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k Paper IF Citations

145 StrVwTVRynNuNsupervisedNlearningNmethodNtoNpredictNtheNpathogenicityNofNhumanNgenomeN
structuralNvariantsbbNAmericaniJournaliofiHumaniGeneticsZN2022ZN 11 4

144 OpportunitiesNandNchallengesNforNtheNcomputationalNinterpretationNofNrareNvariationNinNclinicallyN
importantNgenesbNAmericaniJournaliofiHumaniGeneticsZN2021ZNedlZNigiaihl 11 10

143 RevealingNmolecularNpathwaysNforNcancerNcellNfitnessNthroughNaNgeneticNscreenNofNtheNcancerN
translatomebNCelliReportsZN2021ZNgiZNedmgfe 10.6 3

142 upplicationNofNfullagenomeNanalysisNtoNdiagnoseNrareNmonogenicNdisordersbNNpjiGenomiciMedicineZN
2021ZNjZNkk 6.2 0

141
αenomicNunalysisNofNHistoricalNwasesNwithNPositiveNNewbornNScreensNforNShortawhainNucylawouN
xehydrogenaseNxeficiencyNShowsNThatNaNValidatedNSecondaTierNviochemicalNTestNwanNReplaceN
zutureNSequencingbNInternationaliJournaliofiNeonataliScreeningZN2020ZNjZN

2.6 1

140 TheNroleNofNexomeNsequencingNinNnewbornNscreeningNforNinbornNerrorsNofNmetabolismbNNaturei
MedicineZN2020ZNfjZNegmfaegmk 50.5 41

139 yvaluatingNtheNpredictionsNofNtheNproteinNstabilityNchangeNuponNsingleNaminoNacidNsubstitutionsNforN
theNzXNNwuαIiNchallengebNHumaniMutationZN2019ZNhdZNegmfaegmm 4.7 11

138 ussessingNtheNperformanceNofNinNsilicoNmethodsNforNpredictingNtheNpathogenicityNofNvariantsNinNtheN
geneNwHyKfZNamongNHispanicNfemalesNwithNbreastNcancerbNHumaniMutationZN2019ZNhdZNejefaejff 4.7 4

137 PredictingNvenousNthromboembolismNriskNfromNexomesNinNtheNwriticalNussessmentNofNαenomeN
InterpretationNVwuαIWNchallengesbNHumaniMutationZN2019ZNhdZNegehaegfd 4.7 5

136 ussessmentNofNpatientNclinicalNdescriptionsNandNpathogenicNvariantsNfromNgeneNpanelNsequencesNinN
theNwuαIaiNintellectualNdisabilityNchallengebNHumaniMutationZN2019ZNhdZNeggdaeghi 4.7 4

135 wuαINSickKidsNchallengesnNussessmentNofNphenotypeNandNvariantNpredictionsNderivedNfromNclinicalN
andNgenomicNdataNofNchildrenNwithNundiagnosedNdiseasesbNHumaniMutationZN2019ZNhdZNegkgaegme 4.7 5

134 ussessingNcomputationalNpredictionsNofNtheNphenotypicNeffectNofNcystathionineabetaasynthaseN
variantsbNHumaniMutationZN2019ZNhdZNeigdaeihi 4.7 3

133 VIPdbZNaNgeneticNVariantNImpactNPredictorNxatabasebNHumaniMutationZN2019ZNhdZNefdfaefeh 4.7 13

132 ussessmentNofNpredictedNenzymaticNactivityNofN˛–aNaacetylglucosaminidaseNvariantsNofNunknownN
significanceNforNwuαINfdejbNHumaniMutationZN2019ZNhdZNeiemaeifm 4.7 4

131 PerformanceNofNcomputationalNmethodsNforNtheNevaluationNofNpericentriolarNmaterialNeNmissenseN
variantsNinNwuαIaibNHumaniMutationZN2019ZNhdZNehkhaehli 4.7 5

