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543 mIcomputationalImethodIforIdesignIofIconnectedIcatalyticInetworksIinIproteinsWIProteindScienceUI
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StructurerdFunctiondanddBioinformaticsUI2018UIdbIÅupplIZUI[d]V[eZ 4.2 29

524
qxtremeIstabilityIinIdeInovoVdesignedIrepeatIarraysIisIdeterminedIbyIunusuallyIstableIshortVrangeI
interactionsWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2018UI
ZZaUIca]eVca__

11.5 18

523 mnIanalysisIandIevaluationIofItheIWeroldIcollaborativeIforIproteinIstructureIpredictionIandIitsI
pipelinesIinIomÅ}ZZIandIomÅ}Z[WIScientificdReportsUI2018UIdUIee]e 4.9 16

522 piscoveryIandIengineeringIofIenhancedIÅβy{IproteaseIenzymesWIJournaldofdBiologicaldChemistryUI
2018UI[e]UIZ][[_VZ][]] 5.4 12

521 oytosolicIexpressionUIsolutionIstructuresUIandImolecularIdynamicsIsimulationIofIgeneticallyI
encodableIdisulfideVrichIdeInovoIdesignedIpeptidesWIProteindScienceUI2018UI[cUIZbZZVZb[] 6.3 11

520 peInovoIdesignIofIselfVassemblingIhelicalIproteinIfilamentsWIScienceUI2018UI]b[UIcYaVcYe 33.3 78

519 βnintendedIspecificityIofIanIengineeredIligandVbindingIproteinIfacilitatedIbyIunpredictedIplasticityI
ofItheIproteinIfoldWIProteindEngineeringrdDesigndanddSelectionUI2018UI]ZUI]caV]dc 1.9 5

518 ÅimpleIyetIfunctionalIphosphateVloopIproteinsWIProceedingsdofdthedNationaldAcademydofdSciencesdofd
thedUniteddStatesdofdAmericaUI2018UIZZaUIqZZe_]VqZZeaY 11.5 44

517 peInovoIdesignIofIaInonVlocalI˛†VsheetIproteinIwithIhighIstabilityIandIaccuracyWINaturedStructurald
anddMoleculardBiologyUI2018UI[aUIZY[dVZY]_ 17.6 54

516 qngineeredIniosensorsIfromIpimericIxigandVnindingIpomainsWIACSdSyntheticdBiologyUI2018UIcUI[_acV[_bc5.7 15

515 peInovoIdesignIofIaIfluorescenceVactivatingI˛†VbarrelWINatureUI2018UIabZUI_daV_eZ 50.4 156

(2018-2018)
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514 }roteinIstructureIdeterminationIusingImetagenomeIsequenceIdataWIScienceUI2017UI]aaUI[e_V[ed 33.3 346

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

512 {vercomingIanIoptimizationIplateauIinItheIdirectedIevolutionIofIhighlyIefficientInerveIagentI
bioscavengersWIProteindEngineeringrdDesigndanddSelectionUI2017UI]YUI]]]V]_a 1.9 41

511 αheI osettaImllVmtomIqnergyIrunctionIforIyacromolecularIyodelingIandIpesignWIJournaldofd
ChemicaldTheorydanddComputationUI2017UIZ]UI]Y]ZV]Y_d 6.4 486

510  apidIpiagnosticImssayIforIuntactIunfluenzaIVirusIβsingIaItighImffinityItemagglutininInindingI
}roteinWIAnalyticaldChemistryUI2017UIdeUIbbYdVbbZa 7.8 12

509 rolditIÅtandalonefIaIvideoIgameVderivedIproteinIstructureImanipulationIinterfaceIusingI osettaWI
BioinformaticsUI2017UI]]UI[cbaV[cbc 7.2 44

508 ÅurrogateIWntIagonistsIthatIphenocopyIcanonicalIWntIandI˛†VcateninIsignallingWINatureUI2017UIa_aUI[]_V[]c50.4 165

