachXbaea 8.8 4

275 somputerXaidedKpredictionKofKinhibitorsKagainstKSTqTcKforKmanagingKsβVytXaiKassociatedKcytokineK
stormYKComputersdindBiologydanddMedicineWK2021WKacgWKa^dgh^ 7 3

274 ωrosanriojKqKtatabaseKofK·anuallyKsuratedKriomarkersKforKωrostateKsancerYYKJournaldofd
ComputationaldBiologyWK2021WKbhWKabdhXabeg 1.7

273 qKWebXrasedKωlatformKonKsoronavirusKtiseaseXaiKtoK·aintainKωredictedKtiagnosticWKtrugWKandK
VaccineKsandidatesYKMonoclonaldAntibodiesdindImmunodiagnosisdanddImmunotherapyWK2020WKciWKb^dXbaf 1.9 17

272 sanceruntjKqKdatabaseKofKcancerKassociatedKenhancersYKGenomicsWK2020WKaabWKcfifXcg^b 4.3 7

271 βvirusTdbjKqKdatabaseKofKoncolyticKvirusesKforKtheKadvancementKofKtherapeuticsKinKcancerYKVirologyWK
2020WKedhWKa^iXaaf 3.6 10

270 qK·ethodKforKωredictingKxemolyticKωotencyKofKshemicallyK·odifiedKωeptidesKvromKytsKStructureYK
FrontiersdindPharmacologyWK2020WKaaWKed 5.6 11

269 sancer}ivuRjKaKdatabaseKofKliverKcancerKgeneKexpressionKresourcesKandKbiomarkersYKDatabase:dthed
JournaldofdBiologicaldDatabasesdanddCurationWK2020WKb^b^WK 5 7

268 qKxybridK·odelKforKωredictingKωatternKRecognitionKReceptorsKUsingKuvolutionaryKynformationYK
FrontiersdindImmunologyWK2020WKaaWKga 8.4 7

267 somputingKSkinKsutaneousK·elanomaKβutcomeKvromKtheKx}qXqllelesKandKslinicalKsharacteristicsYK
FrontiersdindGeneticsWK2020WKaaWKbba 4.5 14

266 uxpressionKbasedKbiomarkersKandKmodelsKtoKclassifyKearlyKandKlateXstageKsamplesKofKωapillaryK
ThyroidKsarcinomaYKPLoSdONEWK2020WKaeWKe^bcafbi 3.7 8

265 somputerXaidedKdesigningKofKoncolyticKvirusesKforKovercomingKtranslationalKchallengesKofKcancerK
immunotherapyYKDrugdDiscoverydTodayWK2020WKbeWKaaihXab^e 8.8 8

264 −qwbinderjKqnKapproachKforKidentifyingK−XacetylglucosamineKinteractingKresiduesKofKaKproteinKfromK
itsKprimaryKsequenceYKProteindScienceWK2020WKbiWKb^aXba^ 6.3 10

263 ωotentialKshallengesKforKsoronavirusKSSqRSXsoVXbTKVaccinesKUnderKTrialYKFrontiersdindImmunologyWK
2020WKaaWKefahea 8.4 2

262 ydentificationKofKprognosticKbiomarkersKforKmajorKsubtypesKofKnonXsmallXcellKlungKcancerKusingK
genomicKandKclinicalKdataYKJournaldofdCancerdResearchdanddClinicaldOncologyWK2020WKadfWKbgdcXbgeb 4.9 7

(2020-2021)
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261 RiskKpredictionKinKcutaneousKmelanomaKpatientsKfromKtheirKclinicoXpathologicalKfeaturesjK
superiorityKofKclinicalKdataKoverKgeneKexpressionKdataYKHeliyonWK2020WKfWKe^dhaa 3.6 6

260 sommunityKqssessmentKofKtheKωredictabilityKofKsancerKωroteinKandKωhosphoproteinK}evelsKfromK
wenomicsKandKTranscriptomicsYKCelldSystemsWK2020WKaaWKahfXaieYei 10.6 11

259 qnalysisKandKpredictionKofKcholangiocarcinomaKfromKtranscriptomicKprofileKofKpatientsYKJournaldofd
HepatologyWK2020WKgcWKSafXSag 13.4 2

258 tockingXbasedKapproachKforKidentificationKofKmutationsKthatKdisruptKbindingKbetweenKrclXbKandKraxK
proteinsjKynducingKapoptosisKinKcancerKcellsYKMoleculardGeneticsdjamp;dGenomicdMedicineWK2019WKgWKeia^ 2.3 16

257 slassificationKofKearlyKandKlateKstageKliverKhepatocellularKcarcinomaKpatientsKfromKtheirKgenomicsK
andKepigenomicsKprofilesYKPLoSdONEWK2019WKadWKe^bbadgf 3.7 16

256 ωredictionKofKriskKscoresKforKcolorectalKcancerKpatientsKfromKtheKconcentrationKofKproteinsKinvolvedK
inKmitochondrialKapoptoticKpathwayYKPLoSdONEWK2019WKadWKe^bagebg 3.7 11

255 xumsvSjKaKdatabaseKofKfragileKsitesKinKhumanKchromosomesYKBMCdGenomicsWK2019WKaiWKihe 4.5 26

254 qωrio−etRsKannualKynternationalKsonferenceKonKrioinformaticsKSynsorTKreturnsKtoKyndiaKinKb^ahYK
BMCdGenomicsWK2019WKaiWKbff 4.5 0

253 −euroωypredjKaKtoolKtoKpredictWKdesignKandKscanKinsectKneuropeptidesYKScientificdReportsWK2019WKiWKeabi 4.9 21

252 ccωtrKbY^jKanKupdatedKversionKofKdatasetsKcreatedKandKcompiledKfromKωroteinKtataKrankYKDatabase:d
thedJournaldofdBiologicaldDatabasesdanddCurationWK2019WKb^aiWK 5 5

251 renchmarkingKofKdifferentKmolecularKdockingKmethodsKforKproteinXpeptideKdockingYKBMCd
BioinformaticsWK2019WKaiWKdbf 3.6 52

250 Sq·binderjKqKWebKServerKforKωredictingKSXqdenosylX}X·ethionineKrindingKResiduesKofKaKωroteinK
vromKytsKqminoKqcidKSequenceYKFrontiersdindPharmacologyWK2019WKa^WKafi^ 5.6 1

249 ωRRtrKbY^jKaKcomprehensiveKdatabaseKofKpatternXrecognitionKreceptorsKandKtheirKligandsYK
Database:dthedJournaldofdBiologicaldDatabasesdanddCurationWK2019WKb^aiWK 5 16

248 ynKSilicoKqnalysisKofKweneKuxpressionKshangeKqssociatedKwithKsopyK−umberKofKunhancersKinK
ωancreaticKqdenocarcinomaYKInternationaldJournaldofdMoleculardSciencesWK2019WKb^WK 6.3 5

247 ωredictionKandKqnalysisKofKSkinKsancerKωrogressionKusingKwenomicsKωrofilesKofKωatientsYKScientificd
ReportsWK2019WKiWKaegi^ 4.9 32

