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k Paper IF Citations

232 occurateH–vqH–otifHreconvolutionHofHwmmunopeptidomicsHrataHγevealsHaHSignificantHqontributionH
ofHrγpaTHbHandHcHtoHtheHTotalHrγHwmmunopeptidomeVVHFrontiersiiniImmunologyTH2022THYaTHfacbcb 8.4 0

231 qombinedHassessmentHofH–vqHbindingHandHantigenHabundanceHimprovesHTHcellHepitopeHpredictionsVVH
IScienceTH2022THYXafcX 6.1 0

230 TrackingHSoγSUqoVU_HmutationsHandHvariantsHthroughHtheHq₂uUUyU–utationHsxplorerVVHVirusi
EvolutionTH2022THfTHveacX_a 3.7 1

229 NeoantigenUspecificHqrfHTHcellHresponsesHinHtheHperipheralHbloodHfollowingHαrUzYHblockadeHmightH
predictHtherapyHoutcomeHinHmetastaticHurothelialHcarcinomaVVHNatureiCommunicationsTH2022THYaTHYgac 17.4 3

228 NeoantigenUreactiveHqrfSHTHcellsHaffectHclinicalHoutcomeHofHadoptiveHtransferHwithH
tumorUinfiltratingHlymphocytesHinHmelanomaVHJournaliofiClinicaliInvestigationTH2021TH 15.9 5

227 odoptiveHcellHtherapyHwithHtumorUinfiltratingHlymphocytesHsupportedHbyHcheckpointHinhibitionH
acrossHmultipleHsolidHcancerHtypesH2021THgTH 3

226
γapidHwdentificationHofHtheHTumorUSpecificHγeactiveHTwzHγepertoireHqombinedHretectionHofHqrYaeTH
TNtTHandHwtN˛‡THtollowingHγecognitionHofHoutologousHTumorUontigensVHFrontiersiiniImmunologyTH
2021THY_THeXcb__

8.4 0

225
wntegralHUseHofHwmmunopeptidomicsHandHwmmunoinformaticsHforHtheHqharacterizationHofHontigenH
αresentationHandHγationalHwdentificationHofHpozoUrγUαresentedHαeptidesHandHspitopesVHJournaliofi
ImmunologyTH2021TH_XdTH_bfgU_bge

5.3 2

224 Tqγ–atchhHαredictingHTUqellHγeceptorHSpecificityHpasedHonHSequenceHSimilarityHtoHαreviouslyH
qharacterizedHγeceptorsVHFrontiersiiniImmunologyTH2021THY_THdbXe_c 8.4 15

223 SoγSUqoVU_HgenomeUwideHTHcellHepitopeHmappingHrevealsHimmunodominanceHandHsubstantialHqrfHTH
cellHactivationHinHq₂VwrUYgHpatientsVHScienceiImmunologyTH2021THdTH 28 65

222
zargeUScaleHwdentificationHofHTUqellHspitopesHrerivedHtromHSevereHocuteHγespiratoryHSyndromeH
qoronavirusH_HforHtheHrevelopmentHofHαeptideHVaccinesHogainstHqoronavirusHriseaseH_XYgVHJournali
ofiInfectiousiDiseasesTH2021TH__bTHgcdUgdd

7 1

221 qlinicalHefficacyHofHTUcellHtherapyHafterHshortUtermHpγotUinhibitorHprimingHinHpatientsHwithH
checkpointHinhibitorUresistantHmetastaticHmelanomaH2021THgTH 3

220 oαγoNyhHqomputationalHαrioritizationHofHontigenicHαroteinsHandHαeptidesHtromHqompleteH
αathogenHαroteomesVHFrontiersiiniImmunologyTH2021THY_THeX_cc_ 8.4 1

219 wmprovedHpredictionHofHvzoHantigenHpresentationHhotspotshHopplicationsHforHimmunogenicityHriskH
assessmentHofHtherapeuticHproteinsVHImmunologyTH2021THYd_TH_XfU_Yg 7.8 2

218 UtilizingHqomputationalH–achineHzearningHToolsHtoHUnderstandHwmmunogenicHpreadthHinHtheH
qontextHofHaHqrfHTUqellH–ediatedHvwVHγesponseVHFrontiersiiniImmunologyTH2021THY_THdXgffb 8.4 3

217 TranscriptomicHsignaturesHofHtumorsHundergoingHTHcellHattackVHCanceriImmunologywiImmunotherapyTH
2021THY 7.4 0

216 αopqoverU_VXVHwmprovedHSelectionHofHαeptideHSetsHWithH₂ptimalHvzoHandHαathogenHriversityH
qoverageVHFrontiersiiniImmunologyTH2021THY_THe_fgad 8.4 1
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215 SelectiveHvzoHrestrictionHenablesHtheHevaluationHandHinterpretationHofHimmunogenicHbreadthHatH
comparableHlevelsHtoHthatHobservedHwithHbroaderHvzoHdistributionVHProteomicsTH2021TH_YTHe_YXXY_Y 4.8 0

214
TheHqancerHspitopeHratabaseHandHonalysisHγesourcehHoHplueprintHforHtheHsstablishmentHofHaHNewH
pioinformaticsHγesourceHforHUseHbyHtheHqancerHwmmunologyHqommunityVHFrontiersiiniImmunologyTH
2021THY_THeacdXg

8.4 2

213 NetTqγU_VXHenablesHaccurateHpredictionHofHTqγUpeptideHbindingHbyHusingHpairedHTqγ˛–HandH˛†H
sequenceHdataVHCommunicationsiBiologyTH2021THbTHYXdX 6.7 11

212 qrbHTHqellHγesponsesHtoHinHwmmuneHqattleHγecognizeHaHriverseHSetHofHαarasiteHontigensHαresentedH
onHtheHSurfaceHofHwnfectedHzymphoblastsVHJournaliofiImmunologyTH2021TH_XeTHYgdcUYgee 5.3 1

211 Net–vqphosαanHUHαanUspecificHpredictionHofH–vqHclassHwHantigenHpresentationHofHphosphorylatedH
ligandsVHImmunoInformaticsTH2021THYU_THYXXXXc 1

210 wmmunoinformaticshHαredictingHαeptideâ��–vqHpindingVHAnnualiReviewiofiBiomedicaliDataiScienceTH
2020THaTHYgYU_Yc 5.6 18

209 vzoHqlassHwwHSpecificityHossessedHbyHvighUrensityHαeptideH–icroarrayHwnteractionsVHJournaliofi
ImmunologyTH2020TH_XcTH_gXU_gg 5.3 7

208 wnHvitroHbUYppHstimulationHpromotesHexpansionHofHqrfHtumorUinfiltratingHlymphocytesHfromHvariousH
sarcomaHsubtypesVHCanceriImmunologywiImmunotherapyTH2020THdgTH_YegU_YgY 7.4 11