130 zxuNoversightNofNNSIαHTNgenomicNresearchnNtheNneedNforNanNintegratedNsystemsNapproachNtoN
regulationbNNpjiGenomiciMedicineZN2019ZNhZNgf 6.2 2

129 TheNwuzuNchallengeNreportsNimprovedNproteinNfunctionNpredictionNandNnewNfunctionalNannotationsN
forNhundredsNofNgenesNthroughNexperimentalNscreensbNGenomeiBiologyZN2019ZNfdZNfhh 18.3 111
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128 SwOPenNclassificationNofNlargeNmacromolecularNstructuresNinNtheNstructuralNclassificationNofN
proteinsaextendedNdatabasebNNucleiciAcidsiResearchZN2019ZNhkZNxhkiaxhle 20.1 57

127 PRywISIONNMyxIwINynNzROMNxIPLOTYPySNTONxISPuRITIySNTOWuRxSNIMPROVyxNHyuLTHNuNxN
THyRuPIySN2018ZN 2

126 RegisteredNaccessnNauthorizingNdataNaccessbNEuropeaniJournaliofiHumaniGeneticsZN2018ZNfjZNekfeaekge 5.3 17

125 KvasenNTheNUnitedNStatesNxepartmentNofNynergyNSystemsNviologyNKnowledgebasebNNaturei
BiotechnologyZN2018ZNgjZNijjaijm 44.5 419

124 uNnovelNpathogenicNvariantNinNaNfamilyNwithNparoxysmalNkinesigenicNdyskinesiaNandNbenignNfamilialN
infantileNseizuresbNJournaliofiPhysicaliEducationiandiSportsiManagementZN2018ZNhZN 2.8 5

123 NewbornNSequencingNinNαenomicNMedicineNandNPublicNHealthbNPediatricsZN2017ZNegmZN 7.4 109

122 NonawodingNVariationnNTheNfdejNunnualNScientificNMeetingNofNtheNHumanNαenomeNVariationNSocietybN
HumaniMutationZN2017ZNglZNhjdahjg 4.7 1

121 PerformanceNofNinNsilicoNtoolsNforNtheNevaluationNofNpejINKhaNVwxKNfuWNvariantsNinNwuαIbNHumani
MutationZN2017ZNglZNedhfaedid 4.7 9

120 WorkingNtowardNprecisionNmedicinenNPredictingNphenotypesNfromNexomesNinNtheNwriticalNussessmentN
ofNαenomeNInterpretationNVwuαIWNchallengesbNHumaniMutationZN2017ZNglZNeelfaeemf 4.7 28

119 MatchingNphenotypesNtoNwholeNgenomesnNLessonsNlearnedNfromNfourNiterationsNofNtheNpersonalN
genomeNprojectNcommunityNchallengesbNHumaniMutationZN2017ZNglZNefjjaefkj 4.7 9

118 SwOPenNManualNwurationNandNurtifactNRemovalNinNtheNStructuralNwlassificationNofNProteinsNaN
extendedNxatabasebNJournaliofiMoleculariBiologyZN2017ZNhfmZNghlagii 6.5 59

117 TheNevolutionNofNfunctionNwithinNtheNNudixNhomologyNclanbNProteins:iStructurewiFunctioniandi
BioinformaticsZN2017ZNliZNkkialee 4.2 33

116 ReportsNfromNwuαInNTheNwriticalNussessmentNofNαenomeNInterpretationbNHumaniMutationZN2017ZNglZNedgmaedhe4.7 28

115 uNnovelNplantNenzymeNwithNdualNactivitynNanNatypicalNNudixNhydrolaseNandNaNdipeptidylNpeptidaseNIIIbN
BiologicaliChemistryZN2017ZNgmlZNedeaeef 4.5 9