507 oomputationalIdesignIofItrimericIinfluenzaVneutralizingIproteinsItargetingItheIhemagglutininI
receptorIbindingIsiteWINaturedBiotechnologyUI2017UI]aUIbbcVbcZ 44.5 84

506 oomputationalIdesignIofIselfVassemblingIcyclicIproteinIhomoVoligomersWINaturedChemistryUI2017UIeUI]a]V]bY17.6 78

505 tighVthroughputIcharacterizationIofIproteinVproteinIinteractionsIbyIreprogrammingIyeastImatingWI
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2017UIZZ_UIZ[ZbbVZ[ZcZ11.5 27

504
peInovoIdesignIofIcovalentlyIconstrainedImesosizeIproteinIscaffoldsIwithIuniqueItertiaryI
structuresWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2017UI
ZZ_UIZYda[VZYdac

11.5 44

503 yassivelyIparallelIdeInovoIproteinIdesignIforItargetedItherapeuticsWINatureUI2017UIaaYUIc_Vce 50.4 235

502 rirstIcriticalIrepressiveIt]w[cme]ImarksIinIembryonicIstemIcellsIidentifiedIusingIdesignedIproteinI
inhibitorWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2017UIZZ_UIZYZ[aVZYZ]Y11.5 24

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

500 slobalIanalysisIofIproteinIfoldingIusingImassivelyIparallelIdesignUIsynthesisUIandItestingWIScienceUI
2017UI]acUIZbdVZca 33.3 241

499 oyclicIoligomerIdesignIwithIdeInovoI˛–˛†VproteinsWIProteindScienceUI2017UI[bUI[ZdcV[Ze_ 6.3 7

498 qvolutionIofIaIdesignedIproteinIassemblyIencapsulatingIitsIownI zmIgenomeWINatureUI2017UIaa[UI_ZaV_[Y50.4 116

497 pirectionIofIactinIflowIdictatesIintegrinIxrmVZIorientationIduringIleukocyteImigrationWINatured
CommunicationsUI2017UIdUI[Y_c 17.4 55
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496 oomprehensiveIcomputationalIdesignIofIorderedIpeptideImacrocyclesWIScienceUI2017UI]adUIZ_bZVZ_bb 33.3 96

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

494 qmergenceIofIaIcatalyticItetradIduringIevolutionIofIaIhighlyIactiveIartificialIaldolaseWINatured
ChemistryUI2017UIeUIaYVab 17.6 184

493 mIcomputationallyIengineeredI mÅIrheostatIrevealsI mÅVq wIsignalingIdynamicsWINaturedChemicald
BiologyUI2017UIZ]UIZZeVZ[b 11.7 15

492 yammalianIdisplayIscreeningIofIdiverseIcystineVdenseIpeptidesIforIdifficultItoIdrugItargetsWINatured
CommunicationsUI2017UIdUI[[__ 17.4 34

491 mpplicationsIofIcontactIpredictionsItoIstructuralIbiologyWIIUCrJUI2017UI_UI[eZV]YY 4.7 30

490 oomputationalIdesignIofIenvironmentalIsensorsIforItheIpotentIopioidIfentanylWIELifeUI2017UIbUI 8.9 44

489 ÅamplingIandIenergyIevaluationIchallengesIinIligandIbindingIproteinIdesignWIProteindScienceUI2017UI
[bUI[_[bV[_]c 6.3 23

488 ummobilizingIaffinityIproteinsItoInitrocellulosefIaItoolboxIforIpaperVbasedIassayIdevelopersWI
AnalyticaldanddBioanalyticaldChemistryUI2016UI_YdUIZ]]aV_b 4.4 58

487
oÅm InenchmarkIqxerciseI[YZ]fIqvaluationIofI esultsIfromIaIoombinedIoomputationalI}roteinI
pesignUIpockingUIandIÅcoringX ankingIohallengeWIJournaldofdChemicaldInformationdanddModelingUI
2016UIabUIZY[[V]Z

6.1 36

486 mccurateIdeInovoIdesignIofIhyperstableIconstrainedIpeptidesWINatureUI2016UIa]dUI][eV]]a 50.4 231

