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n Paper IF Citations

177 zeepNMutationalNScanningNofNSwRSbyoVbgNReceptorNxindingNzomainNRevealsNyonstraintsNonNFoldingN
andNwyEgNxindingcNCellaN2020aNfngaNfgokbfhfecege 56.2 935

176 ProteinNstabilityNpromotesNevolvabilitycNProceedingsiofitheiNationaliAcademyiofiSciencesiofithei
UnitediStatesiofiAmericaaN2006aNfehaNknlobmi 11.5 812

175 WhyNhighlyNexpressedNproteinsNevolveNslowlycNProceedingsiofitheiNationaliAcademyiofiSciencesiofithei
UnitediStatesiofiAmericaaN2005aNfegaNfihhnbih 11.5 590

174 yomprehensiveNmappingNofNmutationsNinNtheNSwRSbyoVbgNreceptorbbindingNdomainNthatNaffectN
recognitionNbyNpolyclonalNhumanNplasmaNantibodiescNCelliHostiandiMicrobeaN2021aNgoaNilhbimlcel 23.4 569

173 yompleteNMappingNofNMutationsNtoNtheNSwRSbyoVbgNSpikeNReceptorbxindingNzomainNthatNEscapeN
wntibodyNRecognitioncNCelliHostiandiMicrobeaN2021aNgoaNiibkmceo 23.4 525

172 PermissiveNsecondaryNmutationsNenableNtheNevolutionNofNinfluenzaNoseltamivirNresistancecNScienceaN
2010aNhgnaNfgmgbk 33.3 478

171 ProspectiveNmappingNofNviralNmutationsNthatNescapeNantibodiesNusedNtoNtreatNyOVIzbfocNScienceaN
2021aNhmfaNnkebnki 33.3 395

170 ProtocolNandNReagentsNforNPseudotypingNLentiviralNParticlesNwithNSwRSbyoVbgNSpikeNProteinNforN
NeutralizationNwssayscNVirusesaN2020aNfgaN 6.2 360

169 NeutralizingNwntibodiesNyorrelateNwithNProtectionNfromNSwRSbyoVbgNinNHumansNduringNaNFisheryN
VesselNOutbreakNwithNaNHighNwttackNRatecNJournaliofiClinicaliMicrobiologyaN2020aNknaN 9.7 320

168 InNtheNlightNofNdirectedNevolutionpNpathwaysNofNadaptiveNproteinNevolutioncNProceedingsiofithei
NationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2009aNfelNSupplNfaNoookbfeeee 11.5 315

167 EvolvingNstrategiesNforNenzymeNengineeringcNCurrentiOpinioniiniStructuraliBiologyaN2005aNfkaNiimbkg 8.1 273

166 ThermodynamicNpredictionNofNproteinNneutralitycNProceedingsiofitheiNationaliAcademyiofiSciencesiofi
theiUnitediStatesiofiAmericaaN2005aNfegaNlelbff 11.5 272

165 StabilitybmediatedNepistasisNconstrainsNtheNevolutionNofNanNinfluenzaNproteincNELifeaN2013aNgaNeeelhf 8.9 220

164 yompleteNmapNofNSwRSbyoVbgNRxzNmutationsNthatNescapeNtheNmonoclonalNantibodyNLYbyoVkkkNandN
itsNcocktailNwithNLYbyoVeflcNCelliReportsiMedicineaN2021aNgaNfeegkk 18 205

163 SpreadNofNaNSwRSbyoVbgNvariantNthroughNEuropeNinNtheNsummerNofNgegecNNatureaN2021aNkokaNmembmfg 50.4 168

162
PotentialNantigenicNexplanationNforNatypicalNHfNfNinfectionsNamongNmiddlebagedNadultsNduringNtheN
gefhbgefiNinfluenzaNseasoncNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofi
AmericaaN2014aNfffaNfkmonbneh

11.5 159

161 EmergenceNandNspreadNofNaNSwRSbyoVbgNvariantNthroughNEuropeNinNtheNsummerNofNgegeN2021aN 142
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160 StructuralNdeterminantsNofNtheNrateNofNproteinNevolutionNinNyeastcNMoleculariBiologyiandiEvolutionaN
2006aNghaNfmkfblf 8.3 138

