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517 oombinedIcovalentVelectrostaticImodelIofIhydrogenIbondingIimprovesIstructureIpredictionIwithI
 osettaWIJournaldofdChemicaldTheorydanddComputationUI2015UIZZUIbYeV[[ 6.4 163

516 ÅtructuralIbasisIforIscaffoldingVmediatedIassemblyIandImaturationIofIaIdspzmIvirusWIProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2011UIZYdUIZ]aaVbY 11.5 162

515 αheIroleIofIproIregionsIinIproteinIfoldingWICurrentdOpiniondindCelldBiologyUI1993UIaUIebbVcY 9 160
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514 ÅtructureIpredictionIforIomÅ}cItargetsIusingIextensiveIallVatomIrefinementIwithI osettalhomeWI
Proteins:dStructurerdFunctiondanddBioinformaticsUI2007UIbeIÅupplIdUIZZdV[d 4.2 158

513 qxploringItheIrepeatIproteinIuniverseIthroughIcomputationalIproteinIdesignWINatureUI2015UIa[dUIadYV_ 50.4 156

512 peInovoIdesignIofIaIfluorescenceVactivatingI˛†VbarrelWINatureUI2018UIabZUI_daV_eZ 50.4 156

511 mIconservedIstructuralImotifImediatesIformationIofItheIperiplasmicIringsIinItheItypeIuuuIsecretionI
systemWINaturedStructuraldanddMoleculardBiologyUI2009UIZbUI_bdVcb 17.6 154

510 peInovoIdeterminationIofIproteinIbackboneIstructureIfromIresidualIdipolarIcouplingsIusingI
 osettaWIJournaldofdthedAmericandChemicaldSocietyUI2002UIZ[_UI[c[]Ve 16.4 153

509 ohainIcollapseIcanIoccurIconcomitantlyIwithItheIrateVlimitingIstepIinIproteinIfoldingWINatured
StructuraldBiologyUI1999UIbUIaa_Vb 153

508 }roteinVpzmIbindingIspecificityIpredictionsIwithIstructuralImodelsWINucleicdAcidsdResearchUI2005UI]]UIacdZVed20.1 152

507 }rospectsIforIabIinitioIproteinIstructuralIgenomicsWIJournaldofdMoleculardBiologyUI2001UI]YbUIZZeZVe 6.5 152

506 peInovoIdesignIofIaIfourVfoldIsymmetricIαuyVbarrelIproteinIwithIatomicVlevelIaccuracyWINatured
ChemicaldBiologyUI2016UIZ[UI[eV]_ 11.7 151

505
peterminationIofIsolutionIstructuresIofIproteinsIupItoI_YIkpaIusingIoÅV osettaIwithIsparseIzy I
dataIfromIdeuteratedIsamplesWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesd
ofdAmericaUI2012UIZYeUIZYdc]Vd

11.5 151

504 ÅelectiveItargetingIofIengineeredIαIcellsIusingIorthogonalIuxV[IcytokineVreceptorIcomplexesWI
ScienceUI2018UI]aeUIZY]cVZY_[ 33.3 149

503 ooupledIpredictionIofIproteinIsecondaryIandItertiaryIstructureWIProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2003UIZYYUIZ[ZYaVZY 11.5 148

502  ealisticIproteinVproteinIassociationIratesIfromIaIsimpleIdiffusionalImodelIneglectingIlongVrangeI
interactionsUIfreeIenergyIbarriersUIandIlandscapeIruggednessWIProteindScienceUI2004UIZ]UIZbbYVe 6.3 147

501 wineticsIofIfoldingIofItheIugsIbindingIdomainIofIpeptostreptococcalIproteinIxWIBiochemistryUI1997UI
]bUI]]c]Vd[ 3.2 144

500 }redictionIofItheIstructureIofIsymmetricalIproteinIassembliesWIProceedingsdofdthedNationaldAcademyd
ofdSciencesdofdthedUniteddStatesdofdAmericaUI2007UIZY_UIZcbabVbZ 11.5 142

499  osettaIpredictionsIinIomÅ}afIsuccessesUIfailuresUIandIprospectsIforIcompleteIautomationWIProteins:d
StructurerdFunctiondanddBioinformaticsUI2003UIa]IÅupplIbUI_acVbd 4.2 142