485 αheIcomingIofIageIofIdeInovoIproteinIdesignWINatureUI2016UIa]cUI][YVc 50.4 697

484 mccurateIdesignIofImegadaltonVscaleItwoVcomponentIicosahedralIproteinIcomplexesWIScienceUI2016
UI]a]UI]deVe_ 33.3 322

483 yultivalentIpisplayIofImntifreezeI}roteinsIbyIrusionItoIÅelfVmssemblingI}roteinIoagesIqnhancesI
uceVnindingImctivitiesWIBiochemistryUI2016UIaaUIbdZZVbd[Y 3.2 23

482 peterminingIcrystalIstructuresIthroughIcrowdsourcingIandIcourseworkWINaturedCommunicationsUI
2016UIcUIZ[a_e 17.4 35

481 ÅimultaneousI{ptimizationIofIniomolecularIqnergyIrunctionsIonIreaturesIfromIÅmallIyoleculesI
andIyacromoleculesWIJournaldofdChemicaldTheorydanddComputationUI2016UIZ[UIb[YZVb[Z[ 6.4 199

480 ZZthIsermanIoonferenceIonIohemoinformaticsIQsooI[YZaRIfIruldaUIsermanyWIdVZYIzovemberI[YZaWI
JournaldofdCheminformaticsUI2016UIdUIZd 8.6

479 pesignIofIaIhyperstableIbYVsubunitIproteinIdodecahedronWI[corrected]WINatureUI2016UIa]aUIZ]bVe 50.4 243

(2016-2017)
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478 yultiplexIpairwiseIassemblyIofIarrayVderivedIpzmIoligonucleotidesWINucleicdAcidsdResearchUI2016UI
__UIe_] 20.1 31

477 qngineeringIanIallostericItranscriptionIfactorItoIrespondItoInewIligandsWINaturedMethodsUI2016UIZ]UIZccVd]21.6 184

476 peInovoIdesignIofIaIfourVfoldIsymmetricIαuyVbarrelIproteinIwithIatomicVlevelIaccuracyWINatured
ChemicaldBiologyUI2016UIZ[UI[eV]_ 11.7 151

475 oatalyticIefficienciesIofIdirectlyIevolvedIphosphotriesteraseIvariantsIwithIstructurallyIdifferentI
organophosphorusIcompoundsIinIvitroWIArchivesdofdToxicologyUI2016UIeYUI[cZZV[c[_ 5.8 35

474 }rotectionIofItheIrurinIoleavageIÅiteIinIxowVαoxicityIummunotoxinsInasedIonI}seudomonasI
qxotoxinImWIToxinsUI2016UIdUI 4.9 17

473 oomputationallyIdesignedIhighIspecificityIinhibitorsIdelineateItheIrolesIofInox[IfamilyIproteinsIinI
cancerWIELifeUI2016UIaUI 8.9 52

472 mIoomputationallyIpesignedItemagglutininIÅtemVnindingI}roteinI}rovidesIunIVivoI}rotectionIfromI
unfluenzaIundependentIofIaItostIummuneI esponseWIPLoSdPathogensUI2016UIZ[UIeZYYa_Ye 7.6 36

471 ÅtructureIpredictionIusingIsparseIsimulatedIz{qIrestraintsIwithI osettaIinIomÅ}ZZWIProteins:d
StructurerdFunctiondanddBioinformaticsUI2016UId_IÅupplIZUIZdZVd 4.2 11

470 omÅ}ZZIrefinementIexperimentsIwithI {ÅqααmWIProteins:dStructurerdFunctiondanddBioinformaticsUI
2016UId_IÅupplIZUI]Z_V[[ 4.2 18

469 untroductionIofIaIpolarIcoreIintoItheIdeInovoIdesignedIproteinIαopcWIProteindScienceUI2016UI[aUIZ[eeV]Yc6.3 4

468 pesignedIproteinIaggregatesIentrappingIcarbonInanotubesIforIbioelectrochemicalIoxygenI
reductionWIBiotechnologydanddBioengineeringUI2016UIZZ]UI[][ZVc 4.9 8