207
Net–vqpanUbVYHandHNet–vqwwpanUbVXhHimprovedHpredictionsHofH–vqHantigenHpresentationHbyH
concurrentHmotifHdeconvolutionHandHintegrationHofH–SH–vqHelutedHligandHdataVHNucleiciAcidsi
ResearchTH2020THbfTHWbbgUWbcb

20.1 299

206 penchmarkingHpredictionsHofH–vqHclassHwHrestrictedHTHcellHepitopesHinHaHcomprehensivelyHstudiedH
modelHsystemVHPLoSiComputationaliBiologyTH2020THYdTHeYXXeece 5 29

205
svaluationHofHTUqellHγesponsesHogainstHSharedH–elanomaHossociatedHontigensHandHαredictedH
NeoantigensHinHqutaneousH–elanomaHαatientsHTreatedHWithHtheHqStUbeXHollogeneicHqellHVaccineH
αlusHpquHandHu–UqStVHFrontiersiiniImmunologyTH2020THYYTHYYbe

8.4 1

204 wmmunopeptidomicHrataHwntegrationHtoHortificialHNeuralHNetworksHsnhancesHαroteinUrrugH
wmmunogenicityHαredictionVHFrontiersiiniImmunologyTH2020THYYTHYaXb 8.4 6

203 wnHSilicoHuuidedHriscoveryHofHNovelHqlassHwHandHwwHspitopesHγecognizedHbyHTHqellsHfromHqhagasOH
riseaseHαatientsVHJournaliofiImmunologyTH2020TH_XbTHYceYUYcfY 5.3 2

202 tactorsHwnfluencingHtheHαrevalenceHofHγesistanceUossociatedHSubstitutionsHinHNScoHαroteinHinH
TreatmentUNaiveHαatientsHwithHqhronicHvepatitisHqVHBiomedicinesTH2020THfTH 4.8 1

201 wmprovedHαredictionHofH–vqHwwHontigenHαresentationHthroughHwntegrationHandH–otifHreconvolutionH
ofH–assHSpectrometryH–vqHslutedHzigandHrataVHJournaliofiProteomeiResearchTH2020THYgTH_aXbU_aYc 5.6 106

200 THqellHspitopeHαredictionsVHAnnualiReviewiofiImmunologyTH2020THafTHY_aUYbc 34.7 69

199 odoptiveHcellHtherapyHinHcombinationHwithHcheckpointHinhibitorsHinHovarianHcancerVHOncotargetTH2020
THYYTH_Xg_U_YXc 3.3 27

198 TheHwmmuneHspitopeHratabaseHandHonalysisHγesourceHαrogramH_XXaU_XYfhHreflectionsHandHoutlookVH
ImmunogeneticsTH2020THe_THceUed 3.2 22

(2020-2021)
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197
βualitativeHonalysisHofHTumorUwnfiltratingHzymphocytesHacrossHvumanHTumorHTypesHγevealsHaH
vigherHαroportionHofHpystanderHqrfHTHqellsHinHNonU–elanomaHqancersHqomparedHtoH–elanomaVH
CancersTH2020THY_TH

6.6 6

196
UnbiasedHqharacterizationHofHαeptideUvzoHqlassHwwHwnteractionsHpasedHonHzargeUScaleHαeptideH
–icroarraysiHossessmentHofHtheHwmpactHonHvzoHqlassHwwHzigandHandHspitopeHαredictionVHFrontiersiini
ImmunologyTH2020THYYTHYeXc

8.4 1

195 γobustHTHqellHwmmunityHinHqonvalescentHwndividualsHwithHosymptomaticHorH–ildHq₂VwrUYgVHCellTH2020
THYfaTHYcfUYdfVeYb 56.2 955

194 oHSystematicTHUnbiasedH–appingHofHqrfHandHqrbHTHqellHspitopesHinHYellowHteverHVaccineesVH
FrontiersiiniImmunologyTH2020THYYTHYfad 8.4 6

193 TγoVYU_HqrfHTUcellsHincludingHoligoconalHexpansionsHofH–owTHcellsHareHenrichedHinHtheHairwaysHinH
humanHtuberculosisVHCommunicationsiBiologyTH2019TH_TH_Xa 6.7 36

192 wmprovedHpeptideU–vqHclassHwwHinteractionHpredictionHthroughHintegrationHofHelutedHligandHandH
peptideHaffinityHdataVHImmunogeneticsTH2019THeYTHbbcUbcb 3.2 31

191 wsrpUoγhHimmuneHepitopeHdatabaseUanalysisHresourceHinH_XYgVHNucleiciAcidsiResearchTH2019THbeTHWcX_UWcXd20.1 136

190 ontibodyHSpecificHpUqellHspitopeHαredictionshHzeveragingHwnformationHtromHontibodyUontigenH
αroteinHqomplexesVHFrontiersiiniImmunologyTH2019THYXTH_gf 8.4 43

189 TUqellHγeceptorHqognateHTargetHαredictionHpasedHonHαairedH˛–HandH˛†HqhainHSequenceHandHStructuralH
qrγHzoopHSimilaritiesVHFrontiersiiniImmunologyTH2019THYXTH_XfX 8.4 21

188 Tqγp–vqmodelshHStructuralHmodellingHofHTqγUp–vqHclassHwHcomplexesVHScientificiReportsTH2019THgTHYbcaX4.9 17

187 penchmarkHdatasetsHofHimmuneHreceptorUepitopeHstructuralHcomplexesVHBMCiBioinformaticsTH2019TH
_XTHbgX 3.6 6

186 NNolign_–oiH–vqHαeptidomeHreconvolutionHforHoccurateH–vqHpindingH–otifHqharacterizationHandH
wmprovedHTUcellHspitopeHαredictionsVHMoleculariandiCellulariProteomicsTH2019THYfTH_bcgU_bee 7.6 36

185 snhancingH–assHSpectrometryUpasedH–vqUwHαeptideHwdentificationHThroughHaHTargetedHratabaseH
SearchHopproachVHMethodsiiniMoleculariBiologyTH2019TH_X_bTHaXYUaXe 1.4 1

184 NetSurfαU_VXhHwmprovedHpredictionHofHproteinHstructuralHfeaturesHbyHintegratedHdeepHlearningVH
Proteins:iStructurewiFunctioniandiBioinformaticsTH2019THfeTHc_XUc_e 4.2 214

183
wmmunizationHWithHtheHqStUbeXHVaccineHαlusHpquHandHrhu–UqStHwnducedHinHaHqutaneousH–elanomaH
αatientHaHTqγ˛†HγepertoireHtoundHatHVaccinationHSiteHandHTumorHwnfiltratingHzymphocytesHThatH
αersistedHinHploodVHFrontiersiiniImmunologyTH2019THYXTH__Ya

8.4 2

182 qharacterizationHofHontigenicH–vqUqlassUwUγestrictedHTHqellHspitopesHinHtheHulycoproteinHofH
sbolavirusVHCelliReportsTH2019TH_gTH_caeU_cbcVea 10.6 4

181
oHgenericHdeepHconvolutionalHneuralHnetworkHframeworkHforHpredictionHofHreceptorUligandH
interactionsUNetαhosαanhHapplicationHtoHkinaseHphosphorylationHpredictionVHBioinformaticsTH2019TH
acTHYXgfUYYXe