246 Rare}StjKaKmanuallyKcuratedKdatabaseKofKlysosomalKenzymesKassociatedKwithKrareKdiseasesYK
Database:dthedJournaldofdBiologicaldDatabasesdanddCurationWK2019WKb^aiWK 5 2

245 ydentificationKofKωlatformXyndependentKtiagnosticKriomarkerKωanelKforKxepatocellularKsarcinomaK
UsingK}argeXScaleKTranscriptomicsKtataYKFrontiersdindGeneticsWK2019WKa^WKac^f 4.5 18

244 }argeKexpertXcuratedKdatabaseKforKbenchmarkingKdocumentKsimilarityKdetectionKinKbiomedicalK
literatureKsearchYKDatabase:dthedJournaldofdBiologicaldDatabasesdanddCurationWK2019WKb^aiWK 5 4
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243 xumanKβpinionKynspiredKveatureKSelectionKStrategyKforKωredictingKtheKωleasantnessKofKaK·oleculeYK
AdvancesdindIntelligentdSystemsdanddComputingWK2018WKaigXb^e 0.4

242 somputerXaidedKpredictionKofKantigenKpresentingKcellKmodulatorsKforKdesigningKpeptideXbasedK
vaccineKadjuvantsYKJournaldofdTranslationaldMedicineWK2018WKafWKaha 8.5 40

241 qpproachKforKωredictionKofKqntifungalKωeptidesYKFrontiersdindMicrobiologyWK2018WKiWKcbc 5.7 60

240 ωredictionKofKsellXωenetratingKωotentialKofK·odifiedKωeptidesKsontainingK−aturalKandKshemicallyK
·odifiedKResiduesYKFrontiersdindMicrobiologyWK2018WKiWKgbe 5.7 33

239 ωredictionKofKqntitubercularKωeptidesKvromKSequenceKynformationKUsingKunsembleKslassifierKandK
xybridKveaturesYKFrontiersdindPharmacologyWK2018WKiWKied 5.6 39

238 ynKsilicoKapproachesKforKpredictingKtheKhalfXlifeKofKnaturalKandKmodifiedKpeptidesKinKbloodYKPLoSdONEWK
2018WKacWKe^aifhbi 3.7 35

237 ynKSilicoKToolsKandKtatabasesKforKtesigningKωeptideXrasedKVaccineKandKtrugsYKAdvancesdindProteind
ChemistrydanddStructuraldBiologyWK2018WKaabWKbbaXbfc 5.3 32

236 TopicalωdbjKqKdatabaseKofKtopicallyKdeliveredKpeptidesYKPLoSdONEWK2018WKacWKe^ai^acd 3.7 6

235 βverviewKofKvreeKSoftwareKtevelopedKforKtesigningKtrugsKrasedKonKωroteinXSmallK·oleculesK
ynteractionYKCurrentdTopicsdindMedicinaldChemistryWK2018WKahWKaadfXaafg 3 6

234 ωredictionKofKqntimicrobialKωotentialKofKaKshemicallyK·odifiedKωeptideKvromKytsKTertiaryKStructureYK
FrontiersdindMicrobiologyWK2018WKiWKbeea 5.7 30

233 qntiTbωdbjKaKknowledgebaseKofKantiXtubercularKpeptidesYKDatabase:dthedJournaldofdBiologicald
DatabasesdanddCurationWK2018WKb^ahWK 5 26

232 qKWebKResourceKforKtesigningKSubunitKVaccineKqgainstK·ajorKωathogenicKSpeciesKofKracteriaYK
FrontiersdindImmunologyWK2018WKiWKbbh^ 8.4 22

231 somputerXaidedKdesigningKofKimmunosuppressiveKpeptidesKbasedKonKy}Xa^KinducingKpotentialYK
ScientificdReportsWK2017WKgWKdbhea 4.9 96

230 qnticancerKpropertiesKofKaKdefensinKlikeKclassKyydKbacteriocinK}aterosporulina^YKScientificdReportsWK
2017WKgWKdfeda 4.9 54

229 qssessingKtherapeuticKpotentialKofKmoleculesjKmolecularKpropertyKdiagnosticKsuiteKforKtuberculosisK
SSmathbf{·ωtS}^{mathbf{Tr}}TTYKJournaldofdChemicaldSciencesWK2017WKabiWKeaeXeca 1.8 12

228 weneKexpressionXbasedKbiomarkersKforKdiscriminatingKearlyKandKlateKstageKofKclearKcellKrenalKcancerYK
ScientificdReportsWK2017WKgWKddiig 4.9 54

227 −ovelKinKsilicoKtoolsKforKdesigningKpeptideXbasedKsubunitKvaccinesKandKimmunotherapeuticsYK
BriefingsdindBioinformaticsWK2017WKahWKdfgXdgh 13.4 49

226 sancerωtvjKqKrepositoryKofKcancerXassociatedKpeptidomeKfoundKinKhumanKbiofluidsYKScientificd
ReportsWK2017WKgWKaeaa 4.9 20

(2017-2018)
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225 ynKsilicoKanalysisKtoKidentifyKvaccineKcandidatesKcommonKtoKmultipleKserotypesKofKShigellaKandK
evaluationKofKtheirKimmunogenicityYKPLoSdONEWK2017WKabWKe^ah^e^e 3.7 12

224 TxωdbjKtatabaseKofKvtqXapprovedKpeptideKandKproteinKtherapeuticsYKPLoSdONEWK2017WKabWKe^ahagdh 3.7 243

223 somputationalKωredictionKofKtheKymmunomodulatoryKωotentialKofKR−qKSequencesYKMethodsdind
MoleculardBiologyWK2017WKafcbWKgeXi^ 1.4 9

222 rySXsqTT}ujKqKWebKServerKforKrreedKydentificationKusingK·icrosatelliteKt−qK·arkersYKCurrentd
ResearchdindBioinformaticsWK2016WKeWKa^Xag 1

221 TopicalKteliveryKofKωroteinKandKωeptideKUsingK−ovelKsellKωenetratingKωeptideKy·TXωhYKScientificd
ReportsWK2016WKfWKbfbgh 4.9 39

220 ZikaVRjKqnKyntegratedKZikaKVirusKResourceKforKwenomicsWKωroteomicsWKωhylogeneticKandKTherapeuticK
qnalysisYKScientificdReportsWK2016WKfWKcbgac 4.9 40

219 ωredictionKofKymmunomodulatoryKpotentialKofKanKR−qKsequenceKforKdesigningKnonXtoxicKsiR−qsKandK
R−qXbasedKvaccineKadjuvantsYKScientificdReportsWK2016WKfWKb^fgh 4.9 12

218 qposantjKtatabaseKofKhumanKapoptoticKproteinsKinKtheKcontextKofKcancerYKScientificdReportsWK2016WK
fWKb^gig 4.9 7

217 qKWebKServerKandK·obileKqppKforKsomputingKxemolyticKωotencyKofKωeptidesYKScientificdReportsWK
2016WKfWKbbhdc 4.9 78