467 umprovedIdeInovoIstructureIpredictionIinIomÅ}ZZIbyIincorporatingIcoevolutionIinformationIintoI
 osettaWIProteins:dStructurerdFunctiondanddBioinformaticsUI2016UId_IÅupplIZUIbcVca 4.2 82

466 oomputationalIdesignIofIaIhomotrimericImetalloproteinIwithIaItrisbipyridylIcoreWIProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2016UIZZ]UIZaYZ[VZaYZc 11.5 33

465 αwoIcommonIstructuralImotifsIforIαo IrecognitionIbyIstaphylococcalIenterotoxinsWIScientificd
ReportsUI2016UIbUI[aceb 4.9 6

464 }roteinIzanocontainersIfromIzonviralI{riginfIαestingItheIyechanicsIofImrtificialIandIzaturalI
}roteinIoagesIbyImryWIJournaldofdPhysicaldChemistrydBUI2016UIZ[YUIae_aVa[ 3.4 17

463 peInovoIdesignIofIproteinIhomoVoligomersIwithImodularIhydrogenVbondInetworkVmediatedI
specificityWIScienceUI2016UI]a[UIbdYVc 33.3 194

462 oomputationallyIpesignedImrmadilloI epeatI}roteinsIforIyodularI}eptideI ecognitionWIJournaldofd
MoleculardBiologyUI2016UI_[dUI__bcV__de 6.5 12

461 ÅtructureIofItheItypeIVuIsecretionIsystemIcontractileIsheathWICellUI2015UIZbYUIea[Veb[ 56.2 172
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460 peInovoIproteinIstructureIdeterminationIfromInearVatomicVresolutionIcryoVqyImapsWINatured
MethodsUI2015UIZ[UI]]aVd 21.6 131

459 mIhybridIzy XÅmXÅVbasedIapproachIforIdiscriminatingIoligomericIproteinIinterfacesIusingI osettaWI
Proteins:dStructurerdFunctiondanddBioinformaticsUI2015UId]UI]YeVZc 4.2 30

458 umprovingItheIoatalyticI}erformanceIofIanImrtificialIyetalloenzymeIbyIoomputationalIpesignWI
JournaldofdthedAmericandChemicaldSocietyUI2015UIZ]cUIZY_Z_Ve 16.4 72

457 pesigningIαwoVpimensionalI}roteinImrraysIthroughIrusionIofIyultimersIandIunterfaceIyutationsWI
NanodLettersUI2015UIZaUIa[]aVe 11.5 35

456 oomputationIandIrunctionalIÅtudiesI}rovideIaIyodelIforItheIÅtructureIofItheIZincIαransporterI
hZu}_WIJournaldofdBiologicaldChemistryUI2015UI[eYUIZccebVZcdYa 5.4 51

455
βniqueIdoubleVringIstructureIofItheIperoxisomalI}exZX}exbImα}aseIcomplexIrevealedIbyI
cryoVelectronImicroscopyWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaUI2015UIZZ[UIq_YZcV[a

11.5 50

454 pesignIofIorderedItwoVdimensionalIarraysImediatedIbyInoncovalentIproteinVproteinIinterfacesWI
ScienceUI2015UI]_dUIZ]baVd 33.3 173

453 oomputationalIproteinIdesignIenablesIaInovelIoneVcarbonIassimilationIpathwayWIProceedingsdofdthed
NationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2015UIZZ[UI]cY_Ve 11.5 199

452 mtomicVaccuracyImodelsIfromI_WaVˆ�IcryoVelectronImicroscopyIdataIwithIdensityVguidedIiterativeI
localIrefinementWINaturedMethodsUI2015UIZ[UI]bZV]ba 21.6 245

451 oontrolIoverIoverallIshapeIandIsizeIinIdeInovoIdesignedIproteinsWIProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2015UIZZ[UIqa_cdVda 11.5 75

450 qngineeringIofIwumaY]YfImIsliadinI}eptidaseIαhatI apidlyIpegradesIummunogenicIsliadinI}eptidesI
inIsastricIoonditionsWIJournaldofdthedAmericandChemicaldSocietyUI2015UIZ]cUIZ]ZYbVZ] 16.4 65