159 TheNinterfaceNofNproteinNstructureaNproteinNbiophysicsaNandNmolecularNevolutioncNProteiniScienceaN
2012aNgfaNmlobnk 6.3 136

158 TheNinherentNmutationalNtoleranceNandNantigenicNevolvabilityNofNinfluenzaNhemagglutinincNELifeaN
2014aNhaN 8.9 132

157 NeutralNgeneticNdriftNcanNalterNpromiscuousNproteinNfunctionsaNpotentiallyNaidingNfunctionalN
evolutioncNBiologyiDirectaN2007aNgaNfm 7.2 125

156 wNdiverseNfamilyNofNthermostableNcytochromeNPikesNcreatedNbyNrecombinationNofNstabilizingN
fragmentscNNatureiBiotechnologyaN2007aNgkaNfekfbl 44.5 124

155 wccurateNMeasurementNofNtheNEffectsNofNwllNwminobwcidNMutationsNonNInfluenzaNHemagglutinincN
VirusesaN2016aNnaN 6.2 122

154 ExtremeNheterogeneityNofNinfluenzaNvirusNinfectionNinNsingleNcellscNELifeaN2018aNmaN 8.9 122

153 ThermodynamicsNofNneutralNproteinNevolutioncNGeneticsaN2007aNfmkaNgkkbll 4 120

152 zynamicsNofNNeutralizingNwntibodyNTitersNinNtheNMonthsNwfterNSevereNwcuteNRespiratoryNSyndromeN
yoronavirusNgNInfectioncNJournaliofiInfectiousiDiseasesaN2021aNgghaNfombgek 7 119

151 SwRSbyoVbgNRxzNantibodiesNthatNmaximizeNbreadthNandNresistanceNtoNescapecNNatureaN2021aNkomaNombfeg 50.4 118

150 wnNexperimentallyNdeterminedNevolutionaryNmodelNdramaticallyNimprovesNphylogeneticNfitcN
MoleculariBiologyiandiEvolutionaN2014aNhfaNfoklbmn 8.3 116

149 StructurebguidedNrecombinationNcreatesNanNartificialNfamilyNofNcytochromesNPikecNPLoSiBiologyaN
2006aNiaNeffg 9.7 116

148 MappingNmutationsNtoNtheNSwRSbyoVbgNRxzNthatNescapeNbindingNbyNdifferentNclassesNofNantibodiescN
NatureiCommunicationsaN2021aNfgaNifol 17.4 106

147 MucinNbiopolymersNasNbroadbspectrumNantiviralNagentscNBiomacromoleculesaN2012aNfhaNfmgibhg 6.9 104

146 wpparentNdependenceNofNproteinNevolutionaryNrateNonNnumberNofNinteractionsNisNlinkedNtoNbiasesNinN
proteinbproteinNinteractionsNdataNsetscNBMCiEvolutionaryiBiologyaN2003aNhaNgf 3 104

145 EstimatingNtheNfitnessNadvantageNconferredNbyNpermissiveNneuraminidaseNmutationsNinNrecentN
oseltamivirbresistantNwVHfNfWpdmeoNinfluenzaNvirusescNPLoSiPathogensaN2014aNfeaNefeeielk 7.6 97

144 yomprehensiveNmappingNofNmutationsNtoNtheNSwRSbyoVbgNreceptorbbindingNdomainNthatNaffectN
recognitionNbyNpolyclonalNhumanNserumNantibodies 97

143 xroadNsarbecovirusNneutralizationNbyNaNhumanNmonoclonalNantibodycNNatureaN2021aNkomaNfehbfen 50.4 94

(2021-2006)
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142 wNhumanNcoronavirusNevolvesNantigenicallyNtoNescapeNantibodyNimmunitycNPLoSiPathogensaN2021aNfmaNefeeoikh7.6 93

141 MutationalNeffectsNonNstabilityNareNlargelyNconservedNduringNproteinNevolutioncNProceedingsiofithei
NationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2013aNffeaNgfemfbl 11.5 90

140 ParallelNevolutionNofNinfluenzaNacrossNmultipleNspatiotemporalNscalescNELifeaN2017aNlaN 8.9 89

139 xroadNprotectionNagainstNinfluenzaNinfectionNbyNvectoredNimmunoprophylaxisNinNmicecNNaturei
BiotechnologyaN2013aNhfaNlimbkg 44.5 88