216 qKwebXbasedKresourceKforKdesigningKtherapeuticsKagainstKubolaKVirusYKScientificdReportsWK2016WKfWKbdghb 4.9 12

215 qKwebKserverKforKanalysisWKcomparisonKandKpredictionKofKproteinKligandKbindingKsitesYKBiologydDirectWK
2016WKaaWKad 7.2 11

214 r}qSTXbasedKstructuralKannotationKofKproteinKresiduesKusingKωroteinKtataKrankYKBiologydDirectWK
2016WKaaWKd 7.2 7

213 sωωsiteKbY^jKaKrepositoryKofKexperimentallyKvalidatedKcellXpenetratingKpeptidesYKNucleicdAcidsd
ResearchWK2016WKddWKta^ihXa^c 20.1 167

212 SqTωdbjKaKdatabaseKofKstructurallyKannotatedKtherapeuticKpeptidesYKNucleicdAcidsdResearchWK2016WK
ddWKtaaaiXbf 20.1 89

211
sellXpenetratingKpeptideKandKantibioticKcombinationKtherapyjKaKpotentialKalternativeKtoKcombatK
drugKresistanceKinKmethicillinXresistantKStaphylococcusKaureusYKApplieddMicrobiologydandd
BiotechnologyWK2016WKa^^WKd^gcXhc

5.7 13

210 ·anagingKtrugKResistanceKinKsancerjKRoleKofKsancerKynformaticsYKMethodsdindMoleculardBiologyWK
2016WKacieWKbiiXcab 1.4 9

209 qKWebXrasedKωlatformKforKtesigningKVaccinesKagainstKuxistingKandKumergingKStrainsKofK
·ycobacteriumKtuberculosisYKPLoSdONEWK2016WKaaWKe^aecgga 3.7 15

208 qKωlatformKforKtesigningKwenomeXrasedKωersonalizedKymmunotherapyKorKVaccineKagainstKsancerYK
PLoSdONEWK2016WKaaWKe^affcgb 3.7 11
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207 ωrioritizationKofKanticancerKdrugsKagainstKaKcancerKusingKgenomicKfeaturesKofKcancerKcellsjKqKstepK
towardsKpersonalizedKmedicineYKScientificdReportsWK2016WKfWKbcheg 4.9 38

206 ωuωlifejKqKRepositoryKofKtheKxalfXlifeKofKωeptidesYKScientificdReportsWK2016WKfWKcffag 4.9 76

205 dbu·jKqKdatabaseKofKepigeneticKmodifiersKcuratedKfromKcancerousKandKnormalKgenomesYKScientificd
ReportsWK2016WKfWKaicd^ 4.9 34

204 ωrosartrjKaKdatabaseKofKbacterialKcarotenoidsYKBMCdMicrobiologyWK2016WKafWKif 4.5 41

203 ωredictionKofKanticancerKmoleculesKusingKhybridKmodelKdevelopedKonKmoleculesKscreenedKagainstK
−syXf^KcancerKcellKlinesYKBMCdCancerWK2016WKafWKgg 4.8 30

202 ˇ�XTurnjKaKnovelK˛†XturnKmimicKinKglobularKproteinsKstabilizedKbyKmainXchainKtoKsideXchainKsâ��x´•´•´•βK
interactionYKProteins:dStructurepdFunctiondanddBioinformaticsWK2015WKhcWKb^cXad 4.2 6

201 ynKsilicoKplatformKforKpredictingKandKinitiatingK˛†XturnsKinKaKproteinKatKdesiredKlocationsYKProteins:d
StructurepdFunctiondanddBioinformaticsWK2015WKhcWKia^Xba 4.2 9

200 QSqRKbasedKmodelKforKdiscriminatingKuwvRKinhibitorsKandKnonXinhibitorsKusingKRandomKforestYK
BiologydDirectWK2015WKa^WKa^ 7.2 45

199 tesigningKrXsellKupitopesKforKymmunotherapyKandKSubunitKVaccinesYKMethodsdindMoleculardBiologyWK
2015WKacdhWKcbgXd^ 1.4 1

198 ydentificationKandKcharacterizationKofKnovelKproteinXderivedKarginineXrichKcellXpenetratingKpeptidesYK
EuropeandJournaldofdPharmaceuticsdanddBiopharmaceuticsWK2015WKhiWKicXa^f 5.7 27

197 qnKinKsilicoKplatformKforKpredictingWKscreeningKandKdesigningKofKantihypertensiveKpeptidesYKScientificd
ReportsWK2015WKeWKabeab 4.9 80

196 VaccinetqjKωredictionWKdesignKandKgenomeXwideKscreeningKofKoligodeoxynucleotideXbasedKvaccineK
adjuvantsYKScientificdReportsWK2015WKeWKabdgh 4.9 20

195 qxTωtrjKaKcomprehensiveKplatformKforKanalysisKandKpresentationKofKantihypertensiveKpeptidesYK
NucleicdAcidsdResearchWK2015WKdcWKtiefXfb 20.1 96

194 ωuωstr·βtjKstructureKpredictionKofKpeptidesKcontainingKnaturalWKnonXnaturalKandKmodifiedK
residuesYKBiologydDirectWK2015WKa^WKgc 7.2 100

193 sancerωωtjKaKdatabaseKofKanticancerKpeptidesKandKproteinsYKNucleicdAcidsdResearchWK2015WKdcWKthcgXdc 20.1 169

192 qssessmentKofKSYrRKgreenKyKdyeXbasedKfluorescenceKassayKforKscreeningKantimalarialKactivityKofK
cationicKpeptidesKandKt−qKintercalatingKagentsYKAntimicrobialdAgentsdanddChemotherapyWK2015WKeiWKbhhfXi5.9 3

191 ydentificationKofKproteinXinteractingKnucleotidesKinKaKR−qKsequenceKusingKcompositionKprofileKofK
triXnucleotidesYKGenomicsWK2015WKa^eWKaigXb^c 4.3 17

190 qntiqngioωredjKqKServerKforKωredictionKofKqntiXqngiogenicKωeptidesYKPLoSdONEWK2015WKa^WKe^acfii^ 3.7 33

(2015-2016)
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189 ynKSilicoKtesigningKandKScreeningKofKqntagonistsKagainstKsancerKtrugKTargetKXyqωYKCurrentdCancerd
DrugdTargetsWK2015WKaeWKhcfXdf 2.8 1

188 ωeptideKtoxicityKpredictionYKMethodsdindMoleculardBiologyWK2015WKabfhWKadcXeg 1.4 39

187 somputerXqidedKVirtualKScreeningKandKtesigningKofKsellXωenetratingKωeptidesYKMethodsdind
MoleculardBiologyWK2015WKacbdWKeiXfi 1.4 35

186 tesigningKofKpromiscuousKinhibitorsKagainstKpancreaticKcancerKcellKlinesYKScientificdReportsWK2014WKdWKdffh 4.9 12

