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38 SystematicNevaluationNofNCSeRosettaNforNmembraneNproteinNstructureNpredictionNwithNsparseNNOEN
restraintsfNProteins:nStructure,nFunctionnandnBioinformaticsdN2017dNpmdNpijepjn 4.2 4

37 RegulatoryNImplicationsNofNNoneTrivialNSplicingrNIsoformNkNofNRabiyNShowsNEnhancedNzasalNyctivityN
andNIsNNotNControlledNbyNyccessoryNProteinsfNJournalnofnMolecularnBiologydN2016dNljpdNimllemo 6.5 3

36 yNhybridNNMRgSyXSebasedNapproachNforNdiscriminatingNoligomericNproteinNinterfacesNusingNRosettafN
Proteins:nStructure,nFunctionnandnBioinformaticsdN2015dNpkdNkhqeio 4.2 30

35 CombiningNEvolutionaryNInformationNandNanNIterativeNSamplingNStrategyNforNyccurateNProteinN
StructureNPredictionfNPLoSnComputationalnBiologydN2015dNiidNeihhlnni 5 15

34 yNFrameworkNtoNSimplifyNCombinedNSamplingNStrategiesNinNRosettafNPLoSnONEdN2015dNihdNehikpjjh 3.7 10

33 yNmechanismNforNtheNautoeinhibitionNofNhyperpolarizationeactivatedNcyclicNnucleotideegatedNYHCNaN
channelNopeningNandNitsNreliefNbyNcyMPfNJournalnofnBiologicalnChemistrydN2014dNjpqdNjjjhmejh 5.4 57

32 RobustNandNhighlyNaccurateNautomaticNNOESYNassignmentNandNstructureNdeterminationNwithN
RosettafNJournalnofnBiomolecularnNMRdN2014dNmqdNikmelm 3 22

31 yutomaticNNOESYNassignmentNinNCSeRySRECeRosettafNJournalnofnBiomolecularnNMRdN2014dNmqdNiloemq 3 11

30 ImprovingNkDNstructureNpredictionNfromNchemicalNshiftNdatafNJournalnofnBiomolecularnNMRdN2013dNmodNjoekm3 23

29 ImprovedNchemicalNshiftNbasedNfragmentNselectionNforNCSeRosettaNusingNRosettakNfragmentNpickerfN
JournalnofnBiomolecularnNMRdN2013dNmodNiioejo 3 34

28 zlindNtestingNofNroutinedNfullyNautomatedNdeterminationNofNproteinNstructuresNfromNNMRNdatafN
StructuredN2012dNjhdNjjoekn 5.2 64

27 EvaluationNandNoptimizationNofNdiscreteNstateNmodelsNofNproteinNfoldingfNJournalnofnPhysicaln
ChemistrynBdN2012dNiindNiilhmeik 3.4 37

26 ResolutioneadaptedNrecombinationNofNstructuralNfeaturesNsignificantlyNimprovesNsamplingNinN
restrainteguidedNstructureNcalculationfNProteins:nStructure,nFunctionnandnBioinformaticsdN2012dNphdNppleqm 4.2 57

25
DeterminationNofNsolutionNstructuresNofNproteinsNupNtoNlhNkDaNusingNCSeRosettaNwithNsparseNNMRN
dataNfromNdeuteratedNsamplesfNProceedingsnofnthenNationalnAcademynofnSciencesnofnthenUnitednStatesn
ofnAmericadN2012dNihqdNihpokep

11.5 151

24 ROSETTykrNanNobjecteorientedNsoftwareNsuiteNforNtheNsimulationNandNdesignNofNmacromoleculesfN
MethodsninnEnzymologydN2011dNlpodNmlmeol 1.7 1216

23 StructureNofNtheNzamCNtwoedomainNproteinNobtainedNbyNRosettaNwithNaNlimitedNNMRNdataNsetfN
JournalnofnMolecularnBiologydN2011dNliidNpkeqm 6.5 39

22 SolutionNstructureNofNaNminorNandNtransientlyNformedNstateNofNaNTlNlysozymeNmutantfNNaturedN2011dN
loodNiiiel 50.4 225
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21 KineticsNofNConformationalNSamplingNinNUbiquitinfNAngewandtenChemiedN2011dNijkdNiinkqeiinlj 3.6 6

20 KineticsNofNconformationalNsamplingNinNubiquitinfNAngewandtenChemien-nInternationalnEditiondN2011dN
mhdNiilkoelh 16.4 54