449 untegrativeIgenomicIminingIforIenzymeIfunctionItoIenableIengineeringIofIaInonVnaturalI
biosyntheticIpathwayWINaturedCommunicationsUI2015UIbUIZYYYa 17.4 56

448 mIgeneralIcomputationalIapproachIforIrepeatIproteinIdesignWIJournaldofdMoleculardBiologyUI2015UI
_[cUIab]Vca 6.5 63

447 untrinsicIdisorderIdrivesIzVterminalIubiquitinationIbyIβbe[wWINaturedChemicaldBiologyUI2015UIZZUId]Ve 11.7 44

446 ÅtructureIofIaIdesignedItetrahedralIproteinIassemblyIvariantIengineeredItoIhaveIimprovedIsolubleI
expressionWIProteindScienceUI2015UI[_UIZbeaVcYZ 6.3 18

445 yechanisticImnalysisIofIanIqngineeredIqnzymeIthatIoatalyzesItheIrormoseI eactionWIChemBioChem
UI2015UIZbUIZeaYVZea_ 3.8 29

444 }reciseIassemblyIofIcomplexIbetaIsheetItopologiesIfromIdeInovoIdesignedIbuildingIblocksWIELifeUI
2015UI_UI 8.9 13

443 αheIoriginIofIconsistentIproteinIstructureIrefinementIfromIstructuralIaveragingWIStructureUI2015UI
[]UIZZ[]Vd 5.2 14

(2015-2015)
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442 qxploringItheIrepeatIproteinIuniverseIthroughIcomputationalIproteinIdesignWINatureUI2015UIa[dUIadYV_ 50.4 156

441  ationalIdesignIofI˛–VhelicalItandemIrepeatIproteinsIwithIclosedIarchitecturesWINatureUI2015UIa[dUIadaVd 50.4 85

440 αheImodularIstructureIofItheIinnerVmembraneIringIcomponentI}rgwIfacilitatesIassemblyIofItheI
typeIuuuIsecretionIsystemIbasalIbodyWIStructureUI2015UI[]UIZbZVZc[ 5.2 33

439 qnantioselectiveIenzymesIbyIcomputationalIdesignIandIinIsilicoIscreeningWIAngewandtedChemiedsd
InternationaldEditionUI2015UIa_UI]c[bV]Y 16.4 88

438 oontrolIofIrepeatVproteinIcurvatureIbyIcomputationalIproteinIdesignWINaturedStructuraldandd
MoleculardBiologyUI2015UI[[UIZbcVc_ 17.6 69

437 αransitionIstatesWIαrappingIaItransitionIstateIinIaIcomputationallyIdesignedIproteinIbottleWIScienceUI
2015UI]_cUIdb]Vdbc 33.3 31

436 ÅtructuralIplasticityIofIhelicalInanotubesIbasedIonIcoiledVcoilIassembliesWIStructureUI2015UI[]UI[dYVe 5.2 86

435 untracellularIdeliveryIsystemIforIantibodyV}eptideIdrugIconjugatesWIMoleculardTherapyUI2015UI[]UIeYcVeZc11.7 28

434 oombinedIcovalentVelectrostaticImodelIofIhydrogenIbondingIimprovesIstructureIpredictionIwithI
 osettaWIJournaldofdChemicaldTheorydanddComputationUI2015UIZZUIbYeV[[ 6.4 163

433 qnantioselectiveIqnzymesIbyIoomputationalIpesignIandIunIÅilicoIÅcreeningWIAngewandtedChemieUI
2015UIZ[cUI]cecV]dYZ 3.6 17

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

431 rire}rotfIqnergyVIandIqvolutionVnasedIoomputationalIpesignIofIαhermostableIyultipleV}ointI
yutantsWIPLoSdComputationaldBiologyUI2015UIZZUIeZYY_aab 5 94

430 xargeVscaleIdeterminationIofIpreviouslyIunsolvedIproteinIstructuresIusingIevolutionaryI
informationWIELifeUI2015UI_UIeYe[_d 8.9 173