498 yodelingIsymmetricImacromolecularIstructuresIinI osetta]WIPLoSdONEUI2011UIbUIe[Y_aY 3.7 142

497 mIdeInovoIproteinIbindingIpairIbyIcomputationalIdesignIandIdirectedIevolutionWIMoleculardCellUI
2011UI_[UI[aYVbY 17.6 141
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496 mnIimprovedIproteinIdecoyIsetIforItestingIenergyIfunctionsIforIproteinIstructureIpredictionWI
Proteins:dStructurerdFunctiondanddBioinformaticsUI2003UIa]UIcbVdc 4.2 140

495 ÅpatiallyIlocalizedIrhomboidIisIrequiredIforIestablishmentIofItheIdorsalVventralIaxisIinIprosophilaI
oogenesisWICellUI1993UIc]UIea]Vba 56.2 139

494
}hysicallyIrealisticIhomologyImodelsIbuiltIwithI {ÅqααmIcanIbeImoreIaccurateIthanItheirI
templatesWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2006UI
ZY]UIa]bZVb

11.5 138

493 peInovoIproteinIstructureIdeterminationIusingIsparseIzy IdataWIJournaldofdBiomoleculardNMRUI
2000UIZdUI]ZZVd 3 138

492 yatchingItheoryIandIexperimentIinIproteinIfoldingWICurrentdOpiniondindStructuraldBiologyUI1999UIeUIZdeVeb8.1 138

491 }roteinItransportItoItheIvacuoleIandIreceptorVmediatedIendocytosisIbyIclathrinIheavyI
chainVdeficientIyeastWIJournaldofdCelldBiologyUI1988UIZYbUIZ_a]VbZ 7.3 138

490 umprovedIlowVresolutionIcrystallographicIrefinementIwithI}henixIandI osettaWINaturedMethodsUI
2013UIZYUIZZY[V_ 21.6 137

489 qmergenceIofIsymmetryIinIhomooligomericIbiologicalIassembliesWIProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2008UIZYaUIZbZ_dVa[ 11.5 133

488 {ptimizationIofItheIinVsilicoVdesignedIkempIeliminaseIwqcYIbyIcomputationalIdesignIandIdirectedI
evolutionWIJournaldofdMoleculardBiologyUI2011UI_YcUI]eZV_Z[ 6.5 132

487 qvolutionaryIoptimizationIofIcomputationallyIdesignedIenzymesfIwempIeliminasesIofItheIwqYcI
seriesWIJournaldofdMoleculardBiologyUI2010UI]ebUIZY[aV_[ 6.5 132

486 peInovoIproteinIstructureIdeterminationIfromInearVatomicVresolutionIcryoVqyImapsWINatured
MethodsUI2015UIZ[UI]]aVd 21.6 131

485 seneralizedIfragmentIpickingIinI osettafIdesignUIprotocolsIandIapplicationsWIPLoSdONEUI2011UIbUIe[][e_ 3.7 131

484 }rogressIandIchallengesIinIhighVresolutionIrefinementIofIproteinIstructureImodelsWIProteins:d
StructurerdFunctiondanddBioinformaticsUI2005UIaeUIZaV[e 4.2 130

483 megaαmxsfIaIrareVcleavingInucleaseIarchitectureIforItherapeuticIgenomeIengineeringWINucleicdAcidsd
ResearchUI2014UI_[UI[aeZVbYZ 20.1 128

482 mnIexcitingIbutIchallengingIroadIaheadIforIcomputationalIenzymeIdesignWIProteindScienceUI2010UIZeUIZdZcVe6.3 128

481 ÅimultaneousIpredictionIofIproteinIfoldingIandIdockingIatIhighIresolutionWIProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2009UIZYbUIZdecdVd] 11.5 127

480 αheIstructureIofIaIreceptorIwithItwoIassociatingItransmembraneIdomainsIonItheIcellIsurfacefI
integrinIalphauubbeta]WIMoleculardCellUI2009UI]_UI[]_V_e 17.6 127