138 yomputationalNdesignNofNtrimericNinfluenzabneutralizingNproteinsNtargetingNtheNhemagglutininN
receptorNbindingNsitecNNatureiBiotechnologyaN2017aNhkaNllmblmf 44.5 84

137 TheNelongationNofNyeastNprionNfibersNinvolvesNseparableNstepsNofNassociationNandNconversioncN
ProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN2004aNfefaNggnmbog 11.5 81

136 StabilityNandNtheNevolvabilityNofNfunctionNinNaNmodelNproteincNBiophysicaliJournalaN2004aNnlaNgmknbli 2.9 80

135 xidirectionalNamyloidNfiberNgrowthNforNaNyeastNprionNdeterminantcNCurrentiBiologyaN2001aNffaNhllbo 6.3 80

134 yompleteNmappingNofNviralNescapeNfromNneutralizingNantibodiescNPLoSiPathogensaN2017aNfhaNefeelgmf 7.6 80

133
zeepNmutationalNscanningNofNhemagglutininNhelpsNpredictNevolutionaryNfatesNofNhumanNHhNgN
influenzaNvariantscNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaaN
2018aNffkaNEngmlbEngnk

11.5 79

132 EvolutionNfavorsNproteinNmutationalNrobustnessNinNsufficientlyNlargeNpopulationscNBMCiBiologyaN2007
aNkaNgo 7.3 79

131 HowNsingleNmutationsNaffectNviralNescapeNfromNbroadNandNnarrowNantibodiesNtoNHfNinfluenzaN
hemagglutinincNNatureiCommunicationsaN2018aNoaNfhnl 17.4 74

130 wntibodiesNelicitedNbyNmRNwbfgmhNvaccinationNbindNmoreNbroadlyNtoNtheNreceptorNbindingNdomainN
thanNdoNthoseNfromNSwRSbyoVbgNinfectioncNScienceiTranslationaliMedicineaN2021aNfhaN 17.5 74

129 SoftwareNforNtheNanalysisNandNvisualizationNofNdeepNmutationalNscanningNdatacNBMCiBioinformaticsaN
2015aNflaNfln 3.6 72

128 GeneticNandNstructuralNbasisNforNSwRSbyoVbgNvariantNneutralizationNbyNaNtwobantibodyNcocktailcN
NatureiMicrobiologyaN2021aNlaNfghhbfgii 26.6 72

127 wNframeworkNforNexhaustivelyNmappingNfunctionalNmissenseNvariantscNMoleculariSystemsiBiologyaN
2017aNfhaNokm 12.2 69

126 wntibodyNLineagesNwithNVaccinebInducedNwntigenbxindingNHotspotsNzevelopNxroadNHIVN
NeutralizationcNCellaN2019aNfmnaNklmbknicefo 56.2 64

125 yonsensusNproteinNdesignNwithoutNphylogeneticNbiascNJournaliofiMoleculariBiologyaN2010aNhooaNkifbl 6.5 62
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124 SitebSpecificNwminoNwcidNPreferencesNwreNMostlyNyonservedNinNTwoNyloselyNRelatedNProteinN
HomologscNMoleculariBiologyiandiEvolutionaN2015aNhgaNgoiible 8.3 60

123 ExperimentalNEstimationNofNtheNEffectsNofNwllNwminobwcidNMutationsNtoNHIVUsNEnvelopeNProteinNonN
ViralNReplicationNinNyellNyulturecNPLoSiPathogensaN2016aNfgaNefeelffi 7.6 57

122 WithinbHostNEvolutionNofNHumanNInfluenzaNViruscNTrendsiiniMicrobiologyaN2018aNglaNmnfbmoh 12.4 55

121 wNmutantNinfluenzaNvirusNthatNusesNanNNfNneuraminidaseNasNtheNreceptorbbindingNproteincNJournaliofi
VirologyaN2013aNnmaNfgkhfbie 6.6 55

120 yomprehensiveNMappingNofNHIVbfNEscapeNfromNaNxroadlyNNeutralizingNwntibodycNCelliHostiandi
MicrobeaN2017aNgfaNmmmbmnmcei 23.4 51

119 SinglebyellNVirusNSequencingNofNInfluenzaNInfectionsNThatNTriggerNInnateNImmunitycNJournaliofi
VirologyaN2019aNohaN 6.6 51