429 mIgeneralIstrategyItoIconstructIsmallImoleculeIbiosensorsIinIeukaryotesWIELifeUI2015UI_UI 8.9 114

428
ÅmallImoleculeIprobesItoIquantifyItheIfunctionalIfractionIofIaIspecificIproteinIinIaIcellIwithIminimalI
foldingIequilibriumIshiftsWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaUI2014UIZZZUI___eVa_

11.5 27

427 WeroldfIaIcoopetitionIforIproteinIstructureIpredictionWIProteins:dStructurerdFunctiondandd
BioinformaticsUI2014UId[UIZdaYVbd 4.2 39

426 mutomatingIhumanIintuitionIforIproteinIdesignWIProteins:dStructurerdFunctiondanddBioinformaticsUI
2014UId[UIdadVbb 4.2 16

425 mccurateIdesignIofIcoVassemblingImultiVcomponentIproteinInanomaterialsWINatureUI2014UIaZYUIZY]Vd 50.4 403
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424 }roteinIzy IstructuresIrefinedIwithI osettaIhaveIhigherIaccuracyIrelativeItoIcorrespondingIXVrayI
crystalIstructuresWIJournaldofdthedAmericandChemicaldSocietyUI2014UIZ]bUIZde]VeYb 16.4 47

423 }roofIofIprincipleIforIepitopeVfocusedIvaccineIdesignWINatureUI2014UIaYcUI[YZVb 50.4 365

422 oomputationalIdesignIofIaIptVsensitiveIugsIbindingIproteinWIProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaUI2014UIZZZUIbcaVdY 11.5 57

421
 ecombinantIimmunotoxinIforIcancerItreatmentIwithIlowIimmunogenicityIbyIidentificationIandI
silencingIofIhumanIαVcellIepitopesWIProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUnitedd
StatesdofdAmericaUI2014UIZZZUIdacZVb

11.5 93

420 oomputationalIdesignIofIaIredIfluorophoreIligaseIforIsiteVspecificIproteinIlabelingIinIlivingIcellsWI
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2014UIZZZUIq_aaZVe 11.5 57

419 tighVresolutionIstructureIofItheIÅhigellaItypeVuuuIsecretionIneedleIbyIsolidVstateIzy IandI
cryoVelectronImicroscopyWINaturedCommunicationsUI2014UIaUI_ecb 17.4 92

418 {neIcontactIforIeveryItwelveIresiduesIallowsIrobustIandIaccurateItopologyVlevelIproteinIstructureI
modelingWIProteins:dStructurerdFunctiondanddBioinformaticsUI2014UId[IÅupplI[UI[YdVZd 4.2 70

417 megaαmxsfIaIrareVcleavingInucleaseIarchitectureIforItherapeuticIgenomeIengineeringWINucleicdAcidsd
ResearchUI2014UI_[UI[aeZVbYZ 20.1 128

416  elaxationIofIbackboneIbondIgeometryIimprovesIproteinIenergyIlandscapeImodelingWIProteind
ScienceUI2014UI[]UI_cVaa 6.3 192

415 mIcomputationallyIdesignedIinhibitorIofIanIqpsteinVnarrIviralInclV[IproteinIinducesIapoptosisIinI
infectedIcellsWICellUI2014UIZacUIZb__VZbab 56.2 96

414 pesignIofIactivatedIserineVcontainingIcatalyticItriadsIwithIatomicVlevelIaccuracyWINaturedChemicald
BiologyUI2014UIZYUI]dbVeZ 11.7 52

413 peInovoVdesignedIenzymesIasIsmallVmoleculeVregulatedIfluorescenceIimagingItagsIandIfluorescentI
reportersWIJournaldofdthedAmericandChemicaldSocietyUI2014UIZ]bUIZ]ZY[Va 16.4 18

412 tighVresolutionImicrotubuleIstructuresIrevealItheIstructuralItransitionsIinI˛–˛†VtubulinIuponIsα}I
hydrolysisWICellUI2014UIZacUIZZZcV[e 56.2 422