479  obustIdesignIandIoptimizationIofIretroaldolIenzymesWIProteindScienceUI2012UI[ZUIcZcV[b 6.3 125
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478 }redictionIofImembraneIproteinIstructuresIwithIcomplexItopologiesIusingIlimitedIconstraintsWI
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2009UIZYbUIZ_YeVZ_ 11.5 125

477 yolecularIdynamicsIinItheIendgameIofIproteinIstructureIpredictionWIJournaldofdMoleculardBiologyUI
2001UI]Z]UI_ZcV]Y 6.5 123

476 nioluminescentIsensorIproteinsIforIpointVofVcareItherapeuticIdrugImonitoringWINaturedChemicald
BiologyUI2014UIZYUIaedVbY] 11.7 122

475 αheIacidicItranscriptionIactivatorIscn_IbindsItheImediatorIsubunitIsalZZXyedZaIusingIaIsimpleI
proteinIinterfaceIformingIaIfuzzyIcomplexWIMoleculardCellUI2011UI__UIe_[Va] 17.6 120

474 mI}aretoVoptimalIrefinementImethodIforIproteinIdesignIscaffoldsWIPLoSdONEUI2013UIdUIeaeYY_ 3.7 120

473 oomputationalIdesignIofIaInewIhydrogenIbondInetworkIandIatIleastIaI]YYVfoldIspecificityIswitchIatI
aIproteinVproteinIinterfaceWIJournaldofdMoleculardBiologyUI2006UI]bZUIZeaV[Yd 6.5 119

472 xongVrangeIorderIinItheIsrcIÅt]IfoldingItransitionIstateWIProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaUI2000UIecUIcYd_Ve 11.5 119

471 oryoVqyIstructureIofItheIproteinVconductingIq mpIchannelItrdZIinIcomplexIwithItrd]WINatureUI
2017UIa_dUI]a[V]aa 50.4 117

470 αheIhighlyIcooperativeIfoldingIofIsmallInaturallyIoccurringIproteinsIisIlikelyItheIresultIofInaturalI
selectionWICellUI2007UIZ[dUIbZ]V[_ 56.2 117

469 rreeImodelingIwithI osettaIinIomÅ}bWIProteins:dStructurerdFunctiondanddBioinformaticsUI2005UIbZI
ÅupplIcUIZ[dV]_ 4.2 117

468 qvolutionIofIaIdesignedIproteinIassemblyIencapsulatingIitsIownI zmIgenomeWINatureUI2017UIaa[UI_ZaV_[Y50.4 116

467 untratumoralIactivationIofItheInecroptoticIpathwayIcomponentsI u}wZIandI u}w]IpotentiatesI
antitumorIimmunityWISciencedImmunologyUI2019UI_UI 28 114

466 oomputationalIdesignIofIcatalyticIdyadsIandIoxyanionIholesIforIesterIhydrolysisWIJournaldofdthed
AmericandChemicaldSocietyUI2012UIZ]_UIZbZecV[Yb 16.4 114

465 oommunityVwideIassessmentIofIproteinVinterfaceImodelingIsuggestsIimprovementsItoIdesignI
methodologyWIJournaldofdMoleculardBiologyUI2011UI_Z_UI[deV]Y[ 6.5 114

464 oooperativeIhydrogenIbondingIinIamyloidIformationWIProteindScienceUI2007UIZbUIcbZV_ 6.3 114

463 }redictionIofIomÅ}bIstructuresIusingIautomatedI obettaIprotocolsWIProteins:dStructurerdFunctiond
anddBioinformaticsUI2005UIbZIÅupplIcUIZacVbb 4.2 114

462 mIgeneralIstrategyItoIconstructIsmallImoleculeIbiosensorsIinIeukaryotesWIELifeUI2015UI_UI 8.9 114

461 peInovoIdesignIofIbioactiveIproteinIswitchesWINatureUI2019UIac[UI[YaV[ZY 50.4 113
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460 mIKsolvatedIrotamerKIapproachItoImodelingIwaterVmediatedIhydrogenIbondsIatIproteinVproteinI
interfacesWIProteins:dStructurerdFunctiondanddBioinformaticsUI2005UIadUIde]VeY_ 4.2 112