114 PRywISIONNMyxIwINynNxuTuNuNxNxISwOVyRYNzORNIMPROVyxNHyuLTHNuNxNTHyRuPYN2016ZN 2

113
SubstrateNspecificityNcharacterizationNforNeightNputativeNnudixNhydrolasesbNyvaluationNofNcriteriaNforN
substrateNidentificationNwithinNtheNNudixNfamilybNProteins:iStructurewiFunctioniandiBioinformaticsZN
2016ZNlhZNeledaelff

4.2 8

112 QuantitativeNTaglessNwopurificationnNuNMethodNtoNValidateNandNIdentifyNProteinaProteinN
InteractionsbNMoleculariandiCellulariProteomicsZN2016ZNeiZNfeljafdf 7.6 10

111 uNnovelNhumanNautoimmuneNsyndromeNcausedNbyNcombinedNhypomorphicNandNactivatingNmutationsN
inNZuPakdbNJournaliofiExperimentaliMedicineZN2016ZNfegZNeiiaji 16.6 60

(2016-2019)
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110 PRywISIONNMyxIwINynNxuTuNuNxNxISwOVyRYNzORNIMPROVyxNHyuLTHNuNxNTHyRuPYbNPacifici
SymposiumioniBiocomputingiPacificiSymposiumioniBiocomputingZN2016ZNfeZNfhgal 1.3 3

109 MultisystemNunomaliesNinNSevereNwombinedNImmunodeficiencyNwithNMutantNvwLeevbNNewiEnglandi
JournaliofiMedicineZN2016ZNgkiZNfejiafekj 59.2 57

108
vacterialNInteractomesnNInteractingNProteinNPartnersNShareNSimilarNzunctionNandNureNValidatedNinN
IndependentNussaysNMoreNzrequentlyNThanNPreviouslyNReportedbNMoleculariandiCellulariProteomicsZN
2016ZNeiZNeigmaii

7.6 12

107 unNexpandedNevaluationNofNproteinNfunctionNpredictionNmethodsNshowsNanNimprovementNinN
accuracybNGenomeiBiologyZN2016ZNekZNelh 18.3 218

106 wombinedNimmunodeficiencyNdueNtoNMuLTeNmutationsZNtreatedNbyNhematopoieticNcellN
transplantationbNJournaliofiClinicaliImmunologyZN2015ZNgiZNegiahj 5.7 72

105 RegulationNofNsplicingNfactorsNbyNalternativeNsplicingNandNNMxNisNconservedNbetweenNkingdomsNyetN
evolutionarilyNflexiblebNMoleculariBiologyiandiEvolutionZN2015ZNgfZNedkfam 8.3 82

104 RegulationNofNalternativeNsplicingNinNxrosophilaNbyNijNRNuNbindingNproteinsbNGenomeiResearchZN2015
ZNfiZNekkeald 9.7 51

103 MultipleNbreastNcancerNriskNvariantsNareNassociatedNwithNdifferentialNtranscriptNisoformNexpressionNinN
tumorsbNHumaniMoleculariGeneticsZN2015ZNfhZNkhfeage 5.6 13

102 TheNvalueNofNproteinNstructureNclassificationNinformationaSurveyingNtheNscientificNliteraturebNProteins:i
StructurewiFunctioniandiBioinformaticsZN2015ZNlgZNfdfiagl 4.2 14

101 SIzTyRNsearchnNaNwebNserverNforNaccurateNphylogenyabasedNproteinNfunctionNpredictionbNNucleiciAcidsi
ResearchZN2015ZNhgZNWeheak 20.1 31

100 NijmegenNbreakageNsyndromeNdetectedNbyNnewbornNscreeningNforNTNcellNreceptorNexcisionNcirclesN
VTRywsWbNJournaliofiClinicaliImmunologyZN2015ZNgiZNffkagg 5.7 21

99 womparativeNanalysisNofNtheNtranscriptomeNacrossNdistantNspeciesbNNatureZN2014ZNiefZNhhial 50.4 207

98 womparativeNanalysisNofNregulatoryNinformationNandNcircuitsNacrossNdistantNspeciesbNNatureZN2014ZN
iefZNhigaj 50.4 135