185 ωredictionKandKclassificationKofKncR−qsKusingKstructuralKinformationYKBMCdGenomicsWK2014WKaeWKabg 4.5 63

184 tesigningKofKpeptidesKwithKdesiredKhalfXlifeKinKintestineXlikeKenvironmentYKBMCdBioinformaticsWK2014WK
aeWKbhb 3.6 43

183 ωs·dbjKpancreaticKcancerKmethylationKdatabaseYKScientificdReportsWK2014WKdWKdaig 4.9 19

182 xerceptinKresistanceKdatabaseKforKunderstandingKmechanismKofKresistanceKinKbreastKcancerK
patientsYKScientificdReportsWK2014WKdWKddhc 4.9 33

181 QSqRXbasedKmodelsKforKdesigningKquinazolineZimidazothiazolesZpyrazolopyrimidinesKbasedK
inhibitorsKagainstKwildKandKmutantKuwvRYKPLoSdONEWK2014WKiWKea^a^gi 3.7 27

180 ωredictionKofKuridineKmodificationsKinKtR−qKsequencesYKBMCdBioinformaticsWK2014WKaeWKcbf 3.6 21

179 ωaraωepjKaKwebKresourceKforKexperimentallyKvalidatedKantiparasiticKpeptideKsequencesKandKtheirK
structuresYKDatabase:dthedJournaldofdBiologicaldDatabasesdanddCurationWK2014WKb^adWK 5 42

178 xemolytikjKaKdatabaseKofKexperimentallyKdeterminedKhemolyticKandKnonXhemolyticKpeptidesYK
NucleicdAcidsdResearchWK2014WKdbWKtdddXi 20.1 85

177 ToxiωredjKqKServerKforKωredictionKofKqqueousKToxicityKofKSmallKshemicalK·oleculesKinKTYKωyriformisK
2014WKaWKbaXbg 7

176 uvaluationKofKproteinKdihedralKangleKpredictionKmethodsYKPLoSdONEWK2014WKiWKea^effg 3.7 14

175 TumorKhomingKpeptidesKasKmolecularKprobesKforKcancerKtherapeuticsWKdiagnosticsKandKtheranosticsYK
CurrentdMedicinaldChemistryWK2014WKbaWKbcfgXia 4.3 60

174 uwvRyndbjKepidermalKgrowthKfactorKreceptorKinhibitorKdatabaseYKAntiqCancerdAgentsdindMedicinald
ChemistryWK2014WKadWKibhXce 2.2 13

173 ynKsilicoKapproachesKforKdesigningKhighlyKeffectiveKcellKpenetratingKpeptidesYKJournaldofdTranslationald
MedicineWK2013WKaaWKgd 8.5 170

172 tesigningKofKinhibitorsKagainstKdrugKtolerantK·ycobacteriumKtuberculosisKSxcgRvTYKChemistryd
CentraldJournalWK2013WKgWKdi 17
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171 ωredictionKofKvitaminKinteractingKresiduesKinKaKvitaminKbindingKproteinKusingKevolutionaryK
informationYKBMCdBioinformaticsWK2013WKadWKdd 3.6 18

170 ωxtcleavjKaKSV·KbasedKmethodKforKpredictingKhumanKticerKcleavageKsitesKusingKsequenceKandK
secondaryKstructureKofKmiR−qKprecursorsYKBMCdBioinformaticsWK2013WKadKSupplKadWKSi 3.6 31

169 tevelopmentKofKaKmodelKwebserverKforKbreedKidentificationKusingKmicrosatelliteKt−qKmarkerYKBMCd
GeneticsWK2013WKadWKaah 2.6 5

168 tesigningKofKinterferonXgammaKinducingK·xsKclassXyyKbindersYKBiologydDirectWK2013WKhWKc^ 7.2 265

167 trug·intjKaKwebserverKforKpredictingKandKdesigningKofKdrugXlikeKmoleculesYKBiologydDirectWK2013WKhWKbh 7.2 34

166 somputationalKapproachKforKdesigningKtumorKhomingKpeptidesYKScientificdReportsWK2013WKcWKaf^g 4.9 48

165 −ωqsTjK−aturallyKβccurringKωlantXbasedKqntiXcancerKsompoundXqctivityXTargetKdatabaseYKNucleicd
AcidsdResearchWK2013WKdaWKtaabdXi 20.1 170

164 ynKsilicoKmodelsKforKrXcellKepitopeKrecognitionKandKsignalingYKMethodsdindMoleculardBiologyWK2013WK
iicWKabiXch 1.4 7

163 wenomeKSequenceKofKtheKMyndianKrisonKTypeMKriotypeKofK·ycobacteriumKaviumKsubspYK
paratuberculosisKStrainKSeYKGenomedAnnouncementsWK2013WKaWK 9

162 traftKwenomeKSequenceKofKtheKTypeKSpeciesKofKtheKwenusKsitrobacterWKsitrobacterKfreundiiK·TssK
afehYKGenomedAnnouncementsWK2013WKaWK 10

161 traftKwenomeKSequenceKofKtheKbXshloroXdX−itrophenolXtegradingKracteriumKqrthrobacterKspYK
StrainKSzsonYKGenomedAnnouncementsWK2013WKaWKe^^^ehac 10

160 traftKwenomeKSequenceKofKRhodococcusKqingshengiiKStrainKr{SKb^Xd^YKGenomedAnnouncementsWK
2013WKaWKe^^abhac 2

159 traftKwenomeKSequenceKofKRhodococcusKtriatomaeKStrainKr{SKaeXadYKGenomedAnnouncementsWK
2013WKaWKe^^abiac 3

158 traftKwenomeKSequenceKofKqcinetobacterKbaumanniiKStrainK·SωdXafYKGenomedAnnouncementsWK
2013WKaWKe^^acgac 1

157 traftKwenomeKSequenceKofKqmycolatopsisKdecaplaninaKStrainKtS·KddeidTYKGenomed
AnnouncementsWK2013WKaWKe^^achac 3

156 traftKwenomeKSequenceKofKRhodococcusKruberKStrainKr{SKb^XchYKGenomedAnnouncementsWK2013WKaWKe^^aciac 0

155 traftKwenomeKSequenceKofKStreptomycesKgancidicusKStrainKr{SKacXaeYKGenomedAnnouncementsWK
2013WKaWKe^^ae^ac 3

154 sancertRjKcancerKdrugKresistanceKdatabaseYKScientificdReportsWK2013WKcWKadde 4.9 79

(2013-2013)
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153 ynKsilicoKmodelsKforKdesigningKandKdiscoveringKnovelKanticancerKpeptidesYKScientificdReportsWK2013WKcWKbihd4.9 149

152 lncR−omejKaKcomprehensiveKknowledgebaseKofKhumanKlongKnoncodingKR−qsYKDatabase:dthedJournald
ofdBiologicaldDatabasesdanddCurationWK2013WKb^acWKbat^cd 5 110

151 ydentificationKofKrXcellKepitopesKinKanKantigenKforKinducingKspecificKclassKofKantibodiesYKBiologydDirect
WK2013WKhWKbg 7.2 59