411 nioluminescentIsensorIproteinsIforIpointVofVcareItherapeuticIdrugImonitoringWINaturedChemicald
BiologyUI2014UIZYUIaedVbY] 11.7 122

410  obustIandIaccurateIpredictionIofIresidueVresidueIinteractionsIacrossIproteinIinterfacesIusingI
evolutionaryIinformationWIELifeUI2014UI]UIeY[Y]Y 8.9 397

409  eprogrammingIhomingIendonucleaseIspecificityIthroughIcomputationalIdesignIandIdirectedI
evolutionWINucleicdAcidsdResearchUI2014UI_[UI[ab_Vcb 20.1 24

408 umpactIofIscaffoldIrigidityIonItheIdesignIandIevolutionIofIanIartificialIpielsVmlderaseWIProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaUI2014UIZZZUIdYZ]Vd 11.5 95

407 tighIthermodynamicIstabilityIofIparametricallyIdesignedIhelicalIbundlesWIScienceUI2014UI]_bUI_dZV_da 33.3 196

(2014-2014)
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406  emovingIαVcellIepitopesIwithIcomputationalIproteinIdesignWIProceedingsdofdthedNationaldAcademyd
ofdSciencesdofdthedUniteddStatesdofdAmericaUI2014UIZZZUIdaccVd[ 11.5 85

405 mctiveIÅiteI}lasticityIofIaIoomputationallyIpesignedI etroVmldolaseIqnzymeWIChemCatChemUI2014UI
bUIZY_]VZYaY 5.2 22

404 tighVresolutionImodelingIofItransmembraneIhelicalIproteinIstructuresIfromIdistantIhomologuesWI
PLoSdComputationaldBiologyUI2014UIZYUIeZYY]b]b 5 26

403 }rogressiveIengineeringIofIaIhomingIendonucleaseIgenomeIeditingIreagentIforItheImurineI
XVlinkedIimmunodeficiencyIlocusWINucleicdAcidsdResearchUI2014UI_[UIb_b]Vca 20.1 8

402 niogenesisIofIinfluenzaIaIvirusIhemagglutininIcrossVprotectiveIstemIepitopesWIPLoSdPathogensUI
2014UIZYUIeZYY_[Y_ 7.6 7

401 oentenaryImwardIandIÅirIrrederickIsowlandItopkinsIyemorialIxectureWI}roteinIfoldingUIstructureI
predictionIandIdesignWIBiochemicaldSocietydTransactionsUI2014UI_[UI[[aVe 5.1 25

400 yassivelyIparallelIdeterminationIandImodelingIofIendonucleaseIsubstrateIspecificityWINucleicdAcidsd
ResearchUI2014UI_[UIZ]d]eVa[ 20.1 9

399 oomputationallyIdesignedIlibrariesIforIrapidIenzymeIstabilizationWIProteindEngineeringrdDesigndandd
SelectionUI2014UI[cUI_eVad 1.9 164

398 mmyloidI˛†IpeptideIcleavageIbyIkallikreinIcIattenuatesIfibrilIgrowthIandIrescuesIneuronsIfromI
m˛†VmediatedItoxicityIinIvitroWIBiologicaldChemistryUI2014UI]eaUIZYeVZd 4.5 14

397 qxplorationIofIalternateIcatalyticImechanismsIandIoptimizationIstrategiesIforIretroaldolaseIdesignWI
JournaldofdMoleculardBiologyUI2014UI_[bUI[abVcZ 6.5 30

396 muthorIresponsefI obustIandIaccurateIpredictionIofIresidueâ��residueIinteractionsIacrossIproteinI
interfacesIusingIevolutionaryIinformationI2014UI 3

395  edesigningItheIspecificityIofIproteinVpzmIinteractionsIwithI osettaWIMethodsdindMoleculardBiologyUI
2014UIZZ[]UI[baVd[ 1.4 9

394 oomputationalI}roteinIpesignIforIÅyntheticIniologyI2013UIZYZVZ[[ 3
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