459 }roteinIinteractionInetworksIrevealedIbyIproteomeIcoevolutionWIScienceUI2019UI]baUIZdaVZde 33.3 112

458 phenixWmr_rosettafImolecularIreplacementIandImodelIrebuildingIwithI}henixIandI osettaWIJournald
ofdStructuraldanddFunctionaldGenomicsUI2012UIZ]UIdZVeY 109

457 oonvergentImechanismsIforIrecognitionIofIdivergentIcytokinesIbyItheIsharedIsignalingIreceptorI
gpZ]YWIMoleculardCellUI2003UIZ[UIaccVde 17.6 107

456
orystalIstructureIofIαollVlikeIreceptorIadaptorIymxXαu m}IrevealsItheImolecularIbasisIforIsignalI
transductionIandIdiseaseIprotectionWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUnitedd
StatesdofdAmericaUI2011UIZYdUIZ_dceVd_

11.5 105

455 pissectingImuscleIandIneuronalIdisordersIinIaIprosophilaImodelIofImuscularIdystrophyWIEMBOd
JournalUI2007UI[bUI_dZVe] 13 105

454 zy IcharacterizationIofIresidualIstructureIinItheIdenaturedIstateIofIproteinIxWIJournaldofdMoleculard
BiologyUI2000UI[eeUIZ]_ZVaZ 6.5 105

453 rorcedIproteinIunfoldingIleadsItoIhighlyIelasticIandItoughIproteinIhydrogelsWINatured
CommunicationsUI2013UI_UI[ec_ 17.4 104

452 mlterationIofIenzymeIspecificityIbyIcomputationalIloopIremodelingIandIdesignWIProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2009UIZYbUIe[ZaV[Y 11.5 104

451 }roteaseIproIregionIrequiredIforIfoldingIisIaIpotentIinhibitorIofItheImatureIenzymeWIProteins:d
StructurerdFunctiondanddBioinformaticsUI1992UIZ[UI]]eV__ 4.2 104

450  apidIproteinIfoldIdeterminationIusingIunassignedIzy IdataWIProceedingsdofdthedNationaldAcademyd
ofdSciencesdofdthedUniteddStatesdofdAmericaUI2003UIZYYUIZa_Y_Ve 11.5 103

449 αheIsequencesIofIsmallIproteinsIareInotIextensivelyIoptimizedIforIrapidIfoldingIbyInaturalI
selectionWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI1998UIeaUI_ed[Vb11.5 102

448 αheIstructuralIandIenergeticIbasisIforIhighIselectivityIinIaIhighVaffinityIproteinVproteinIinteractionWI
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2010UIZYcUIZYYdYVa 11.5 101

447  osettatolesfIrapidIassessmentIofIproteinIcoreIpackingIforIstructureIpredictionUIrefinementUI
designUIandIvalidationWIProteindScienceUI2009UIZdUI[[eV]e 6.3 101

446 mIcomputationallyIdesignedIinhibitorIofIanIqpsteinVnarrIviralInclV[IproteinIinducesIapoptosisIinI
infectedIcellsWICellUI2014UIZacUIZb__VZbab 56.2 96

445 oomprehensiveIcomputationalIdesignIofIorderedIpeptideImacrocyclesWIScienceUI2017UI]adUIZ_bZVZ_bb 33.3 96

444 umpactIofIscaffoldIrigidityIonItheIdesignIandIevolutionIofIanIartificialIpielsVmlderaseWIProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2014UIZZZUIdYZ]Vd 11.5 95

443 }roteinIstructureIpredictionIinI[YY[WICurrentdOpiniondindStructuraldBiologyUI2002UIZ[UI]_dVa_ 8.1 94

(2002-2005)
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442 rire}rotfIqnergyVIandIqvolutionVnasedIoomputationalIpesignIofIαhermostableIyultipleV}ointI
yutantsWIPLoSdComputationaldBiologyUI2015UIZZUIeZYY_aab 5 94

441 mccurateIcomputationalIdesignIofImultipassItransmembraneIproteinsWIScienceUI2018UI]aeUIZY_[VZY_b 33.3 93