150 ynKsilicoKapproachKforKpredictingKtoxicityKofKpeptidesKandKproteinsYKPLoSdONEWK2013WKhWKegcieg 3.7 600

149 ymprovedKmethodKforKlinearKrXcellKepitopeKpredictionKusingKantigenRsKprimaryKsequenceYKPLoSdONEWK
2013WKhWKefbbaf 3.7 171

148 wenomeKannotationKofKrurkholderiaKspYKSzihKwithKspecialKfocusKonKchemotaxisKgenesYKPLoSdONEWK
2013WKhWKeg^fbd 3.7 7

147 wenesKinvolvedKinKdegradationKofKparaXnitrophenolKareKdifferentiallyKarrangedKinKformKofK
nonXcontiguousKgeneKclustersKinKrurkholderiaKspYKstrainKSzihYKPLoSdONEWK2013WKhWKehdgff 3.7 19

146 ωredictionKofKy}dKinducingKpeptidesYKClinicaldanddDevelopmentaldImmunologyWK2013WKb^acWKbfcieb 111

145 βpenKsourceKsoftwareKandKwebKservicesKforKdesigningKtherapeuticKmoleculesYKCurrentdTopicsdind
MedicinaldChemistryWK2013WKacWKaagbXia 3 17

144 xybridKapproachKforKpredictingKcoreceptorKusedKbyKxyVXaKfromKitsKVcKloopKaminoKacidKsequenceYK
PLoSdONEWK2013WKhWKefadcg 3.7 16

143 ynKsilicoKplatformKforKpredictionKofK−XWKβXKandKsXglycositesKinKeukaryoticKproteinKsequencesYKPLoSd
ONEWK2013WKhWKefg^^h 3.7 142

142 βnKtheKtevelopmentKofKVaccineKqntigenKtatabasesjKωrogressWKβpportunityWKandKshallengeK2013WKaagXac^

141 ωrowlycωrotjKaKrepositoryKofKexperimentallyKcharacterizedKprokaryoticKglycoproteinsYKNucleicdAcidsd
ResearchWK2012WKd^WKtchhXic 20.1 22

140 rranchingKofKtheKpXnitrophenolKSω−ωTKdegradationKpathwayKinKburkholderiaKspYKStrainKSzihjK
uvidencesKfromKgeneticKcharacterizationKofKω−ωKgeneKclusterYKAMBdExpressWK2012WKbWKc^ 4.1 23

139 ωolysactrjKaKdatabaseKofKmicrobialKpolysaccharideKantigensKandKtheirKantibodiesYKPLoSdONEWK2012WK
gWKecdfac 3.7 8

138 wlycoωωjKaKwebserverKforKpredictionKofK−XKandKβXglycositesKinKprokaryoticKproteinKsequencesYKPLoSd
ONEWK2012WKgWKed^aee 3.7 44

137 ωredictingKsubXcellularKlocalizationKofKtR−qKsynthetasesKfromKtheirKprimaryKstructuresYKAminodAcidsWK
2012WKdbWKag^cXac 3.5 7

136 traftKgenomeKsequenceKofKsaltXtolerantKyeastKtebaryomycesKhanseniiKvarYKhanseniiK·TssKbcdYK
EukaryoticdCellWK2012WKaaWKifaXb 15
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135 sωωsitejKaKcuratedKdatabaseKofKcellKpenetratingKpeptidesYKDatabase:dthedJournaldofdBiologicald
DatabasesdanddCurationWK2012WKb^abWKbas^ae 5 122

134 wenomeKsequenceKofKtheKhalotolerantKbacteriumKymtechellaKhalotoleransK{aTYKJournaldofd
BacteriologyWK2012WKaidWKcgca 3.5 3

133 wenomeKsequenceKofKtheKmarineKbacteriumK·arinilabiliaKsalmonicolorKzs·Kbaae^TYKJournaldofd
BacteriologyWK2012WKaidWKcgdf 3.5 5

132 ccωtrjKcompilationKandKcreationKofKdataKsetsKfromKωroteinKtataKrankYKNucleicdAcidsdResearchWK2012WK
d^WKtdhfXi 20.1 21

131 wenomeKsequenceKofKtheKoleaginousKredKyeastKRhodosporidiumKtoruloidesK·TssKdegYKEukaryoticd
CellWK2012WKaaWKa^hcXd 51

130 traftKgenomeKsequenceKofKtheKnitrophenolXdegradingKactinomyceteKRhodococcusKimtechensisK
R{zc^^YKJournaldofdBacteriologyWK2012WKaidWKcedc 3.5 11

129 wenomeKsequenceKofKtheKnitroaromaticKcompoundXdegradingKracteriumKrurkholderiaKspYKstrainK
SzihYKJournaldofdBacteriologyWK2012WKaidWKcbhf 3.5 14

128 TumorxoωejKaKdatabaseKofKtumorKhomingKpeptidesYKPLoSdONEWK2012WKgWKeceahg 3.7 80

127 βpenKsourceKdrugKdiscoveryXXaKnewKparadigmKofKcollaborativeKresearchKinKtuberculosisKdrugK
developmentYKTuberculosisWK2011WKiaWKdgiXhf 2.6 32

126 qKwebKserverKforKpredictingKinhibitorsKagainstKbacterialKtargetKwlmUKproteinYKBMCdPharmacologyWK
2011WKaaWKe 23

125 qnalysisKandKpredictionKofKcancerlectinsKusingKevolutionaryKandKdomainKinformationYKBMCdResearchd
NotesWK2011WKdWKbcg 2.3 17

124 SV·KbasedKpredictionKofKR−qXbindingKproteinsKusingKbindingKresiduesKandKevolutionaryK
informationYKJournaldofdMoleculardRecognitionWK2011WKbdWKc^cXac 2.6 88

123 sstrjKaKcuratedKdatabaseKofKgenesKinvolvedKinKcervixKcancerYKNucleicdAcidsdResearchWK2011WKciWKtigeXi 20.1 59

122 tesigningKofKhighlyKeffectiveKcomplementaryKandKmismatchKsiR−qsKforKsilencingKaKgeneYKPLoSdONEWK
2011WKfWKebcddc 3.7 36

121 ydentificationKofKmannoseKinteractingKresiduesKusingKlocalKcompositionYKPLoSdONEWK2011WKfWKebd^ci 3.7 22

120 xyVsirtrjKaKdatabaseKofKxyVKinhibitingKsiR−qsYKPLoSdONEWK2011WKfWKebeiag 3.7 34

119 ωredictionKofKSpecificityKandKsrossXReactivityKofK{inaseKynhibitorsYKLettersdindDrugdDesigndandd
DiscoveryWK2011WKhWKbbcXbbh 0.8 14

118 rridgingKinnateKandKadaptiveKantitumorKimmunityKtargetingKglycansYKJournaldofdBiomedicinedandd
BiotechnologyWK2010WKb^a^WKced^fh 14