7.2 11

180 –SUγescuehHoHqomputationalHαipelineHtoHwncreaseHtheHβualityHandHYieldHofHwmmunopeptidomicsH
sxperimentsVHProteomicsTH2019THYgTHeYfXXace 4.8 17
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179 αredictedH–vqHpeptideHbindingHpromiscuityHexplainsH–vqHclassHwHOhotspotsOHofHantigenHpresentationH
definedHbyHmassHspectrometryHelutedHligandHdataVHImmunologyTH2018THYcbTHbXeUbYe 7.8 8

178 Netv_panhHoHqomputationalHToolHtoHuuideH–vqHαeptideHαredictionHonH–urineHTumorsVHCanceri
ImmunologyiResearchTH2018THdTHdadUdbb 12.5 9

177 wdentificationHofHtheHcognateHpeptideU–vqHtargetHofHTHcellHreceptorsHusingHmolecularHmodelingHandH
forceHfieldHscoringVHMoleculariImmunologyTH2018THgbTHgYUge 4.3 24

176 qomputationalHToolsHforHtheHwdentificationHandHwnterpretationHofHSequenceH–otifsHinH
wmmunopeptidomesVHProteomicsTH2018THYfTHeYeXX_c_ 4.8 33

175 wmprovedHmethodsHforHpredictingHpeptideHbindingHaffinityHtoH–vqHclassHwwHmoleculesVHImmunologyTH
2018THYcbTHagbUbXd 7.8 343

174 onHautomatedHbenchmarkingHplatformHforH–vqHclassHwwHbindingHpredictionHmethodsVHBioinformaticsTH
2018THabTHYc__UYc_f 7.2 43

173 pioinformaticsHToolsHforHtheHαredictionHofHTUqellHspitopesVHMethodsiiniMoleculariBiologyTH2018TH
YefcTH_dgU_fY 1.4 13

172 TheHSyste–vqHotlasHprojectVHNucleiciAcidsiResearchTH2018THbdTHrY_aeUrY_be 20.1 87

171 reterminationHofHaHαredictiveHqleavageH–otifHforHslutedH–ajorHvistocompatibilityHqomplexHqlassHwwH
zigandsVHFrontiersiiniImmunologyTH2018THgTHYegc 8.4 31

170 αredictingHvzoHqrbHwmmunogenicityHinHvumanHαopulationsVHFrontiersiiniImmunologyTH2018THgTHYadg 8.4 48

169
wmprovedHαredictionHofHpovineHzeucocyteHontigensHPpozoQHαresentedHzigandsHbyHUseHofH
–assUSpectrometryUreterminedHzigandHandHinHVitroHpindingHrataVHJournaliofiProteomeiResearchTH
2018THYeTHccgUcde

5.6 22

168 THcellHreceptorHfingerprintingHenablesHinUdepthHcharacterizationHofHtheHinteractionsHgoverningH
recognitionHofHpeptideU–vqHcomplexesVHNatureiBiotechnologyTH2018TH 44.5 57

167 tootprintsHofHantigenHprocessingHboostH–vqHclassHwwHnaturalHligandHpredictionsVHGenomeiMedicineTH
2018THYXTHfb 14.4 45

166 spitopeHSpecificHontibodiesHandHTHqellHγeceptorsHinHtheHwmmuneHspitopeHratabaseVHFrontiersiini
ImmunologyTH2018THgTH_dff 8.4 20

165 UseHofHaHγegressionH–odelHtoHStudyHvostUuenomicHreterminantsHofHαhageHSusceptibilityHinH–γSoVH
AntibioticsTH2018THeTH 4.9 4

164 odoptiveHcellHtherapyHwithHtumorUinfiltratingHlymphocytesHinHpatientsHwithHmetastaticHovarianH
cancerhHaHpilotHstudyVHOncoImmunologyTH2018THeTHeYcX_gXc 7.2 50

163 UnconventionalHαeptideHαresentationHbyH–ajorHvistocompatibilityHqomplexHP–vqQHqlassHwHolleleH
vzoUoRX_hXYhHpγsoywNuHq₂NtwNs–sNTVHJournaliofiBiologicaliChemistryTH2017TH_g_THc_d_Uc_eX 5.4 36

162 –uαeXwhHpredictionHofHneoUepitopesHfromHtumorHsequencingHdataVHCanceriImmunologywi
ImmunotherapyTH2017THddTHYY_aUYYaX 7.4 95

(2017-2018)
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161 αredictionHandHinHvitroHverificationHofHpotentialHqTzHepitopesHconservedHamongHαγγSVU_HstrainsVH
ImmunogeneticsTH2017THdgTHdfgUeX_ 3.2 7

160 TheHwntergenicHγecombinantHvzoUpRbdhXYHvasHaHristinctiveHαeptidomeHthatHwncludesHywγ_rzaH
zigandsVHCelliReportsTH2017THYgTHYagbUYbXc 10.6 26

159 pepiαredU_VXhHimprovingHsequenceUbasedHpUcellHepitopeHpredictionHusingHconformationalHepitopesVH
NucleiciAcidsiResearchTH2017THbcTHW_bUW_g 20.1 545

158 –achineHlearningHrevealsHaHnonUcanonicalHmodeHofHpeptideHbindingHtoH–vqHclassHwwHmoleculesVH
ImmunologyTH2017THYc_TH_ccU_db 7.8 18

157 –vqUwHzigandHriscoveryHUsingHTargetedHratabaseHSearchesHofH–assHSpectrometryHratahH
wmplicationsHforHTUqellHwmmunotherapiesVHJournaliofiProteomeiResearchTH2017THYdTHYfXdUYfYd 5.6 42

156 Net–vqpanUbVXhHwmprovedHαeptideU–vqHqlassHwHwnteractionHαredictionsHwntegratingHslutedHzigandH
andHαeptideHpindingHoffinityHrataVHJournaliofiImmunologyTH2017THYggTHaadXUaadf 5.3 645

155 uibbsqlusterhHunsupervisedHclusteringHandHalignmentHofHpeptideHsequencesVHNucleiciAcidsiResearchTH
2017THbcTHWbcfUWbda 20.1 94

154 –wToSVjlhHmutualHinformationHtoolsHforHproteinHsequenceHanalysisHinHtheHxuliaHlanguageVH
BioinformaticsTH2017THaaTHcdbUcdc 7.2 5

153 onHintroductionHtoHdeepHlearningHonHbiologicalHsequenceHdatahHexamplesHandHsolutionsVH
BioinformaticsTH2017THaaTHadfcUadgX 7.2 81

152 αroteinHfeaturesHasHdeterminantsHofHwildUtypeHglycosideHhydrolaseHthermostabilityVHProteins:i
StructurewiFunctioniandiBioinformaticsTH2017THfcTH_XadU_Xbb 4.2 4