118 yooperationNbetweenNdistinctNviralNvariantsNpromotesNgrowthNofNHhNgNinfluenzaNinNcellNculturecN
ELifeaN2016aNkaNefhomi 8.9 51

117 InferringNstabilizingNmutationsNfromNproteinNphylogeniespNapplicationNtoNinfluenzaNhemagglutinincN
PLoSiComputationaliBiologyaN2009aNkaNefeeehio 5 50

116 MappingNmutationalNeffectsNalongNtheNevolutionaryNlandscapeNofNHIVNenvelopecNELifeaN2018aNmaN 8.9 50

115 RestrictionNofNHIVbfNEscapeNbyNaNHighlyNxroadNandNPotentNNeutralizingNwntibodycNCellaN2020aNfneaNimfbinocegg56.2 47

114 MappingNpersonbtobpersonNvariationNinNviralNmutationsNthatNescapeNpolyclonalNserumNtargetingN
influenzaNhemagglutinincNELifeaN2019aNnaN 8.9 47

113 EpistaticallyNinteractingNsubstitutionsNareNenrichedNduringNadaptiveNproteinNevolutioncNPLoSiGenetics
aN2014aNfeaNefeeihgn 6 46

112 ImprovingNpandemicNinfluenzaNriskNassessmentcNELifeaN2014aNhaNeehnnh 8.9 45

111 ProtocolNandNreagentsNforNpseudotypingNlentiviralNparticlesNwithNSwRSbyoVbgNSpikeNproteinNforN
neutralizationNassays 45

110 SerologicalNidentificationNofNSwRSbyoVbgNinfectionsNamongNchildrenNvisitingNaNhospitalNduringNtheN
initialNSeattleNoutbreakcNNatureiCommunicationsaN2020aNffaNihmn 17.4 45

109 wnNwntigenicNwtlasNofNHIVbfNEscapeNfromNxroadlyNNeutralizingNwntibodiesNzistinguishesNFunctionalN
andNStructuralNEpitopescNImmunityaN2019aNkeaNkgebkhgceh 32.3 42

108 IdentificationNofNpositiveNselectionNinNgenesNisNgreatlyNimprovedNbyNusingNexperimentallyNinformedN
sitebspecificNmodelscNBiologyiDirectaN2017aNfgaNf 7.2 40

107 InvestigateNtheNoriginsNofNyOVIzbfocNScienceaN2021aNhmgaNloi 33.3 39

(2021-2015)
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106 EvolutionaryNrateNdependsNonNnumberNofNproteinbproteinNinteractionsNindependentlyNofNgeneN
expressionNlevelpNresponsecNBMCiEvolutionaryiBiologyaN2004aNiaNfi 3 38

105 wNcomputationalbexperimentalNapproachNidentifiesNmutationsNthatNenhanceNsurfaceNexpressionNofN
anNoseltamivirbresistantNinfluenzaNneuraminidasecNPLoSiONEaN2011aNlaNegggef 3.7 38

104 zeepNmutationalNscanningNidentifiesNsitesNinNinfluenzaNnucleoproteinNthatNaffectNviralNinhibitionNbyN
MxwcNPLoSiPathogensaN2017aNfhaNefeelgnn 7.6 38

103 zynamicsNofNneutralizingNantibodyNtitersNinNtheNmonthsNafterNSwRSbyoVbgNinfection 38

102 PredictingNtheNtoleranceNofNproteinsNtoNrandomNaminoNacidNsubstitutioncNBiophysicaliJournalaN2005aN
noaNhmfibge 2.9 36

101 TheNglobalNspreadNofNdrugbresistantNinfluenzacNJournaliofitheiRoyaliSocietyiInterfaceaN2012aNoaNlinbkl 4.1 34

100 ProspectiveNmappingNofNviralNmutationsNthatNescapeNantibodiesNusedNtoNtreatNyOVIzbfoN2020aN 34

99 ElicitationNofNbroadlyNprotectiveNsarbecovirusNimmunityNbyNreceptorbbindingNdomainNnanoparticleN
vaccinescNCellaN2021aNfniaNkihgbkiimcefl 56.2 34

98 zeepNmutationalNscanningNofNSwRSbyoVbgNreceptorNbindingNdomainNrevealsNconstraintsNonNfoldingN
andNwyEgNbindingN2020aN 33