(2010-2012)
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117 ydentificationKofKconformationalKrXcellKupitopesKinKanKantigenKfromKitsKprimaryKsequenceYK
ImmunomedResearchWK2010WKfWKf 186

116 qntigentrjKanKimmunoinformaticsKdatabaseKofKpathogenKantigensYKNucleicdAcidsdResearchWK2010WKchWKthdgXec20.1 48

115 ωredictionKandKclassificationKofKaminoacylKtR−qKsynthetasesKusingKωRβSyTuKdomainsYKBMCdGenomics
WK2010WKaaWKe^g 4.5 12

114 qKsimpleKapproachKforKpredictingKproteinXproteinKinteractionsYKCurrentdProteindanddPeptidedScienceWK
2010WKaaWKehiXf^^ 2.8 32

113 ωredictionKofKmitochondrialKproteinsKofKmalariaKparasiteKusingKsplitKaminoKacidKcompositionKandK
ωSS·KprofileYKAminodAcidsWK2010WKciWKa^aXa^ 3.5 47

112 {itoQjKusingKdockingKbasedKenergyKscoresKtoKdevelopKligandKbasedKmodelKforKpredictingK
antibacterialsYKBMCdBioinformaticsWK2010WKaaWKabe 3.6 24

111 ydentificationKofK−qtKinteractingKresiduesKinKproteinsYKBMCdBioinformaticsWK2010WKaaWKaf^ 3.6 50

110 ωredictionKofKwTωKinteractingKresiduesWKdipeptidesKandKtripeptidesKinKaKproteinKfromKitsKevolutionaryK
informationYKBMCdBioinformaticsWK2010WKaaWKc^a 3.6 35

109 qntirωbjKimprovedKversionKofKantibacterialKpeptideKpredictionYKBMCdBioinformaticsWK2010WKaaKSupplK
aWKSai 3.6 132

108 ωredictionKofKvqtKinteractingKresiduesKinKaKproteinKfromKitsKprimaryKsequenceKusingKevolutionaryK
informationYKBMCdBioinformaticsWK2010WKaaKSupplKaWKSdh 3.6 24

107 VirtualKScreeningKofKpotentialKdrugXlikeKinhibitorsKagainstK}ysineZtqωKpathwayKofK·ycobacteriumK
tuberculosisYKBMCdBioinformaticsWK2010WKaaKSupplKaWKSec 3.6 16

106 ryqdbjKaKcuratedKdatabaseKofKbenzylisoquinolineKalkaloidsYKBMCdPharmacologyWK2010WKa^WKd 34

105 ωredictionKofKcytochromeKωde^KisoformKresponsibleKforKmetabolizingKaKdrugKmoleculeYKBMCd
PharmacologyWK2010WKa^WKh 49

104 ωredictionKandKclassificationKofKchemokinesKandKtheirKreceptorsYKProteindEngineeringpdDesigndandd
SelectionWK2009WKbbWKddaXd 1.9 7

103 ωredictionKofKguideKstrandKofKmicroR−qsKfromKitsKsequenceKandKsecondaryKstructureYKBMCd
BioinformaticsWK2009WKa^WKa^e 3.6 37

102 ydentificationKofKqTωKbindingKresiduesKofKaKproteinKfromKitsKprimaryKsequenceYKBMCdBioinformaticsWK
2009WKa^WKdcd 3.6 82

101 xmrbasejKaKdatabaseKofKhormonesKandKtheirKreceptorsYKBMCdGenomicsWK2009WKa^WKc^g 4.5 22

100 ·xsr−KdY^jKqKdatabaseKofK·xsZTqωKbindingKpeptidesKandKTXcellKepitopesYKBMCdResearchdNotesWK
2009WKbWKfa 2.3 63
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99 βxtrasejKaKdatabaseKofKoxygenasesKinvolvedKinKbiodegradationYKBMCdResearchdNotesWK2009WKbWKfg 2.3 78

98 RS}predjKanKintegrativeKsystemKforKpredictingKsubcellularKlocalizationKofKriceKproteinsKcombiningK
compositionalKandKevolutionaryKinformationYKProteomicsWK2009WKiWKbcbdXdb 4.8 35

97 tatabasesKandKWebXrasedKToolsKforKynnateKymmunityK2009WKfgXgf

96 ωredictionKofKnuclearKproteinsKusingKSV·KandKx··KmodelsYKBMCdBioinformaticsWK2009WKa^WKbb 3.6 30

95 ωredictionKofKωolyadenylationKSignalsKinKxumanKt−qKSequencesKusingK−ucleotideKvrequenciesYKInd
SilicodBiologyWK2009WKiWKaceXadh 2 37

94 ωredictionKofKpolyadenylationKsignalsKinKhumanKt−qKsequencesKusingKnucleotideKfrequenciesYKInd
SilicodBiologyWK2009WKiWKaceXdh 2 22

93 ydentificationKofKproteinsKsecretedKbyKmalariaKparasiteKintoKerythrocyteKusingKSV·KandKωSS·K
profilesYKBMCdBioinformaticsWK2008WKiWKb^a 3.6 29

92 uS}predbjKimprovedKmethodKforKpredictingKsubcellularKlocalizationKofKeukaryoticKproteinsYKBMCd
BioinformaticsWK2008WKiWKe^c 3.6 41

91 ωRRtrjKaKcomprehensiveKdatabaseKofKpatternXrecognitionKreceptorsKandKtheirKligandsYKBMCd
GenomicsWK2008WKiWKah^ 4.5 27

90 somputerXaidedKbiotechnologyjKfromKimmunoXinformaticsKtoKreverseKvaccinologyYKTrendsdind
BiotechnologyWK2008WKbfWKai^Xb^^ 15.1 79

89 sytoωredjKaKserverKforKpredictionKandKclassificationKofKcytokinesYKProteindEngineeringpdDesigndandd
SelectionWK2008WKbaWKbgiXhb 1.9 14

88 syclinωredjKaKSV·XbasedKmethodKforKpredictingKcyclinKproteinKsequencesYKPLoSdONEWK2008WKcWKebf^e 3.7 22

87 tωRβTjKpredictionKofKdisorderedKproteinsKusingKevolutionaryKinformationYKAminodAcidsWK2008WKceWKeiiXf^e3.5 10

86 ωredictionKofKR−qKbindingKsitesKinKaKproteinKusingKSV·KandKωSS·KprofileYKProteins:dStructurepd
FunctiondanddBioinformaticsWK2008WKgaWKahiXid 4.2 212

85 qsbtweljKqnalysisKandKsomparisonKofKbtKwelsYKJournaldofdProteomicsdanddBioinformaticsWK2008WK^aWK^dcX^df2.1 2

84 sβωidjKcompositionKbasedKproteinKidentificationYKIndSilicodBiologyWK2008WKhWKabaXh 2 31

83 qKmachineKlearningKbasedKmethodKforKtheKpredictionKofKsecretoryKproteinsKusingKaminoKacidK
compositionWKtheirKorderKandKsimilarityXsearchYKIndSilicodBiologyWK2008WKhWKabiXd^ 2 28