151 NNolignhHaHplatformHtoHconstructHandHevaluateHartificialHneuralHnetworkHmodelsHofHreceptorUligandH
interactionsVHNucleiciAcidsiResearchTH2017THbcTHWabbUWabg 20.1 38

150 –etagenomicHonalysisHofHTherapeuticHαY₂HαhageHqocktailsHfromHYggeHtoH_XYbVHVirusesTH2017THgTH 6.2 36

149 onHonalysisHofHNaturalHTHqellHγesponsesHtoHαredictedHTumorHNeoepitopesVHFrontiersiiniImmunologyTH
2017THfTHYcdd 8.4 51

148 NextUgenerationHszwSoHdiagnosticHassayHforHqhagasHriseaseHbasedHonHtheHcombinationHofHshortH
peptidicHepitopesVHPLoSiNeglectediTropicaliDiseasesTH2017THYYTHeXXXcge_ 4.8 19

147 orrayαitopehHoutomatedHonalysisHofHominoHocidHSubstitutionsHforHαeptideH–icroarrayUpasedH
ontibodyHspitopeH–appingVHPLoSiONETH2017THY_THeXYdfbca 3.7 8

146 qitrullinationHonlyHinfrequentlyHimpactsHpeptideHbindingHtoHvzoHclassHwwH–vqVHPLoSiONETH2017THY_THeXYeeYbX3.7 27

145 wdentificationHofHimmediateHearlyHgeneHproductsHofHbovineHherpesHvirusHYHPpvVUYQHasHdominantH
antigensHrecognizedHbyHqrfHTHcellsHinHimmuneHcattleVHJournaliofiGeneraliVirologyTH2017THgfTHYfbaUYfcb 4.9 8

144 zinearHepitopeHmappingHofHpeanutHallergensHdemonstratesHindividualizedHandHpersistentH
antibodyUbindingHpatternsVHJournaliofiAllergyiandiClinicaliImmunologyTH2016THYafTHYe_fUYeaX 11.5 13
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143 oHnovelHapproachHtoHprobeHhostUpathogenHinteractionsHofHbovineHdigitalHdermatitisTHaHmodelHofHaH
complexHpolymicrobialHinfectionVHBMCiGenomicsTH2016THYeTHgfe 4.5 11

142 Net–vqpanUaVXiHimprovedHpredictionHofHbindingHtoH–vqHclassHwHmoleculesHintegratingHinformationH
fromHmultipleHreceptorHandHpeptideHlengthHdatasetsVHGenomeiMedicineTH2016THfTHaa 14.4 315

141 TheHzengthHristributionHofHqlassHwUγestrictedHTHqellHspitopesHwsHreterminedHbyHpothHαeptideHSupplyH
andH–vqHolleleUSpecificHpindingHαreferenceVHJournaliofiImmunologyTH2016THYgdTHYbfXUe 5.3 106

140
oHcombinedHpredictionHstrategyHincreasesHidentificationHofHpeptidesHboundHwithHhighHaffinityHandH
stabilityHtoHporcineH–vqHclassHwHmoleculesHSzoUYRXbhXYTHSzoU_RXbhXYTHandHSzoUaRXbhXYVH
ImmunogeneticsTH2016THdfTHYceUdc

3.2 11

139 uappedHsequenceHalignmentHusingHartificialHneuralHnetworkshHapplicationHtoHtheH–vqHclassHwHsystemVH
BioinformaticsTH2016THa_THcYYUe 7.2 570

138 wmmunogenicityHofHvzoHqlassHwHandHwwHroubleHγestrictedHwnfluenzaHoUrerivedHαeptidesVHPLoSiONETH
2016THYYTHeXYbcd_g 3.7 8

137 –etaαhinderUwdentifyingHpacteriophageHSequencesHinH–etagenomicHrataHSetsVHPLoSiONETH2016THYYTHeXYdaYYY3.7 32

136 ToxoplasmaHgondiiHpeptideHligandsHopenHtheHgateHofHtheHvzoHclassHwHbindingHgrooveVHELifeTH2016THcTH 8.9 55

135 vostαhinderhHoHαhageHvostHαredictionHToolVHVirusesTH2016THfTH 6.2 63

134
TheHulyYdHolleleHofHtheHulyYdorgHSingleUNucleotideHαolymorphismHinHtheH˛†â��UodrenergicHγeceptorH
ueneHougmentsHαerioperativeHUseHofHVasopressorshHoHγetrospectiveHqohortHStudyVHAnesthesiaiandi
AnalgesiaTH2016THY__THYafcUga

3.9 6

133 αanUSpecificHαredictionHofHαeptideU–vqHqlassHwHqomplexHStabilityTHaHqorrelateHofHTHqellH
wmmunogenicityVHJournaliofiImmunologyTH2016THYgeTHYcYeU_b 5.3 103

132 TUcellHrecognitionHisHshapedHbyHepitopeHsequenceHconservationHinHtheHhostHproteomeHandH
microbiomeVHImmunologyTH2016THYbfTHabUg 7.8 22

131
SequenceHdiversityHbetweenHclassHwH–vqHlociHofHofricanHnativeHandHintroducedHposHtaurusHcattleHinH
TheileriaHparvaHendemicHregionshHinHsilicoHpeptideHbindingHpredictionHidentifiesHdistinctHfunctionalH
clustersVHImmunogeneticsTH2016THdfTHaagUc_

3.2 4

130
sxpandingHspecificityHofHclassHwHrestrictedHqrfHTHcellsHforHviralHepitopesHfollowingHmultipleH
inoculationsHofHswineHwithHaHhumanHadenovirusHvectoredHfootUandUmouthHdiseaseHvirusHPt–rVQH
vaccineVHVeterinaryiImmunologyiandiImmunopathologyTH2016THYfYTHcgUde

2 7

129 refiningHtheHvzoHclassHwUassociatedHviralHantigenHrepertoireHfromHvwVUYUinfectedHhumanHcellsVH
EuropeaniJournaliofiImmunologyTH2016THbdTHdXUg 6.1 45

128 outomatedHbenchmarkingHofHpeptideU–vqHclassHwHbindingHpredictionsVHBioinformaticsTH2015THaYTH_YebUfY 7.2 100

127 vighUthroughputHsequencingHenhancedHphageHdisplayHenablesHtheHidentificationHofHpatientUspecificH
epitopeHmotifsHinHserumVHScientificiReportsTH2015THcTHY_gYa 4.9 46

126
rifferentHbindingHmotifsHofHtheHceliacHdiseaseUassociatedHvzoHmoleculesHrβ_VcTHrβ_V_THandHrβeVcH
revealedHbyHrelativeHquantitativeHproteomicsHofHendogenousHpeptideHrepertoiresVHImmunogeneticsTH
2015THdeTHeaUfb

3.2 63

(2015-2016)
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125 zYγoTHaHwebserverHforHlymphocyteHreceptorHstructuralHmodelingVHNucleiciAcidsiResearchTH2015THbaTHWabgUcc20.1 41