97 yompleteNmappingNofNmutationsNtoNtheNSwRSbyoVbgNspikeNreceptorbbindingNdomainNthatNescapeN
antibodyNrecognitionN2020aN 32

96 PositiveNSelectionNinNyznZNTbyellNEpitopesNofNInfluenzaNVirusNNucleoproteinNRevealedNbyNaN
yomparativeNwnalysisNofNHumanNandNSwineNViralNLineagescNJournaliofiVirologyaN2015aNnoaNffgmkbnh 6.6 30

95 zeterminantsNofNZikaNvirusNhostNtropismNuncoveredNbyNdeepNmutationalNscanningcNNaturei
MicrobiologyaN2019aNiaNnmlbnnm 26.6 29

94 LinkingNinfluenzaNvirusNevolutionNwithinNandNbetweenNhumanNhostscNVirusiEvolutionaN2020aNlaNveaaefe 3.7 29

93 GeneticNandNstructuralNbasisNforNrecognitionNofNSwRSbyoVbgNspikeNproteinNbyNaNtwobantibodyNcocktailN
2021aN 28

92 yompleteNmapNofNSwRSbyoVbgNRxzNmutationsNthatNescapeNtheNmonoclonalNantibodyNLYbyoVkkkNandN
itsNcocktailNwithNLYbyoVeflN2021aN 28

91 yompleteNfunctionalNmappingNofNinfectionbNandNvaccinebelicitedNantibodiesNagainstNtheNfusionN
peptideNofNHIVcNPLoSiPathogensaN2018aNfiaNefeemfko 7.6 27

90 ProbingNtheNroleNofNPrPNrepeatsNinNconformationalNconversionNandNamyloidNassemblyNofNchimericN
yeastNprionscNJournaliofiBiologicaliChemistryaN2007aNgngaNhigeibfg 5.4 27

89 MutationalNescapeNfromNtheNpolyclonalNantibodyNresponseNtoNSwRSbyoVbgNinfectionNisNlargelyNshapedN
byNaNsingleNclassNofNantibodiesN2021aN 27
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88 NeutralizingNantibodiesNcorrelateNwithNprotectionNfromNSwRSbyoVbgNinNhumansNduringNaNfisheryN
vesselNoutbreakNwithNhighNattackNrateN2020aN 26

87 wnNexperimentallyNinformedNevolutionaryNmodelNimprovesNphylogeneticNfitNtoNdivergentNlactamaseN
homologscNMoleculariBiologyiandiEvolutionaN2014aNhfaNgmkhblo 8.3 24

86 pNInteractiveNvisualizationNtoolNforNdeepNmutationalNscanningNdatacNJournaliofiOpeniSourceiSoftwareaN
2020aNkaN 5.2 24

85 yomprehensiveNmappingNofNadaptationNofNtheNavianNinfluenzaNpolymeraseNproteinNPxgNtoNhumanscN
ELifeaN2019aNnaN 8.9 24

84 wntibodybmediatedNbroadNsarbecovirusNneutralizationNthroughNwyEgNmolecularNmimicryccNScienceaN
2022aNhmkaNeabmnfih 33.3 23

83 ReconcilingNdisparateNestimatesNofNviralNgeneticNdiversityNduringNhumanNinfluenzaNinfectionscNNaturei
GeneticsaN2019aNkfaNfgonbfhef 36.3 22

82 zifferentNgeneticNbarriersNforNresistanceNtoNHwNstemNantibodiesNinNinfluenzaNHhNandNHfNvirusescN
ScienceaN2020aNhlnaNfhhkbfhie 33.3 22

81 yooperatingNHhNgNInfluenzaNVirusNVariantsNwreNNotNzetectableNinNPrimaryNylinicalNSamplescN
MSphereaN2018aNhaN 5 21

80 wyEgNbindingNisNanNancestralNandNevolvableNtraitNofNsarbecovirusesccNNatureaN2022aN 50.4 19

79 EstimatingNtheNfrequencyNofNmultipletsNinNsinglebcellNRNwNsequencingNfromNcellbmixingNexperimentscN
PeerJaN2018aNlaNekkmn 3.1 17