82 TowardsKaKconsensusKonKdatasetsKandKevaluationKmetricsKforKdevelopingKrXcellKepitopeKpredictionK
toolsYKJournaldofdMoleculardRecognitionWK2007WKb^WKgeXhb 2.6 171

(2007-2009)
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81 qnalysisKandKpredictionKofKantibacterialKpeptidesYKBMCdBioinformaticsWK2007WKhWKbfc 3.6 181

80 SupportKVectorK·achineXbasedKmethodKforKpredictingKsubcellularKlocalizationKofKmycobacterialK
proteinsKusingKevolutionaryKinformationKandKmotifsYKBMCdBioinformaticsWK2007WKhWKccg 3.6 104

79 ydentificationKofKt−qXbindingKproteinsKusingKsupportKvectorKmachinesKandKevolutionaryKprofilesYK
BMCdBioinformaticsWK2007WKhWKdfc 3.6 174

78 qKhybridKapproachKforKpredictingKpromiscuousK·xsKclassKyKrestrictedKTKcellKepitopesYKJournaldofd
BiosciencesWK2007WKcbWKcaXdb 2.3 98

77 ωuωstrjKaKdeKnovoKmethodKforKtertiaryKstructureKpredictionKofKsmallKbioactiveKpeptidesYKProteindandd
PeptidedLettersWK2007WKadWKfbfXca 1.9 152

76 SupportKvectorKmachineKbasedKpredictionKofKglutathioneKSXtransferaseKproteinsYKProteindanddPeptided
LettersWK2007WKadWKegeXh^ 1.9 12

75 βxypredjKpredictionKandKclassificationKofKoxygenXbindingKproteinsYKGenomicspdProteomicsdandd
BioinformaticsWK2007WKeWKbe^Xb 6.5 4

74 TqωωredKpredictionKofKTqωXbindingKpeptidesKinKantigensYKMethodsdindMoleculardBiologyWK2007WKd^iWKchaXf 1.4 31

73 ωredictionKmethodsKforKrXcellKepitopesYKMethodsdindMoleculardBiologyWK2007WKd^iWKchgXid 1.4 56

72 SearchingKandKmappingKofKTXcellKepitopesWK·xsKbindersWKandKTqωKbindersYKMethodsdindMoleculard
BiologyWK2007WKd^iWKieXaab 1.4 2

71 SearchingKhaptensWKcarrierKproteinsWKandKantiXhaptenKantibodiesYKMethodsdindMoleculardBiologyWK2007WK
d^iWKabeXci 1.4 1

70 qpplicationKofKmachineKlearningKtechniquesKinKpredictingK·xsKbindersYKMethodsdindMoleculard
BiologyWK2007WKd^iWKb^aXae 1.4 40

69 ωredictingKvirulenceKfactorsKofKimmunologicalKinterestYKMethodsdindMoleculardBiologyWK2007WKd^iWKd^gXae 1.4 1

68 SearchingKandKmappingKofKrXcellKepitopesKinKrcipepKdatabaseYKMethodsdindMoleculardBiologyWK2007WK
d^iWKaacXbd 1.4 11

67 ωredictionKofKneurotoxinsKbasedKonKtheirKfunctionKandKsourceYKIndSilicodBiologyWK2007WKgWKcfiXhg 2 16

66 rTXpredjKpredictionKofKbacterialKtoxinsYKIndSilicodBiologyWK2007WKgWKd^eXab 2 32

65 QuantificationKofKtheKvariationKinKpercentageKidentityKforKproteinKsequenceKalignmentsYKBMCd
BioinformaticsWK2006WKgWKdae 3.6 32

64 ·achineKlearningKtechniquesKinKdiseaseKforecastingjKaKcaseKstudyKonKriceKblastKpredictionYKBMCd
BioinformaticsWK2006WKgWKdhe 3.6 89
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63 qlgωredjKpredictionKofKallergenicKproteinsKandKmappingKofKyguKepitopesYKNucleicdAcidsdResearchWK
2006WKcdWKWb^bXi 20.1 440

62 xaptentrjKaKcomprehensiveKdatabaseKofKhaptensWKcarrierKproteinsKandKantiXhaptenKantibodiesYK
BioinformaticsWK2006WKbbWKbecXe 7.2 39

61
Vys·predjKanKSV·XbasedKmethodKforKtheKpredictionKofKfunctionalKproteinsKofKwramXnegativeK
bacteriaKusingKaminoKacidKpatternsKandKcompositionYKGenomicspdProteomicsdanddBioinformaticsWK2006WK
dWKdbXg

6.5 68

60 VwychanjKpredictionKandKclassificationKofKvoltageXgatedKionKchannelsYKGenomicspdProteomicsdandd
BioinformaticsWK2006WKdWKbecXh 6.5 21

59 ωredictionKofKmitochondrialKproteinsKusingKsupportKvectorKmachineKandKhiddenK·arkovKmodelYK
JournaldofdBiologicaldChemistryWK2006WKbhaWKecegXfc 5.4 80

58 ωredictionKofKcontinuousKrXcellKepitopesKinKanKantigenKusingKrecurrentKneuralKnetworkYKProteins:d
StructurepdFunctiondanddBioinformaticsWK2006WKfeWKd^Xh 4.2 761

57 ωredictionKofKsubcellularKlocalizationKofKproteinsKusingKpairwiseKsequenceKalignmentKandKsupportK
vectorKmachineYKPatterndRecognitiondLettersWK2006WKbgWKiifXa^^a 4.7 23

56 wωsRsclassjKaKwebKtoolKforKtheKclassificationKofKamineKtypeKofKwXproteinXcoupledKreceptorsYKNucleicd
AcidsdResearchWK2005WKccWKWadcXg 20.1 52

55 rhairωredjKpredictionKofKbetaXhairpinsKinKaKproteinKfromKmultipleKalignmentKinformationKusingKq−−K
andKSV·KtechniquesYKNucleicdAcidsdResearchWK2005WKccWKWaedXi 20.1 53

54 vqSTqKServersKforKSequenceKSimilarityKSearchK2005WKe^cXebe 1

53 ωcleavagejKanKSV·KbasedKmethodKforKpredictionKofKconstitutiveKproteasomeKandK
immunoproteasomeKcleavageKsitesKinKantigenicKsequencesYKNucleicdAcidsdResearchWK2005WKccWKWb^bXg 20.1 71

52 sorrelationKandKpredictionKofKgeneKexpressionKlevelKfromKaminoKacidKandKdipeptideKcompositionKofK
itsKproteinYKBMCdBioinformaticsWK2005WKfWKei 3.6 38

51 rcipepjKaKdatabaseKofKrXcellKepitopesYKBMCdGenomicsWK2005WKfWKgi 4.5 145

50 RealKvalueKpredictionKofKsolventKaccessibilityKinKproteinsKusingKmultipleKsequenceKalignmentKandK
secondaryKstructureYKProteins:dStructurepdFunctiondanddBioinformaticsWK2005WKfaWKcahXbd 4.2 73