19 DeterminationNofNtheNstructuresNofNsymmetricNproteinNoligomersNfromNNMRNchemicalNshiftsNandN
residualNdipolarNcouplingsfNJournalnofnthenAmericannChemicalnSocietydN2011dNikkdNnjppeqp 16.4 55

18 EstimatingNabsoluteNconfigurationalNentropiesNofNmacromoleculesrNtheNminimallyNcoupledNsubspaceN
approachfNPLoSnONEdN2010dNmdNeqioq 3.7 53

17 NMRNstructureNdeterminationNforNlargerNproteinsNusingNbackboneeonlyNdatafNSciencedN2010dNkjodNihilep 33.3 220

16 ScrutinizingNmolecularNmechanicsNforceNfieldsNonNtheNsubmicrosecondNtimescaleNwithNNMRNdatafN
BiophysicalnJournaldN2010dNqqdNnloemm 2.9 175

15 PredictionNofNstructuresNofNzincebindingNproteinsNthroughNexplicitNmodelingNofNmetalNcoordinationN
geometryfNProteinnSciencedN2010dNiqdNlqlemhn 6.3 36

14 ydaptiveNanisotropicNkernelsNforNnonparametricNestimationNofNabsoluteNconfigurationalNentropiesNinN
highedimensionalNconfigurationNspacesfNPhysicalnReviewnEdN2009dNphdNhiiqik 2.4 19

13 StructureNpredictionNforNCySPpNwithNalleatomNrefinementNusingNRosettafNProteins:nStructure,nFunctionn
andnBioinformaticsdN2009dNooNSupplNqdNpqeqq 4.2 342

12 RecognitionNdynamicsNupNtoNmicrosecondsNrevealedNfromNanNRDCederivedNubiquitinNensembleNinN
solutionfNSciencedN2008dNkjhdNiloiem 33.3 872

11 ResidualNdipolarNcouplingsNasNaNtoolNtoNstudyNmolecularNrecognitionNofNubiquitinfNBiochemicalnSocietyn
TransactionsdN2008dNkndNilkkeo 5.1 34

10 ConsistentNblindNproteinNstructureNgenerationNfromNNMRNchemicalNshiftNdatafNProceedingsnofnthen
NationalnAcademynofnSciencesnofnthenUnitednStatesnofnAmericadN2008dNihmdNlnpmeqh 11.5 665

9 FullNcorrelationNanalysisNofNconformationalNproteinNdynamicsfNProteins:nStructure,nFunctionnandn
BioinformaticsdN2008dNohdNijqlekij 4.2 108

8 SelfeconsistentNresidualNdipolarNcouplingNbasedNmodelefreeNanalysisNforNtheNrobustNdeterminationNofN
nanosecondNtoNmicrosecondNproteinNdynamicsfNJournalnofnBiomolecularnNMRdN2008dNlidNikqemm 3 90

7 StereochemistryNofNsagittamideNyNfromNresidualNdipolarNcouplingNenhancedNNMRfNJournalnofnthen
AmericannChemicalnSocietydN2007dNijqdNimiilem 16.4 96

6 FloodingNinNGROMyCSrNacceleratedNbarrierNcrossingsNinNmolecularNdynamicsfNJournalnofn
ComputationalnChemistrydN2006dNjodNinqkeohj 3.5 53

5 CollectiveNLangevinNdynamicsNofNconformationalNmotionsNinNproteinsfNJournalnofnChemicalnPhysicsdN
2006dNijldNjilqhk 3.9 89

4 CanNprincipalNcomponentsNyieldNaNdimensionNreducedNdescriptionNofNproteinNdynamicsNonNlongNtimeN
scaleswfNJournalnofnPhysicalnChemistrynBdN2006dNiihdNjjpljemj 3.4 78
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3 GeneralizedNcorrelationNforNbiomolecularNdynamicsfNProteins:nStructure,nFunctionnandnBioinformaticsdN
2006dNnjdNihmkeni 4.2 278

2 MolecularNdynamicsNsimulationsNofNproteinNGNchallengeNNMRederivedNcorrelatedNbackboneNmotionsfN
AngewandtenChemien-nInternationalnEditiondN2005dNlldNkkqleq 16.4 24

1 MolecularNDynamicsNSimulationsNofNProteinNGNChallengeNNMReDerivedNCorrelatedNzackboneN
MotionsfNAngewandtenChemiedN2005dNiiodNklnheklnm 3.6 1
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