124 oHmodernHapproachHforHepitopeHpredictionhHidentificationHofHfootUandUmouthHdiseaseHvirusHpeptidesH
bindingHbovineHleukocyteHantigenHPpozoQHclassHwHmoleculesVHImmunogeneticsTH2015THdeTHdgYUeXa 3.2 12

123
TowardsHvighUthroughputHwmmunomicsHforHwnfectiousHriseaseshHUseHofHNextUgenerationHαeptideH
–icroarraysHforHγapidHriscoveryHandH–appingHofHontigenicHreterminantsVHMoleculariandiCellulari
ProteomicsTH2015THYbTHYfeYUfb

7.6 61

122 occurateHpanUspecificHpredictionHofHpeptideU–vqHclassHwwHbindingHaffinityHwithHimprovedHbindingHcoreH
identificationVHImmunogeneticsTH2015THdeTHdbYUcX 3.2 200

121 sbolavirusHcomparativeHgenomicsVHFEMSiMicrobiologyiReviewsTH2015THagTHedbUef 15.1 34

120 UnmaskingHdeterminantsHofHspecificityHinHtheHhumanHkinomeVHCellTH2015THYdaTHYfeU_XY 56.2 58

119 αredictionHofHontibodyHspitopesVHMethodsiiniMoleculariBiologyTH2015THYabfTH_aUa_ 1.4 6

118 wmprovedHpanUspecificH–vqHclassHwHpeptideUbindingHpredictionsHusingHaHnovelHrepresentationHofHtheH
–vqUbindingHcleftHenvironmentVHTissueiAntigensTH2014THfaTHgbUYXX 9

117 qharacterizationHofHbindingHspecificitiesHofHbovineHleucocyteHclassHwHmoleculeshHimpactsHforHrationalH
epitopeHdiscoveryVHImmunogeneticsTH2014THddTHeXcUYf 3.2 14

116 ratasetHsizeHandHcompositionHimpactHtheHreliabilityHofHperformanceHbenchmarksHforHpeptideU–vqH
bindingHpredictionsVHBMCiBioinformaticsTH2014THYcTH_bY 3.6 63

115 UseHofHJoneUpotTHmixUandUreadJHpeptideU–vqHclassHwHtetramersHandHpredictiveHalgorithmsHtoHimproveH
detectionHofHcytotoxicHTHlymphocyteHresponsesHinHcattleVHVeterinaryiResearchTH2014THbcTHcX 3.8 25

114 NetTepihHanHintegratedHmethodHforHtheHpredictionHofHTHcellHepitopesVHImmunogeneticsTH2014THddTHbbgUcd 3.2 36

113 wdentificationHandHvzoUtetramerUvalidationHofHhumanHqrbSHandHqrfSHTHcellHresponsesHagainstH
vq–VHproteinsHwsYHandHws_VHPLoSiONETH2014THgTHegbfg_ 3.7 17

112 TheHinterplayHofHsequenceHconservationHandHTHcellHimmuneHrecognitionH2014TH 1

111 UncoveringHtheHpeptideUbindingHspecificitiesHofHvzoUqhHaHgeneralHstrategyHtoHdetermineHtheH
specificityHofHanyH–vqHclassHwHmoleculeVHJournaliofiImmunologyTH2014THYgaTHbegXUfX_ 5.3 51

110 –γYUrestrictedH–owTHcellsHdisplayHligandHdiscriminationHandHpathogenHselectivityHthroughHdistinctHTH
cellHreceptorHusageVHJournaliofiExperimentaliMedicineTH2014TH_YYTHYdXYUYX 16.6 144

109 Net–vqstabHUHpredictingHstabilityHofHpeptideU–vqUwHcomplexesiHimpactsHforHcytotoxicHTHlymphocyteH
epitopeHdiscoveryVHImmunologyTH2014THYbYTHYfU_d 7.8 83

108 Net–vqwwpanUaVXTHaHcommonHpanUspecificH–vqHclassHwwHpredictionHmethodHincludingHallHthreeHhumanH
–vqHclassHwwHisotypesTHvzoUrγTHvzoUrαHandHvzoUrβVHImmunogeneticsTH2013THdcTHeYYU_b 3.2 192
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107 –vqclusterTHaHmethodHforHfunctionalHclusteringHofH–vqHmoleculesVHImmunogeneticsTH2013THdcTHdccUdc 3.2 77

106
wnHsilicoHpeptideUbindingHpredictionsHofHpasserineH–vqHclassHwHrevealHsimilaritiesHacrossHdistantlyH
relatedHspeciesTHsuggestingHconvergenceHonHtheHlevelHofHproteinHfunctionVHImmunogeneticsTH2013TH
dcTH_ggUaYY

3.2 10

105 svaluationHofHpeptideHselectionHapproachesHforHepitopeUbasedHvaccineHdesignVHTissueiAntigensTH2013
THf_TH_baUcY 24

104 wdentificationHofHpeptidesHfromHfootUandUmouthHdiseaseHvirusHstructuralHproteinsHboundHbyHclassHwH
swineHleukocyteHantigenHPSzoQHallelesTHSzoUYRXbXYHandHSzoU_RXbXYVHAnimaliGeneticsTH2013THbbTH_cYUf 2.5 17

103 pioinformaticsHidentificationHofHantigenicHpeptidehHpredictingHtheHspecificityHofHmajorH–vqHclassHwH
andHwwHpathwayHplayersVHMethodsiiniMoleculariBiologyTH2013THgdXTH_beU_dX 1.4 2

102 StructuralHanalysisHofHpUcellHepitopesHinHantibodyhproteinHcomplexesVHMoleculariImmunologyTH2013TH
caTH_bUab 4.3 173

101 SigniSitehHwdentificationHofHresidueUlevelHgenotypeUphenotypeHcorrelationsHinHproteinHmultipleH
sequenceHalignmentsVHNucleiciAcidsiResearchTH2013THbYTHW_fdUgY 20.1 14

100 SimultaneousHalignmentHandHclusteringHofHpeptideHdataHusingHaHuibbsHsamplingHapproachVH
BioinformaticsTH2013TH_gTHfUYb 7.2 81

99 –wSTwqhH–utualHinformationHserverHtoHinferHcoevolutionVHNucleiciAcidsiResearchTH2013THbYTHWfUYb 20.1 113

98 qharacterizingHtheHbindingHmotifsHofHYYHcommonHhumanHvzoUrαHandHvzoUrβHmoleculesHusingH
NNolignVHImmunologyTH2012THYadTHaXdUYY 7.8 22

97 Net–vqconshHaHconsensusHmethodHforHtheHmajorHhistocompatibilityHcomplexHclassHwHpredictionsVH
ImmunogeneticsTH2012THdbTHYeeUfd 3.2 233

96 resigningHbovineHTHcellHvaccinesHviaHreverseHimmunologyVHTicksiandiTickxborneiDiseasesTH2012THaTHYffUg_ 3.6 27

95 αredictionsHversusHhighUthroughputHexperimentsHinHTUcellHepitopeHdiscoveryhHcompetitionHorH
synergymVHExpertiReviewiofiVaccinesTH2012THYYTHbaUcb 5.2 33