78 wNhumanNcoronavirusNevolvesNantigenicallyNtoNescapeNantibodyNimmunity 17

77 yomprehensiveNprofilingNofNtranslationNinitiationNinNinfluenzaNvirusNinfectedNcellscNPLoSiPathogensaN
2019aNfkaNefeemkfn 7.6 16

76 SeraNfromNIndividualsNwithNNarrowlyNFocusedNInfluenzaNVirusNwntibodiesNRapidlyNSelectNViralNEscapeN
MutationscNJournaliofiVirologyaN2018aNogaN 6.6 15

75 phydmspNsoftwareNforNphylogeneticNanalysesNinformedNbyNdeepNmutationalNscanningcNPeerJaN2017aNkaNehlkm3.1 14

74 StructuralNbasisNforNbroadNsarbecovirusNneutralizationNbyNaNhumanNmonoclonalNantibodyN2021aN 14

73 zestabilizedNadaptiveNinfluenzaNvariantsNcriticalNforNinnateNimmuneNsystemNescapeNareNpotentiatedN
byNhostNchaperonescNPLoSiBiologyaN2018aNflaNeheeeeen 9.7 14

72 InfluenzaNvirusesNwithNreceptorbbindingNNfNneuraminidasesNoccurNsporadicallyNinNseveralNlineagesN
andNshowNnoNattenuationNinNcellNcultureNorNmicecNJournaliofiVirologyaN2015aNnoaNhmhmbik 6.6 13

71 zeepNMutationalNScanningNyomprehensivelyNMapsNHowNZikaNEnvelopeNProteinNMutationsNwffectN
ViralNGrowthNandNwntibodyNEscapecNJournaliofiVirologyaN2019aNohaN 6.6 12

(2019-2020)
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70 ElicitationNofNbroadlyNprotectiveNsarbecovirusNimmunityNbyNreceptorbbindingNdomainNnanoparticleN
vaccinesN2021aN 12

69 wntibodiesNtoNtheNSwRSbyoVbgNreceptorbbindingNdomainNthatNmaximizeNbreadthNandNresistanceNtoN
viralNescapeN2021aN 12

68 zeepNMutationalNScanNofNtheNHighlyNyonservedNInfluenzaNwNVirusNMfNMatrixNProteinNRevealsN
SubstantialNIntrinsicNMutationalNTolerancecNJournaliofiVirologyaN2019aNohaN 6.6 11

67 EnhancedNERNproteostasisNandNtemperatureNdifferentiallyNimpactNtheNmutationalNtoleranceNofN
influenzaNhemagglutinincNELifeaN2018aNmaN 8.9 11

66 TheNSwRSbyoVbgNmRNwbfgmhNvaccineNelicitsNmoreNRxzbfocusedNneutralizationaNbutNwithNbroaderN
antibodyNbindingNwithinNtheNRxzN2021aN 11

65 wnNantibodybescapeNcalculatorNforNmutationsNtoNtheNSwRSbyoVbgNreceptorbbindingNdomaincN2021aN 10

64 wyEgNbindingNisNanNancestralNandNevolvableNtraitNofNsarbecoviruses 10

63 IdentificationNofNwntibodiesNTargetingNtheNHhNgNHemagglutininNReceptorNxindingNSiteNfollowingN
VaccinationNofNHumanscNCelliReportsaN2019aNgoaNiilebiimecen 10.6 10

62 ModelingNsitebspecificNaminobacidNpreferencesNdeepensNphylogeneticNestimatesNofNviralNsequenceN
divergencecNVirusiEvolutionaN2018aNiaNveyehh 3.7 10

61 SelectionNanalysisNidentifiesNclustersNofNunusualNmutationalNchangesNinNOmicronNlineageNxwcfNthatN
likelyNimpactNSpikeNfunctionccNMoleculariBiologyiandiEvolutionaN2022aN 8.3 10

60 SerologicalNidentificationNofNSwRSbyoVbgNinfectionsNamongNchildrenNvisitingNaNhospitalNduringNtheN
initialNSeattleNoutbreakN2020aN 9

59 wttenuatedNInfluenzaNVirionsNExpressingNtheNSwRSbyoVbgNReceptorbxindingNzomainNInduceN
NeutralizingNwntibodiesNinNMicecNVirusesaN2020aNfgaN 6.2 9

58 SelectionNanalysisNidentifiesNunusualNclusteredNmutationalNchangesNinNOmicronNlineageNxwcfNthatN
likelyNimpactNSpikeNfunctioncN2022aN 8