97 uutomatedNparticleNcorrespondenceNandNaccurateNtiltaaxisNdetectionNinNtiltedaimageNpairsbNJournaliofi
StructuraliBiologyZN2014ZNelkZNjjaki 3.4 4

96 PersonalizedNmedicinenNfromNgenotypesNandNmolecularNphenotypesNtowardsNtherapyaNsessionN
introductionbNPacificiSymposiumioniBiocomputingiPacificiSymposiumioniBiocomputingZN2014ZNemZNffhal 1.3 1

95 PyRSONuLIZyxNMyxIwINynNzROMNαyNOTYPySZNMOLywULuRNPHyNOTYPySNuNxNTHyNQUuNTIzIyxN
SyLzZNTOWuRxSNIMPROVyxNMyxIwINyN2014ZN 4

94 womparisonNofNxbNmelanogasterNandNwbNelegansNdevelopmentalNstagesZNtissuesZNandNcellsNbyN
modyNwOxyNRNuaseqNdatabNGenomeiResearchZN2014ZNfhZNedljaede 9.7 59

93 SwOPenNStructuralNwlassificationNofNProteinsaaextendedZNintegratingNSwOPNandNuSTRuLNdataNandN
classificationNofNnewNstructuresbNNucleiciAcidsiResearchZN2014ZNhfZNxgdham 20.1 438
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92 NewbornNscreeningNforNSwIxNidentifiesNpatientsNwithNataxiaNtelangiectasiabNJournaliofiClinicali
ImmunologyZN2013ZNggZNihdam 5.7 69

91 uNcontinuousNfluorescenceNassayNforNtheNcharacterizationNofNNudixNhydrolasesbNAnalyticali
BiochemistryZN2013ZNhgkZNeklalh 3.1 3

90 OptimalNandNfastNrotationalNalignmentNofNvolumesNwithNmissingNdataNinNzourierNspacebNJournaliofi
StructuraliBiologyZN2013ZNelhZNghiak 3.4 1

89 uNlargeascaleNevaluationNofNcomputationalNproteinNfunctionNpredictionbNNatureiMethodsZN2013ZNedZNffeak 21.6 587

88 ussociationNofNgutNmicrobiotaNwithNpostaoperativeNclinicalNcourseNinNwrohnUsNdiseasebNBMCi
GastroenterologyZN2013ZNegZNege 3 63

87 TheNwOMvRyXNprojectnNdesignZNmethodologyZNandNinitialNresultsbNPLoSiBiologyZN2013ZNeeZNeeddejgl 9.7 47

86
MolecularNfunctionNpredictionNforNaNfamilyNexhibitingNevolutionaryNtendenciesNtowardNsubstrateN
specificityNswappingnNrecurrenceNofNtyrosineNaminotransferaseNactivityNinNtheNI˛–NsubfamilybNProteins:i
StructurewiFunctioniandiBioinformaticsZN2013ZNleZNeimgajdm

4.2 5

85 veNpreparedNforNtheNbigNgenomeNleakbNNatureZN2013ZNhmlZNegm 50.4 18

84 HighathroughputNisolationNandNcharacterizationNofNuntaggedNmembraneNproteinNcomplexesnNouterN
membraneNcomplexesNofNxesulfovibrioNvulgarisbNJournaliofiProteomeiResearchZN2012ZNeeZNikfdagi 5.6 15

83 SelectionNofNprimersNforNoptimalNtaxonomicNclassificationNofNenvironmentalNejSNrRNuNgeneN
sequencesbNISMEiJournalZN2012ZNjZNehhdah 11.9 243

82 TheNdevelopmentalNtranscriptomeNofNxrosophilaNmelanogasterbNNatureZN2011ZNhkeZNhkgam 50.4 1094

81 IdentificationNandNexperimentalNvalidationNofNsplicingNregulatoryNelementsNinNxrosophilaN
melanogasterNrevealsNfunctionallyNconservedNsplicingNenhancersNinNmetazoansbNRnaZN2011ZNekZNellhamh 5.8 11