94 wmmuneHepitopeHdatabaseHanalysisHresourceVHNucleiciAcidsiResearchTH2012THbXTHWc_cUaX 20.1 322

93 risentanglingHevolutionaryHsignalshHconservationTHspecificityHdeterminingHpositionsHandHcoevolutionVH
wmplicationHforHcatalyticHresidueHpredictionVHBMCiBioinformaticsTH2012THYaTH_ac 3.6 31

92 αeptideU–vqHclassHwHstabilityHisHaHbetterHpredictorHthanHpeptideHaffinityHofHqTzHimmunogenicityVH
EuropeaniJournaliofiImmunologyTH2012THb_THYbXcUYd 6.1 140

91 γeliableHpHcellHepitopeHpredictionshHimpactsHofHmethodHdevelopmentHandHimprovedHbenchmarkingVH
PLoSiComputationaliBiologyTH2012THfTHeYXX_f_g 5 367

90
Seq_zogohHaHmethodHforHconstructionHandHvisualizationHofHaminoHacidHbindingHmotifsHandHsequenceH
profilesHincludingHsequenceHweightingTHpseudoHcountsHandHtwoUsidedHrepresentationHofHaminoHacidH
enrichmentHandHdepletionVHNucleiciAcidsiResearchTH2012THbXTHW_fYUe

20.1 259

(2012-2013)
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89 TheHcancerHexomeHgeneratedHbyHalternativeHmγNoHsplicingHdilutesHpredictedHvzoHclassHwHepitopeH
densityVHPLoSiONETH2012THeTHeafdeX 3.7 13

88 qharacterizationHofHvwVUspecificHqrbSHTHcellHresponsesHagainstHpeptidesHselectedHwithHbroadH
populationHandHpathogenHcoverageVHPLoSiONETH2012THeTHeagfeb 3.7 19

87 NNolignhHaHwebUbasedHpredictionHmethodHallowingHnonUexpertHendUuserHdiscoveryHofHsequenceH
motifsHinHquantitativeHpeptideHdataVHPLoSiONETH2011THdTHe_defY 3.7 52

86 vumanHleukocyteHantigenHPvzoQHclassHwHrestrictedHepitopeHdiscoveryHinHyellowHfewerHandHdengueH
viruseshHimportanceHofHvzoHbindingHstrengthVHPLoSiONETH2011THdTHe_dbgb 3.7 26

85 αredictionHofHepitopesHusingHneuralHnetworkHbasedHmethodsVHJournaliofiImmunologicaliMethodsTH
2011THaebTH_dUab 2.5 82

84 vzorestrictorUUaHtoolHforHpatientUspecificHpredictionsHofHvzoHrestrictionHelementsHandHoptimalH
epitopesHwithinHpeptidesVHImmunogeneticsTH2011THdaTHbaUcc 3.2 49

83 αorcineHmajorHhistocompatibilityHcomplexHP–vqQHclassHwHmoleculesHandHanalysisHofHtheirH
peptideUbindingHspecificitiesVHImmunogeneticsTH2011THdaTHf_YUab 3.2 35

82 wnductionHofHfootUandUmouthHdiseaseHvirusUspecificHcytotoxicHTHcellHkillingHbyHvaccinationVHVaccinei
JournalTH2011THYfTH_fXUf 45

81 –vqHclassHwwHepitopeHpredictiveHalgorithmsVHImmunologyTH2010THYaXTHaYgU_f 7.8 157

80 –ajorHhistocompatibilityHcomplexHclassHwHbindingHpredictionsHasHaHtoolHinHepitopeHdiscoveryVH
ImmunologyTH2010THYaXTHaXgUYf 7.8 91

79 wdentificationHofHqrfSHTHcellHepitopesHinHtheHWestHNileHvirusHpolyproteinHbyHreverseUimmunologyH
usingHNetqTzVHPLoSiONETH2010THcTHeY_dge 3.7 29

78 wnHsilicoHpredictionHofHhumanHpathogenicityHinHtheH˛‡UproteobacteriaVHPLoSiONETH2010THcTHeYadfX 3.7 13

77 StructuralHpropertiesHofH–vqHclassHwwHligandsTHimplicationsHforHtheHpredictionHofH–vqHclassHwwH
epitopesVHPLoSiONETH2010THcTHeYcfee 3.7 17

76 wnterdisciplinaryHanalysisHofHvwVUspecificHqrfSHTHcellHresponsesHagainstHvariantHepitopesHrevealsH
restrictedHTqγHpromiscuityVHJournaliofiImmunologyTH2010THYfbTHcafaUgY 5.3 29

75 TheH–vqHmotifHviewerhHaHvisualizationHtoolHforH–vqHbindingHmotifsVHCurrentiProtocolsiiniImmunology
TH2010THqhapterHYfTHUnitHYfVYe 4 30

74 NetworksHofHhighHmutualHinformationHdefineHtheHstructuralHproximityHofHcatalyticHsiteshHimplicationsH
forHcatalyticHresidueHidentificationVHPLoSiComputationaliBiologyTH2010THdTHeYXXXgef 5 61

73 qαvmodelsUaVXUUremoteHhomologyHmodelingHusingHstructureUguidedHsequenceHprofilesVHNucleici
AcidsiResearchTH2010THafTHWcedUfY 20.1 258

72 Net–vqwwpanU_VXHUHwmprovedHpanUspecificHvzoUrγHpredictionsHusingHaHnovelHconcurrentHalignmentH
andHweightHoptimizationHtrainingHprocedureVHImmunomeiResearchTH2010THdTHg 117
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71
regreeHofHpredictedHminorHhistocompatibilityHantigenHmismatchHcorrelatesHwithHpoorerHclinicalH
outcomesHinHnonmyeloablativeHallogeneicHhematopoieticHcellHtransplantationVHBiologyiofiBloodiandi
MarrowiTransplantationTH2010THYdTHYaeXUfY

4.7 10

70 NetqTzpanhHpanUspecificH–vqHclassHwHpathwayHepitopeHpredictionsVHImmunogeneticsTH2010THd_THaceUdf 3.2 205

69 αeptideHbindingHpredictionsHforHvzoHrγTHrαHandHrβHmoleculesVHBMCiBioinformaticsTH2010THYYTHcdf 3.6 408

68 StateHofHtheHartHandHchallengesHinHsequenceHbasedHTUcellHepitopeHpredictionVHImmunomeiResearchTH
2010THdHSupplH_THSa 43

67 zimitationsHofHobHinitioHpredictionsHofHpeptideHbindingHtoH–vqHclassHwwHmoleculesVHPLoSiONETH2010THcTHeg_e_3.7 39

66 vzoHclassHwHbindingHgmerHpeptidesHfromHinfluenzaHoHvirusHinduceHqrbHTHcellHresponsesVHPLoSiONETH
2010THcTHeYXcaa 3.7 20