440
 ecombinantIimmunotoxinIforIcancerItreatmentIwithIlowIimmunogenicityIbyIidentificationIandI
silencingIofIhumanIαVcellIepitopesWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUnitedd
StatesdofdAmericaUI2014UIZZZUIdacZVb

11.5 93

439 }roteinVproteinIdockingIpredictionsIforItheIom} uIexperimentWIProteins:dStructurerdFunctiondandd
BioinformaticsUI2003UIa[UIZZdV[[ 4.2 93

438 tighVresolutionIstructureIofItheIÅhigellaItypeVuuuIsecretionIneedleIbyIsolidVstateIzy IandI
cryoVelectronImicroscopyWINaturedCommunicationsUI2014UIaUI_ecb 17.4 92

437 {riginsIofIcoevolutionIbetweenIresiduesIdistantIinIproteinI]pIstructuresWIProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2017UIZZ_UIeZ[[VeZ[c 11.5 92

436 mIdesolvationIbarrierItoIhydrophobicIclusterIformationImayIcontributeItoItheIrateVlimitingIstepIinI
proteinIfoldingWIProteindScienceUI1997UIbUI]_cVa_ 6.3 92

435 ÅymmetryIrecognizingIasymmetryfIanalysisIofItheIinteractionsIbetweenItheIoVtypeIlectinVlikeI
immunoreceptorIzws[pIandIytoIclassIuVlikeIligandsWIStructureUI2003UIZZUI_ZZV[[ 5.2 90

434 }roteinIstructureIdeterminationIfromIpseudocontactIshiftsIusingI {ÅqααmWIJournaldofdMoleculard
BiologyUI2012UI_ZbUIbbdVcc 6.5 89

433 tierarchyIofIstructureIlossIinIypIsimulationsIofIsrcIÅt]IdomainIunfoldingWIJournaldofdMoleculard
BiologyUI1999UI[eZUI[ZaV[a 6.5 89

432 peInovoIdesignIofIproteinIlogicIgatesWIScienceUI2020UI]bdUIcdVd_ 33.3 88

431 qnantioselectiveIenzymesIbyIcomputationalIdesignIandIinIsilicoIscreeningWIAngewandtedChemiedsd
InternationaldEditionUI2015UIa_UI]c[bV]Y 16.4 88

430 oontactIorderIandIabIinitioIproteinIstructureIpredictionWIProteindScienceUI2002UIZZUIZe]cV__ 6.3 88

429
}rogressIinIproteinVproteinIdockingfIatomicIresolutionIpredictionsIinItheIom} uIexperimentIusingI
 osettapockIwithIanIimprovedItreatmentIofIsideVchainIflexibilityWIProteins:dStructurerdFunctiondandd
BioinformaticsUI2005UIbYUIZdcVe_

4.2 87

428 }rogrammableIdesignIofIorthogonalIproteinIheterodimersWINatureUI2019UIabaUIZYbVZZZ 50.4 87

427 ÅtructuralIplasticityIofIhelicalInanotubesIbasedIonIcoiledVcoilIassembliesWIStructureUI2015UI[]UI[dYVe 5.2 86

426 qvaluationIandIrankingIofIenzymeIdesignsWIProteindScienceUI2010UIZeUIZcbYVc] 6.3 86

425 mIdoubleIÅIshapeIprovidesItheIstructuralIbasisIforItheIextraordinaryIbindingIspecificityIofIpscamI
isoformsWICellUI2008UIZ]_UIZYYcVZd 56.2 86
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424 mIsimpleIphysicalImodelIforItheIpredictionIandIdesignIofIproteinVpzmIinteractionsWIJournaldofd
MoleculardBiologyUI2004UI]__UIaeVcY 6.5 86

423  ationalIdesignIofI˛–VhelicalItandemIrepeatIproteinsIwithIclosedIarchitecturesWINatureUI2015UIa[dUIadaVd 50.4 85

422  emovingIαVcellIepitopesIwithIcomputationalIproteinIdesignWIProceedingsdofdthedNationaldAcademyd
ofdSciencesdofdthedUniteddStatesdofdAmericaUI2014UIZZZUIdaccVd[ 11.5 85

421 tomologyImodelingIusingIparametricIalignmentIensembleIgenerationIwithIconsensusIandI
energyVbasedImodelIselectionWINucleicdAcidsdResearchUI2006UI]_UIeZZ[ 20.1 85