80 αenomeascaleNphylogeneticNfunctionNannotationNofNlargeNandNdiverseNproteinNfamiliesbNGenomei
ResearchZN2011ZNfeZNemjmald 9.7 43

79 wonservationNofNanNRNuNregulatoryNmapNbetweenNxrosophilaNandNmammalsbNGenomeiResearchZN2011
ZNfeZNemgafdf 9.7 165

78 unNSzeNaffinityNmodelNtoNidentifyNbranchNpointNsequencesNinNhumanNintronsbNNucleiciAcidsiResearchZN
2011ZNgmZNfghhaij 20.1 9

77 IdentificationNofNfunctionalNelementsNandNregulatoryNcircuitsNbyNxrosophilaNmodyNwOxybNScienceZN
2010ZNggdZNeklkamk 33.3 892

76 uutomatedNmultiamodelNreconstructionNfromNsingleaparticleNelectronNmicroscopyNdatabNJournaliofi
StructuraliBiologyZN2010ZNekdZNmlaedl 3.4 30

75 viasesNinNIlluminaNtranscriptomeNsequencingNcausedNbyNrandomNhexamerNprimingbNNucleiciAcidsi
ResearchZN2010ZNglZNeege 20.1 471

(2010-2013)
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74 ulignmentafreeNlocalNstructuralNsearchNbyNwritheNdecompositionbNBioinformaticsZN2010ZNfjZNeekjalh 7.2 6

73 SurveyNofNlargeNproteinNcomplexesNinNxbNvulgarisNrevealsNgreatNstructuralNdiversitybNProceedingsiofi
theiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaZN2009ZNedjZNejildai 11.5 24

72 αenomeawideNidentificationNofNalternativeNspliceNformsNdownaregulatedNbyNnonsenseamediatedN
mRNuNdecayNinNxrosophilabNPLoSiGeneticsZN2009ZNiZNeedddifi 6 68

71 UnlockingNtheNsecretsNofNtheNgenomebNNatureZN2009ZNhimZNmfkagd 50.4 620

70 uNmethodNforNtheNalignmentNofNheterogeneousNmacromoleculesNfromNelectronNmicroscopybNJournali
ofiStructuraliBiologyZN2009ZNejjZNjkakl 3.4 32

69 αenomeawideNanalysisNofNalternativeNpreamRNuNsplicingNandNRNuabindingNspecificitiesNofNtheN
xrosophilaNhnRNPNucvNfamilyNmembersbNMoleculariCellZN2009ZNggZNhglahm 17.6 70

68 PhylogeneticNmolecularNfunctionNannotationbNJournaliofiPhysics:iConferenceiSeriesZN2009ZNeldZNefdfh 0.3 7

67 xataNgrowthNandNitsNimpactNonNtheNSwOPNdatabasenNnewNdevelopmentsbNNucleiciAcidsiResearchZN2008
ZNgjZNxhemafi 20.1 768

66 TheNSorcererNIINαlobalNOceanNSamplingNexpeditionnNexpandingNtheNuniverseNofNproteinNfamiliesbNPLoSi
BiologyZN2007ZNiZNeej 9.7 638

65 wommonNsenseNforNourNgenomesbNNatureZN2007ZNhhmZNklgah 50.4 18

64 UnproductiveNsplicingNofNSRNgenesNassociatedNwithNhighlyNconservedNandNultraconservedNxNuN
elementsbNNatureZN2007ZNhhjZNmfjam 50.4 469

63 TheNcouplingNofNalternativeNsplicingNandNnonsenseamediatedNmRNuNdecaybNAdvancesiiniExperimentali
MedicineiandiBiologyZN2007ZNjfgZNemdafee 3.6 162