65 αanUspecificH–vqHclassHwHpredictorshHaHbenchmarkHofHvzoHclassHwHpanUspecificHpredictionHmethodsVH
BioinformaticsTH2009TH_cTHfaUg 7.2 86

64 qorrectionHforHphylogenyTHsmallHnumberHofHobservationsHandHdataHredundancyHimprovesHtheH
identificationHofHcoevolvingHaminoHacidHpairsHusingHmutualHinformationVHBioinformaticsTH2009TH_cTHYY_cUaY7.2 63

63 TheHαickαocketHmethodHforHpredictingHbindingHspecificitiesHforHreceptorsHbasedHonHreceptorHpocketH
similaritieshHapplicationHtoH–vqUpeptideHbindingVHBioinformaticsTH2009TH_cTHY_gaUg 7.2 139

62 αeptideHbindingHtoHvzoHclassHwHmoleculeshHhomogenousTHhighUthroughputHscreeningTHandHaffinityH
assaysVHJournaliofiBiomoleculariScreeningTH2009THYbTHYeaUfX 71

61 NNUalignVHonHartificialHneuralHnetworkUbasedHalignmentHalgorithmHforH–vqHclassHwwHpeptideHbindingH
predictionVHBMCiBioinformaticsTH2009THYXTH_gd 3.6 336

60 Net–vqpanTHaHmethodHforH–vqHclassHwHbindingHpredictionHbeyondHhumansVHImmunogeneticsTH2009TH
dYTHYUYa 3.2 522

59 oHgenericHmethodHforHassignmentHofHreliabilityHscoresHappliedHtoHsolventHaccessibilityHpredictionsVH
BMCiStructuraliBiologyTH2009THgTHcY 2.7 471

58 SystematicHcharacterisationHofHcellularHlocalisationHandHexpressionHprofilesHofHproteinsHcontainingH
–vqHligandsVHPLoSiONETH2009THbTHeebbf 3.7 25

57 wmmuneHepitopeHdatabaseHanalysisHresourceHPwsrpUoγQVHNucleiciAcidsiResearchTH2008THadTHWcYaUf 20.1 240

56 proadlyHimmunogenicHvzoHclassHwHsupertypeUrestrictedHeliteHqTzHepitopesHrecognizedHinHaHdiverseH
populationHinfectedHwithHdifferentHvwVUYHsubtypesVHJournaliofiImmunologyTH2008THYfXTHcXg_UYXX 5.3 49

55 βuantitativeHpredictionsHofHpeptideHbindingHtoHanyHvzoUrγHmoleculeHofHknownHsequencehH
Net–vqwwpanVHPLoSiComputationaliBiologyTH2008THbTHeYXXXYXe 5 207

54 occurateHapproximationHmethodHforHpredictionHofHclassHwH–vqHaffinitiesHforHpeptidesHofHlengthHfTHYXH
andHYYHusingHpredictionHtoolsHtrainedHonHgmersVHBioinformaticsTH2008TH_bTHYageUf 7.2 177

(2008-2010)
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53 Net–vqUaVXhHaccurateHwebHaccessibleHpredictionsHofHhumanTHmouseHandHmonkeyH–vqHclassHwH
affinitiesHforHpeptidesHofHlengthHfUYYVHNucleiciAcidsiResearchTH2008THadTHWcXgUY_ 20.1 545

52 vumansHwithHchimpanzeeUlikeHmajorHhistocompatibilityHcomplexUspecificitiesHcontrolHvwVUYH
infectionVHAidsTH2008TH__THY_ggUaXa 3.5 7

51 TheHpeptideUbindingHspecificityHofHvzoUoRaXXYHdemonstratesHmembershipHofHtheHvzoUoaH
supertypeVHImmunogeneticsTH2008THdXTHdaaUba 3.2 17

50 –vqHmotifHviewerVHImmunogeneticsTH2008THdXTHecgUdc 3.2 45

49 ominoHacidHsimilarityHaccountsHforHTHcellHcrossUreactivityHandHforHJholesJHinHtheHTHcellHrepertoireVHPLoSi
ONETH2008THaTHeYfaY 3.7 81

48 αredictionHofH–vqHclassHwwHbindingHaffinityHusingHS––UalignTHaHnovelHstabilizationHmatrixHalignmentH
methodVHBMCiBioinformaticsTH2007THfTH_af 3.6 356

47 zargeUscaleHvalidationHofHmethodsHforHcytotoxicHTUlymphocyteHepitopeHpredictionVHBMCi
BioinformaticsTH2007THfTHb_b 3.6 459

46 –odelingHtheHadaptiveHimmuneHsystemhHpredictionsHandHsimulationsVHBioinformaticsTH2007TH_aTHa_dcUec 7.2 101

45 qTzHepitopesHforHinfluenzaHoHincludingHtheHvcNYHbirdHfluiHgenomeUTHpathogenUTHandHvzoUwideH
screeningVHVaccineTH2007TH_cTH_f_aUaY 4.1 83

44 Net–vqpanTHaHmethodHforHquantitativeHpredictionsHofHpeptideHbindingHtoHanyHvzoUoHandHUpHlocusH
proteinHofHknownHsequenceVHPLoSiONETH2007TH_THeegd 3.7 444

43 TheHvalidityHofHpredictedHTUcellHepitopesVHTrendsiiniBiotechnologyTH2006TH_bTHcaeUf 15.1 45

42 ToαUwndependentH–vqHqlassHwHαresentationVHCurrentiImmunologyiReviewsTH2006TH_TH_aaU_bc 1.3 18

41 oHcommunityHresourceHbenchmarkingHpredictionsHofHpeptideHbindingHtoH–vqUwHmoleculesVHPLoSi
ComputationaliBiologyTH2006TH_THedc 5 224

40 wmprovedHmethodHforHpredictingHlinearHpUcellHepitopesVHImmunomeiResearchTH2006TH_TH_ 780

39
NoHevidenceHforHtheHuseHofHrwγTHrUrHfusionsTHchromosomeHYcHopenHreadingHframesHorHVvH
replacementHinHtheHperipheralHrepertoireHwasHfoundHonHapplicationHofHanHimprovedHalgorithmTH
xoint–zTHtoHda_gHhumanHimmunoglobulinHvHrearrangementsVHImmunologyTH2006THYYgTH_dcUee

7.8 45

38 αredictionHofHresiduesHinHdiscontinuousHpUcellHepitopesHusingHproteinHarHstructuresVHProteiniScienceTH
2006THYcTH_ccfUde 6.3 415

37 –odellingHtheHhumanHimmuneHsystemHbyHcombiningHbioinformaticsHandHsystemsHbiologyH
approachesVHJournaliofiBiologicaliPhysicsTH2006THa_THaacUca 1.6 15

36
onHintegrativeHapproachHtoHqTzHepitopeHpredictionhHaHcombinedHalgorithmHintegratingH–vqHclassHwH
bindingTHToαHtransportHefficiencyTHandHproteasomalHcleavageHpredictionsVHEuropeaniJournaliofi
ImmunologyTH2005THacTH__gcUaXa