49 ωS}predjKpredictionKofKsubcellularKlocalizationKofKbacterialKproteinsYKBioinformaticsWK2005WKbaWKbebbXd 7.2 161

48 SupportKvectorKmachineXbasedKmethodKforKsubcellularKlocalizationKofKhumanKproteinsKusingKaminoK
acidKcompositionsWKtheirKorderWKandKsimilarityKsearchYKJournaldofdBiologicaldChemistryWK2005WKbh^WKaddbgXcb5.4 169

47 uS}predjKSV·XbasedKmethodKforKsubcellularKlocalizationKofKeukaryoticKproteinsKusingKdipeptideK
compositionKandKωSyXr}qSTYKNucleicdAcidsdResearchWK2004WKcbWKWdadXi 20.1 233

46 uwωredjKpredictionKofKeukaryoticKgenesKusingKabKinitioKmethodsKafterKcombiningKwithKsequenceK
similarityKapproachesYKGenomedResearchWK2004WKadWKagefXff 9.7 11

(2004-2006)
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45 slassificationKofKnuclearKreceptorsKbasedKonKaminoKacidKcompositionKandKdipeptideKcompositionYK
JournaldofdBiologicaldChemistryWK2004WKbgiWKbcbfbXf 5.4 145

44 SpectralKRepeatKvinderKSSRvTjKidentificationKofKrepetitiveKsequencesKusingKvourierKtransformationYK
BioinformaticsWK2004WKb^WKad^eXab 7.2 116

43 wωsRpredjKanKSV·XbasedKmethodKforKpredictionKofKfamiliesKandKsubfamiliesKofKwXproteinKcoupledK
receptorsYKNucleicdAcidsdResearchWK2004WKcbWKWchcXi 20.1 129

42 qKneuralKnetworkKmethodKforKpredictionKofKbetaXturnKtypesKinKproteinsKusingKevolutionaryK
informationYKBioinformaticsWK2004WKb^WKbgeaXh 7.2 80

41 ωredictionKofKtransmembraneKregionsKofKbetaXbarrelKproteinsKusingKq−−XKandKSV·XbasedKmethodsYK
Proteins:dStructurepdFunctiondanddBioinformaticsWK2004WKefWKaaXh 4.2 85

40 ωredictionKofKalphaXturnsKinKproteinsKusingKωSyXr}qSTKprofilesKandKsecondaryKstructureKinformationYK
Proteins:dStructurepdFunctiondanddBioinformaticsWK2004WKeeWKhcXi^ 4.2 44

39 SV·KbasedKmethodKforKpredictingKx}qXtRraU^d^aKbindingKpeptidesKinKanKantigenKsequenceYK
BioinformaticsWK2004WKb^WKdbaXc 7.2 128

38 qnalysisKandKpredictionKofKaffinityKofKTqωKbindingKpeptidesKusingKcascadeKSV·YKProteindScienceWK
2004WKacWKeifXf^g 6.3 114

37 rceωredjKωredictionKofKsontinuousKrXsellKupitopesKinKqntigenicKSequencesKUsingKωhysicoXchemicalK
ωropertiesYKLecturedNotesdindComputerdScienceWK2004WKaigXb^d 0.9 147

36 ωredictionKofKsT}KepitopesKusingKQ·WKSV·KandKq−−KtechniquesYKVaccineWK2004WKbbWKcaieXb^d 4.1 242

35 RoleKofKevolutionaryKinformationKinKpredictionKofKaromaticXbackboneK−xKinteractionsKinKproteinsYK
FEBSdLettersWK2004WKefdWKdgXeg 3.8 8

34 ·xsr−jKaKcomprehensiveKdatabaseKofK·xsKbindingKandKnonXbindingKpeptidesYKBioinformaticsWK2003
WKaiWKffeXf 7.2 167

33 ωredictionKofKbetaXturnsKinKproteinsKfromKmultipleKalignmentKusingKneuralKnetworkYKProteindScienceWK
2003WKabWKfbgXcd 6.3 117

32 qKneuralXnetworkKbasedKmethodKforKpredictionKofKgammaXturnsKinKproteinsKfromKmultipleKsequenceK
alignmentYKProteindScienceWK2003WKabWKibcXi 6.3 61

31 βXrenchjKaKbenchmarkKforKevaluationKofKproteinKmultipleKsequenceKalignmentKaccuracyYKBMCd
BioinformaticsWK2003WKdWKdg 3.6 139

30 ωroωredajKpredictionKofKpromiscuousK·xsKslassXyKbindingKsitesYKBioinformaticsWK2003WKaiWKa^^iXad 7.2 348

29 yntrinsicKcontributionsKofKpolarKaminoKacidKresiduesKtowardKthermalKstabilityKofKanKqrsXqTωaseKofK
mesophilicKoriginYKProteindScienceWK2003WKabWKbaahXb^ 6.3 5

28 ωredictionKofKpromiscuousKandKhighXaffinityKmutatedK·xsKbindersYKHybridomaWK2003WKbbWKbbiXcd 37
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27 rTuVq}jKaKserverKforKevaluationKofKbetaXturnKpredictionKmethodsYKJournaldofdBioinformaticsdandd
ComputationaldBiologyWK2003WKaWKdieXe^d 1 3

26 wWvqSTqjKserverKforKvqSTqKsearchKinKeukaryoticKandKmicrobialKgenomesYKBioTechniquesWK2002WKccWK
edhXe^WKeebWKeedXf 2.5 6

25 }ocatingKprobableKgenesKusingKvourierKtransformKapproachYKBioinformaticsWK2002WKahWKaifXg 7.2 45

24 qnKevaluationKofKbetaXturnKpredictionKmethodsYKBioinformaticsWK2002WKahWKae^hXad 7.2 41

23 retaTωredjKpredictionKofKbetaXTUR−SKinKaKproteinKusingKstatisticalKalgorithmsYKBioinformaticsWK2002WK
ahWKdihXi 7.2 21

22 tetectionKofKβrientationKofK·xsKslassKyyKrindingKωeptidesKUsingKrioinformaticsKToolsYKBiotechd
SoftwaredjdInternetdReportWK2002WKcWKadfXae^ 1

21 wWvqSTqjKServerKforKvqSTqKSearchKinKuukaryoticKandK·icrobialKwenomesYKBioTechniquesWK2002WKccWKedhXeef2.5

20 ωtSrjKωublicKtomainKSoftwareKinKriologyYKBiotechdSoftwaredjdInternetdReportWK2001WKbWKaedXaef 2

19 ωroωredjKpredictionKofKx}qXtRKbindingKsitesYKBioinformaticsWK2001WKagWKabcfXg 7.2 667

18 qKwraphicalKWebKServerKforKtheKqnalysisKofKωroteinKSequencesKandKqlignmentYKBiotechdSoftwaredjd
InternetdReportWK2001WKbWKbedXbeg 5

17 ωtWSrjKωublicKtomainKWebKServersKinKriologyYKBiotechdSoftwaredjdInternetdReportWK2001WKbWKaebXaec 1
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