62 TheNRNuNOntologyNwonsortiumnNanNopenNinvitationNtoNtheNRNuNcommunitybNRnaZN2006ZNefZNiggahe 5.8 49

61 uNxYnNaNgeneralZNfaultatolerantNtoolNforNdatabaseNsearchingNonNcomputerNclustersbNBioinformaticsZN
2006ZNffZNjelafd 7.2 1

60 MeRNunNaNdatabaseNofNmetalNionNbindingNsitesNinNRNuNstructuresbNNucleiciAcidsiResearchZN2006ZNghZNxegeah20.1 57

59 uNgraphicalNmodelNforNpredictingNproteinNmolecularNfunctionN2006ZN 3

58 TheNimpactNofNstructuralNgenomicsnNexpectationsNandNoutcomesbNScienceZN2006ZNgeeZNghkaie 33.3 316

57 TargetNselectionNandNdeselectionNatNtheNverkeleyNStructuralNαenomicsNwenterbNProteins:iStructurewi
FunctioniandiBioinformaticsZN2006ZNjfZNgijakd 4.2 24
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56 PairwiseNalignmentNincorporatingNdipeptideNcovariationbNBioinformaticsZN2005ZNfeZNgkdhaed 7.2 13

55 StatisticalNevaluationNofNpairwiseNproteinNsequenceNcomparisonNwithNtheNvayesianNbootstrapbN
BioinformaticsZN2005ZNfeZNglfhage 7.2 21

54 TheNtranscriptionalNlandscapeNofNtheNmammalianNgenomebNScienceZN2005ZNgdmZNeiimajg 33.3 2807

53 RNuNstructuralNmotifsnNbuildingNblocksNofNaNmodularNbiomoleculebNQuarterlyiReviewsiofiBiophysicsZN
2005ZNglZNffeahg 7 151

52 ImplicationsNofNstructuralNgenomicsNtargetNselectionNstrategiesnNPfamidddZNwholeNgenomeZNandN
randomNapproachesbNProteins:iStructurewiFunctioniandiBioinformaticsZN2005ZNilZNejjakm 4.2 57

51 uNgeneralizedNaffineNgapNmodelNsignificantlyNimprovesNproteinNsequenceNalignmentNaccuracybN
Proteins:iStructurewiFunctioniandiBioinformaticsZN2005ZNilZNgfmagl 4.2 22

50 StructuralNgenomicsNofNminimalNorganismsNandNproteinNfoldNspacebNJournaliofiStructuraliandi
FunctionaliGenomicsZN2005ZNjZNjgakd 26

49 unNalternativeNmodelNofNaminoNacidNreplacementbNBioinformaticsZN2005ZNfeZNmkiald 7.2 16

48 ProteinNmolecularNfunctionNpredictionNbyNvayesianNphylogenomicsbNPLoSiComputationaliBiologyZN
2005ZNeZNehi 5 131

47 αlobalNanalysisNofNpositiveNandNnegativeNpreamRNuNsplicingNregulatorsNinNxrosophilabNGenesiandi
DevelopmentZN2005ZNemZNegdjaeh 12.6 97

46 ThreeadimensionalNmotifsNfromNtheNSwORZNstructuralNclassificationNofNRNuNdatabasenNextrudedN
strandsZNbaseNtriplesZNtetraloopsNandNUaturnsbNNucleiciAcidsiResearchZN2004ZNgfZNfghfaif 20.1 54

45 TheNuSTRuLNwompendiumNinNfddhbNNucleiciAcidsiResearchZN2004ZNgfZNxelmamf 20.1 433

44 TheNevolvingNrolesNofNalternativeNsplicingbNCurrentiOpinioniiniStructuraliBiologyZN2004ZNehZNfkgalf 8.1 263

43 SwORnNStructuralNwlassificationNofNRNuZNversionNfbdbNNucleiciAcidsiResearchZN2004ZNgfZNxelfah 20.1 85

42 MeasurementsNofNproteinNsequenceastructureNcorrelationsbNProteins:iStructurewiFunctioniandi
BioinformaticsZN2004ZNikZNldhaed 4.2 32