420 oomputationalIdesignIofItrimericIinfluenzaVneutralizingIproteinsItargetingItheIhemagglutininI
receptorIbindingIsiteWINaturedBiotechnologyUI2017UI]aUIbbcVbcZ 44.5 84

419 oomputationalIdesignIofIanIunnaturalIaminoIacidIdependentImetalloproteinIwithIatomicIlevelI
accuracyWIJournaldofdthedAmericandChemicaldSocietyUI2013UIZ]aUIZ]]e]Ve 16.4 84

418 {riginsIofIcatalysisIbyIcomputationallyIdesignedIretroaldolaseIenzymesWIProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2010UIZYcUI_e]cV_[ 11.5 84

417
roldingIofItheIoVterminalIbacterialIbindingIdomainIinIstatherinIuponIadsorptionIontoI
hydroxyapatiteIcrystalsWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaUI2006UIZY]UIZbYd]Vd

11.5 84

416 qxploringIfoldingIfreeIenergyIlandscapesIusingIcomputationalIproteinIdesignWICurrentdOpiniondind
StructuraldBiologyUI2004UIZ_UIdeVea 8.1 84

415  oleIofItheIbiomolecularIenergyIgapIinIproteinIdesignUIstructureUIandIevolutionWICellUI2012UIZ_eUI[b[Vc] 56.2 83

414 oomputationalIdesignIofIanI˛–VgliadinIpeptidaseWIJournaldofdthedAmericandChemicaldSocietyUI2012UI
Z]_UI[YaZ]V[Y 16.4 83

413
oharacterizationIofItheIfoldingIenergyIlandscapesIofIcomputerIgeneratedIproteinsIsuggestsIhighI
foldingIfreeIenergyIbarriersIandIcooperativityImayIbeIconsequencesIofInaturalIselectionWIJournaldofd
MoleculardBiologyUI2004UI]]dUIac]Vd]

6.5 83

412 }rinciplesIforIdesigningIproteinsIwithIcavitiesIformedIbyIcurvedI˛†IsheetsWIScienceUI2017UI]aaUI[YZV[Yb 33.3 82

411 oontrastingIrolesIforIsymmetricallyIdisposedIbetaVturnsIinItheIfoldingIofIaIsmallIproteinWIJournaldofd
MoleculardBiologyUI1997UI[c_UIaddVeb 6.5 82

410 umprovedIdeInovoIstructureIpredictionIinIomÅ}ZZIbyIincorporatingIcoevolutionIinformationIintoI
 osettaWIProteins:dStructurerdFunctiondanddBioinformaticsUI2016UId_IÅupplIZUIbcVca 4.2 82

409 mbIinitioIproteinIstructureIpredictionIofIomÅ}IuuuItargetsIusingI {ÅqααmWIProteins:dStructurerd
FunctiondanddBioinformaticsUI1999UI]cUIZcZVZcb 4.2 82

408 oomputationalIreprogrammingIofIhomingIendonucleaseIspecificityIatImultipleIadjacentIbaseIpairsWI
NucleicdAcidsdResearchUI2010UI]dUIabYZVd 20.1 81

407 qxploitationIofIbindingIenergyIforIcatalysisIandIdesignWINatureUI2009UI_bZUIZ]YYV_ 50.4 81
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406 WhatIhasIdeInovoIproteinIdesignItaughtIusIaboutIproteinIfoldingIandIbiophysicskWIProteindScienceUI
2019UI[dUIbcdVbd] 6.3 81

405 qnhancingIandIshapingItheIimmunogenicityIofInativeVlikeItuVVZIenvelopeItrimersIwithIaI
twoVcomponentIproteinInanoparticleWINaturedCommunicationsUI2019UIZYUI_[c[ 17.4 80

404 oomputationalIdesignIofIhighVaffinityIepitopeIscaffoldsIbyIbackboneIgraftingIofIaIlinearIepitopeWI
JournaldofdMoleculardBiologyUI2012UI_ZaUIZcaVe[ 6.5 80