6.1 229
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35 TheHroleHofHtheHproteasomeHinHgeneratingHcytotoxicHTUcellHepitopeshHinsightsHobtainedHfromH
improvedHpredictionsHofHproteasomalHcleavageVHImmunogeneticsTH2005THceTHaaUbY 3.2 336

34 wmmunologicalHpioinformaticsH2005TH 44

33 –odelingHlipidUsterolHbilayershHapplicationsHtoHstructuralHevolutionTHlateralHdiffusionTHandHraftsVH
MethodsiiniEnzymologyTH2004THafaTHYgfU__g 1.7 24

32 wmprovedHpredictionHofH–vqHclassHwHandHclassHwwHepitopesHusingHaHnovelHuibbsHsamplingHapproachVH
BioinformaticsTH2004TH_XTHYaffUge 7.2 223

31 SoγSHqTzHvaccineHcandidatesiHvzoHsupertypeUTHgenomeUwideHscanningHandHbiochemicalHvalidationVH
TissueiAntigensTH2004THdaTHagcUbXX 54

30 refinitionHofHsupertypesHforHvzoHmoleculesHusingHclusteringHofHspecificityHmatricesVHImmunogenetics
TH2004THccTHegeUfYX 3.2 224

29 –vqHqlassHwHspitopeHpindingHαredictionHTrainedHonHSmallHrataHSetsVHLectureiNotesiiniComputeri
ScienceTH2004TH_YeU__c 0.9 2

28 SelectingHinformativeHdataHforHdevelopingHpeptideU–vqHbindingHpredictorsHusingHaHqueryHbyH
committeeHapproachVHNeuraliComputationTH2003THYcTH_gaYUb_ 2.9 13

27 γeliableHpredictionHofHTUcellHepitopesHusingHneuralHnetworksHwithHnovelHsequenceHrepresentationsVH
ProteiniScienceTH2003THY_THYXXeUYe 6.3 783

26 αredictionHofHαroteinHSecondaryHStructureHatHvighHoccuracyHUsingHaHqombinationHofH–anyHNeuralH
NetworksVHLectureiNotesiiniComputeriScienceTH2003THYYeUY__ 0.9 1

25 tromHlanosterolHtoHcholesterolhHstructuralHevolutionHandHdifferentialHeffectsHonHlipidHbilayersVH
BiophysicaliJournalTH2002THf_THYb_gUbb 2.9 208

24 wnsecticideUtreatedHbedHnetsHreduceHplasmaHantibodyHlevelsHandHlimitHtheHrepertoireHofHantibodiesHtoH
αlasmodiumHfalciparumHvariantHsurfaceHantigensVHVaccineiJournalTH2001THfTHY_fgUgY 18

23 αredictionHofHproteinHsecondaryHstructureHatHfXMHaccuracyVHProteins:iStructurewiFunctioniandi
BioinformaticsTH2000THbYTHYeU_X 4.2 96

22 αredictionHofHproteinHsecondaryHstructureHatHfXMHaccuracyH2000THbYTHYe 10

21 ₂ffUlatticeHmodelHforHtheHphaseHbehaviorHofHlipidUcholesterolHbilayersVHPhysicaliReviewiETH1999THcgTHcegXUfXa2.4 62

20 –odelHofHaHsubUmainHtransitionHinHphospholipidHbilayersVHBiochimicaiEtiBiophysicaiActaixi
BiomembranesTH1996THY_faTHYeXUd 3.8 17

19
γandomUlatticeHmodelsHandHsimulationHalgorithmsHforHtheHphaseHequilibriaHinHtwoUdimensionalH
condensedHsystemsHofHparticlesHwithHcoupledHinternalHandHtranslationalHdegreesHofHfreedomVH
PhysicaliReviewiETH1996THcbTHdffgUdgXc

2.4 30

18 –agneticHorderingHinHtheHthreeUdimensionalHsiteUdisorderedHveisenbergHmodelVHPhysicaliReviewiBTH
1996THcaTHabaUabg 3.3 19

(1996-2005)
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17 –agneticHorderingHinHtheHthreeUdimensionalHsiteHfrustratedHveisenbergHmodelVHJournaliofiAppliedi
PhysicsTH1994THedTHdaebUdaed 2.5

16 qombinedHassessmentHofH–vqHbindingHandHantigenHexpressionHimprovesHTHcellHepitopeHpredictions 1

15 Net–vqpanHbVXhHwmprovedHpeptideU–vqHclassHwHinteractionHpredictionsHintegratingHelutedHligandH
andHpeptideHbindingHaffinityHdata 16

14 vzoUclassHwwHspecificityHassessedHbyHhighUdensityHpeptideHmicroarrayHinteractions 1

13 oHsystematicTHunbiasedHmappingHofHqrfSHandHqrbSHTHcellHepitopesHinHYellowHteverHvaccinees 1

12 γobustHTHcellHimmunityHinHconvalescentHindividualsHwithHasymptomaticHorHmildHq₂VwrUYg 85

11 UtilizingHqomputationalH–achineHzearningHToolsHtoHUnderstandHwmmunogenicHpreadthHinHtheH
qontextHofHaHqrfHTUqellH–ediatedHvwVHγesponse 1

10 SoγSUqoVU_HgenomeUwideHmappingHofHqrfHTHcellHrecognitionHrevealsHstrongHimmunodominanceHandH
substantialHqrfHTHcellHactivationHinHq₂VwrUYgHpatients 1

9 Tqγ–atchhHαredictingHTUcellHreceptorHspecificityHbasedHonHsequenceHsimilarityHtoHpreviouslyH
characterizedHreceptors 1

8 qomputationalHToolsHforHtheHwdentificationHandHwnterpretationHofHSequenceH–otifsHinHwmmunopeptidomes 1

7 tootprintsHofHantigenHprocessingHboostH–vqHclassHwwHnaturalHligandHbindingHpredictions 1

6 NetSurfαU_VXhHimprovedHpredictionHofHproteinHstructuralHfeaturesHbyHintegratedHdeepHlearning 8

5 NetTqγhHsequenceUbasedHpredictionHofHTqγHbindingHtoHpeptideU–vqHcomplexesHusingHconvolutionalH
neuralHnetworks 37

4 NNolign_–oiHsemiUsupervisedH–vqHpeptidomeHdeconvolutionHforHaccurateHcharacterizationHofH–vqH
bindingHmotifsHandHimprovedHTHcellHepitopeHprediction 3

3 penchmarkingHpredictionsHofH–vqHclassHwHrestrictedHTHcellHepitopes 5

2 wmprovedHpredictionHofH–vqHwwHantigenHpresentationHthroughHintegrationHandHmotifHdeconvolutionH
ofHmassHspectrometryH–vqHelutedHligandHdata 2

1 wmprovedHpredictionHofHpovineHzeucocyteHontigensHPpozoQHpresentedHligandsHbyHuseHofH–SHelutedH
ligandsHandHinUvitroHbindingHdataiHimpactHforHtheHidentificationHTHcellHepitopes 2
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