41 ProteinNsecondaryNstructurenNentropyZNcorrelationsNandNpredictionbNBioinformaticsZN2004ZNfdZNejdgaee 7.2 62

40 SwOPNdatabaseNinNfddhnNrefinementsNintegrateNstructureNandNsequenceNfamilyNdatabNNucleiciAcidsi
ResearchZN2004ZNgfZNxffjam 20.1 733

39 TheNevolvingNrolesNofNalternativeNsplicingbNCurrentiOpinioniiniStructuraliBiologyZN2004ZNehZNfkgafkg 8.1 0

(2004-2005)

7



38 StructuralNgenomicsNandNstructuralNbiologynNcompareNandNcontrastbNGenomeiBiologyZN2004ZNiZNghg 18.3 8

37 unNunappreciatedNroleNforNRNuNsurveillancebNGenomeiBiologyZN2004ZNiZNRl 18.3 145

36 αenomeawideNanalysisNrevealsNanNunexpectedNfunctionNforNtheNxrosophilaNsplicingNfactorNUfuzidNinN
theNnuclearNexportNofNintronlessNmRNusbNMoleculariCellZN2004ZNehZNkkialj 17.6 54

35 StructuralNstudiesNofNtheNNudixNhydrolaseNxRedfiNfromNxeinococcusNradioduransNandNitsNligandN
complexesbNJournaliofiMoleculariBiologyZN2004ZNggmZNedgaej 6.5 24

34 WebLogonNaNsequenceNlogoNgeneratorbNGenomeiResearchZN2004ZNehZNeellamd 9.7 7896

33
yvidenceNforNtheNwidespreadNcouplingNofNalternativeNsplicingNandNnonsenseamediatedNmRNuNdecayN
inNhumansbNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaZN2003ZN
eddZNelmamf

11.5 768

32 WidespreadNpredictedNnonsenseamediatedNmRNuNdecayNofNalternativelyasplicedNtranscriptsNofN
humanNnormalNandNdiseaseNgenesbNBioinformaticsZN2003ZNemNSupplNeZNieelafe 7.2 138

31 SulfotransferasesNandNsulfatasesNinNmycobacteriabNChemistryiandiBiologyZN2002ZNmZNkjkakj 92

30 SwORnNaNStructuralNwlassificationNofNRNuNdatabasebNNucleiciAcidsiResearchZN2002ZNgdZNgmfah 20.1 85

29 SwOPNdatabaseNinNfddfnNrefinementsNaccommodateNstructuralNgenomicsbNNucleiciAcidsiResearchZN
2002ZNgdZNfjhak 20.1 348

28 uSTRuLNcompendiumNenhancementsbNNucleiciAcidsiResearchZN2002ZNgdZNfjdag 20.1 93

27 TheNvioperlNtoolkitnNPerlNmodulesNforNtheNlifeNsciencesbNGenomeiResearchZN2002ZNefZNejeeal 9.7 1234

26 uNtourNofNstructuralNgenomicsbNNatureiReviewsiGeneticsZN2001ZNfZNldeam 30.1 131

25 yxpectationsNfromNstructuralNgenomicsbNProteiniScienceZN2000ZNmZNemkafdd 6.3 85

24 TargetNselectionNforNstructuralNgenomicsbNNatureiStructuraliBiologyZN2000ZNkNSupplZNmjkam 88

23 SwOPnNaNstructuralNclassificationNofNproteinsNdatabasebNNucleiciAcidsiResearchZN2000ZNflZNfikam 20.1 468

22 TheNuSTRuLNcompendiumNforNproteinNstructureNandNsequenceNanalysisbNNucleiciAcidsiResearchZN2000ZN
flZNfihaj 20.1 348

21 SwOPnNaNStructuralNwlassificationNofNProteinsNdatabasebNNucleiciAcidsiResearchZN1999ZNfkZNfihaj 20.1 191
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20 TheNPRySuαyNdatabaseNforNstructuralNgenomicsbNNucleiciAcidsiResearchZN1999ZNfkZNfieag 20.1 43