403 ÅamplingIbottlenecksIinIdeInovoIproteinIstructureIpredictionWIJournaldofdMoleculardBiologyUI2009UI
]e]UI[_eVbY 6.5 80

402 oatalyticImechanismIandIperformanceIofIcomputationallyIdesignedIenzymesIforIwempIeliminationWI
JournaldofdthedAmericandChemicaldSocietyUI2008UIZ]YUIZaeYcVZa 16.4 80

401 tighVresolutionIstructuralIandIthermodynamicIanalysisIofIextremeIstabilizationIofIhumanI
procarboxypeptidaseIbyIcomputationalIproteinIdesignWIJournaldofdMoleculardBiologyUI2007UI]bbUIZ[YeV[Z6.5 79

400 oomputationalIdesignIofIselfVassemblingIcyclicIproteinIhomoVoligomersWINaturedChemistryUI2017UIeUI]a]V]bY17.6 78

399 ÅtructuralIandIenergeticIbasisIofIfoldedVproteinItransportIbyItheIrimpIusherWINatureUI2013UI_ebUI[_]Vb 50.4 78

398 }YaVYeWI_eZYIepitopeVscaffoldsImimicItheIantibodyVboundIepitopeIconformationIandIblockI
neutralizationIbyIseraIfromIrareItuVTIindividualsWIRetrovirologyUI2009UIbUI}da 3.6 78

397 peInovoIdesignIofIselfVassemblingIhelicalIproteinIfilamentsWIScienceUI2018UI]b[UIcYaVcYe 33.3 78

396 oommunityVwideIevaluationIofImethodsIforIpredictingItheIeffectIofImutationsIonIproteinVproteinI
interactionsWIProteins:dStructurerdFunctiondanddBioinformaticsUI2013UIdZUIZedYVc 4.2 78

395 qvolutionaryIconservationIinIproteinIfoldingIkineticsWIJournaldofdMoleculardBiologyUI2000UI[edUI]Y]VZ[ 6.5 77

394 mdvancesUIinteractionsUIandIfutureIdevelopmentsIinItheIozÅUI}henixUIandI osettaIstructuralIbiologyI
softwareIsystemsWIAnnualdReviewdofdBiophysicsUI2013UI_[UI[baVdc 21.1 76

393 oontrolIoverIoverallIshapeIandIsizeIinIdeInovoIdesignedIproteinsWIProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2015UIZZ[UIqa_cdVda 11.5 75

392 αheIzy V osettaIcapsidImodelIofIyZ]IbacteriophageIrevealsIaIquadrupledIhydrophobicIpackingI
epitopeWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2015UIZZ[UIecZVb11.5 74

391 ÅimpleIphysicalImodelsIconnectItheoryIandIexperimentIinIproteinIfoldingIkineticsWIJournaldofd
MoleculardBiologyUI2002UI][[UI_b]Vcb 6.5 74

390 umprovingItheIoatalyticI}erformanceIofIanImrtificialIyetalloenzymeIbyIoomputationalIpesignWI
JournaldofdthedAmericandChemicaldSocietyUI2015UIZ]cUIZY_Z_Ve 16.4 72

389 mutomatedIpredictionIofIdomainIboundariesIinIomÅ}bItargetsIusingIsinzuIandI osettap{yWI
Proteins:dStructurerdFunctiondanddBioinformaticsUI2005UIbZIÅupplIcUIZe]V[YY 4.2 72
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388 omÅ}bIassessmentIofIcontactIpredictionWIProteins:dStructurerdFunctiondanddBioinformaticsUI2005UIbZI
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predictionWIJournaldofdMoleculardBiologyUI2004UI]_[UIbaZVb_ 6.5 40

282 –uadrivalentIinfluenzaInanoparticleIvaccinesIinduceIbroadIprotectionWINatureUI2021UIae[UIb[]Vb[d 50.4 40

281 WeroldfIaIcoopetitionIforIproteinIstructureIpredictionWIProteins:dStructurerdFunctiondandd
BioinformaticsUI2014UId[UIZdaYVbd 4.2 39

David Baker

22



280 ÅtructureIofItheInamoItwoVdomainIproteinIobtainedIbyI osettaIwithIaIlimitedIzy IdataIsetWI
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