57 MassivelyNParallelNProfilingNofNHIVbfNResistanceNtoNtheNFusionNInhibitorNEnfuvirtidecNVirusesaN2019aNffaN 6.2 7

56 wNSwRSbyoVbgNvariantNelicitsNanNantibodyNresponseNwithNaNshiftedNimmunodominanceNhierarchyccN
PLoSiPathogensaN2022aNfnaNefefegin 7.6 7

55 xroadlyNneutralizingNantibodiesNtargetNaNhemagglutininNanchorNepitopeccNNatureaN2021aN 50.4 7

54 wuthorNresponsepNMappingNpersonbtobpersonNvariationNinNviralNmutationsNthatNescapeNpolyclonalN
serumNtargetingNinfluenzaNhemagglutininN2019aN 7

53 wntibodybmediatedNbroadNsarbecovirusNneutralizationNthroughNwyEgNmolecularNmimicryN2021aN 7
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52 wccurateNmeasurementNofNtheNeffectsNofNallNaminobacidNmutationsNtoNinfluenzaNhemagglutinin 7

51 StabilizationNofNtheNSwRSbyoVbgNSpikeNReceptorbxindingNzomainNUsingNzeepNMutationalNScanningN
andNStructurebxasedNzesigncNFrontiersiiniImmunologyaN2021aNfgaNmfeglh 8.4 7

50 zefiningNtheNriskNofNSwRSbyoVbgNvariantsNonNimmuneNprotectionccNNatureaN2022aN 50.4 7

49 alignparsepNwNPythonNpackageNforNparsingNcomplexNfeaturesNfromNhighbthroughputNlongbreadN
sequencingcNJournaliofiOpeniSourceiSoftwareaN2019aNiaN 5.2 6

48 SinglebcellNvirusNsequencingNofNinfluenzaNinfectionsNthatNtriggerNinnateNimmunity 6

47 PhagebzMSpNwNyomprehensiveNMethodNforNFineNMappingNofNwntibodyNEpitopescNIScienceaN2020aNghaNfeflgg6.1 6

46 RecoveryNofNzeletedNzeepNSequencingNzataNShedsNMoreNLightNonNtheNEarlyNWuhanNSwRSbyoVbgN
EpidemiccNMoleculariBiologyiandiEvolutionaN2021aNhnaNkgffbkggi 8.3 6

45 ShiftingNmutationalNconstraintsNinNtheNSwRSbyoVbgNreceptorbbindingNdomainNduringNviralNevolution 6

44 wuthorNresponsepNExtremeNheterogeneityNofNinfluenzaNvirusNinfectionNinNsingleNcellsN2018aN 5

43 wNSwRSbyoVbgNvariantNelicitsNanNantibodyNresponseNwithNaNshiftedNimmunodominanceNhierarchyN2021
aN 5

42 MappingNpersonbtobpersonNvariationNinNviralNmutationsNthatNescapeNpolyclonalNserumNtargetingN
influenzaNhemagglutinin 5

41 IdentificationNofNpositiveNselectionNinNgenesNisNgreatlyNimprovedNbyNusingNexperimentallyNinformedN
sitebspecificNmodels 5

40 NeutralizingNMonoclonalNwntibodiesNThatNTargetNtheNSpikeNReceptorNxindingNzomainNyonferNFcN
ReceptorbIndependentNProtectionNagainstNSwRSbyoVbgNInfectionNinNSyrianNHamsterscNMBioaN2021aNfgaNeeghokgf7.8 5

39 WhenNtwoNareNbetterNthanNonepNModelingNtheNmechanismsNofNantibodyNmixturescNPLoSi
ComputationaliBiologyaN2020aNflaNefeemnhe 5 4

38 wntibodyNNeutralizationNofNanNInfluenzaNVirusNthatNUsesNNeuraminidaseNforNReceptorNxindingcN
VirusesaN2020aNfgaN 6.2 4

37 zeepNmutationalNscanningNofNhemagglutininNhelpsNpredictNevolutionaryNfatesNofNhumanNHhNgN
influenzaNvariants 4

36 yellbyultureNwdaptationNofNHhNgNInfluenzaNVirusNImpactsNwcidNStabilityNandNReducesNwirborneN
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