19 yrrorsNinNgenomeNannotationbNTrendsiiniGeneticsZN1999ZNeiZNegfag 8.5 271

18 UsingNmetabolicNpathwayNdatabasesNforNfunctionalNannotationbNTrendsiiniGeneticsZN1998ZNehZNggfag 8.5 17

17
SwOPZNStructuralNwlassificationNofNProteinsNdatabasenNapplicationsNtoNevaluationNofNtheNeffectivenessN
ofNsequenceNalignmentNmethodsNandNstatisticsNofNproteinNstructuralNdatabNActaiCrystallographicai
SectioniD:iBiologicaliCrystallographyZN1998ZNihZNeehkaih

26

16
ussessingNsequenceNcomparisonNmethodsNwithNreliableNstructurallyNidentifiedNdistantNevolutionaryN
relationshipsbNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaZN1998ZN
miZNjdkgal

11.5 438

15 PopulationNstatisticsNofNproteinNstructuresnNlessonsNfromNstructuralNclassificationsbNCurrentiOpinioniini
StructuraliBiologyZN1997ZNkZNgjmakj 8.1 158

14 UnderstandingNproteinNstructurenNusingNscopNforNfoldNinterpretationbNMethodsiiniEnzymologyZN1996ZN
fjjZNjgiahg 1.7 69

13 αeneNduplicationsNinNHbNinfluenzaebNNatureZN1995ZNgklZNehd 50.4 71

12 xNuNrecognitionNcodeNofNtranscriptionNfactorsbNProteiniEngineeringwiDesigniandiSelectionZN1995ZNlZNgemafl1.9 67

11 wlassificationNofNmultiahelicalNxNuabindingNdomainsNandNapplicationNtoNpredictNtheNxvxNstructuresN
ofNsigmaNfactorZNLysRZNOmpRcPhovZNwyNPavZNRaplZNandNXyeScudacurawbNFEBSiLettersZN1995ZNgkfZNfeiafe 3.8 22

10 SwOPnNuNstructuralNclassificationNofNproteinsNdatabaseNforNtheNinvestigationNofNsequencesNandN
structuresbNJournaliofiMoleculariBiologyZN1995ZNfhkZNigjaihd 6.5 2645

9 vLuSTZNvlitzZNvLOwKSNandNvyuUTYnNsequenceNcomparisonNonNtheNnetbNTrendsiiniGeneticsZN1995ZNeeZNggdae 8.5 12

8 SwOPnNaNstructuralNclassificationNofNproteinsNdatabaseNforNtheNinvestigationNofNsequencesNandN
structuresbNJournaliofiMoleculariBiologyZN1995ZNfhkZNigjahd 6.5 5115

7 uNquantitativeNmethodologyNforNtheNdeNnovoNdesignNofNproteinsbNProteiniScienceZN1994ZNgZNelkealf 6.3 10

6 NetworksNofNSpliceNzactorNRegulationNbyNUnproductiveNSplicingNwoupledNWithNNonsenseNMediatedN
mRNuNxecay 1

5 PolysomeNfractionationNanalysisNrevealsNfeaturesNimportantNforNhumanNnonsenseamediatedNmRNuNdecay 1

4 StrVwTVRynNuNsupervisedNlearningNmethodNtoNpredictNtheNpathogenicityNofNhumanNgenomeN
structuralNvariants 5

3 xNuNfromNdriedNbloodNspotsNyieldsNhighNqualityNsequencesNforNexomeNanalysis 2

(-1999)
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2 PerturbationNrobustnessNanalysesNrevealNimportantNparametersNinNvariantNinterpretationNpipelines 2

1 TheNwuzuNchallengeNreportsNimprovedNproteinNfunctionNpredictionNandNnewNfunctionalNannotationsN
forNhundredsNofNgenesNthroughNexperimentalNscreens 7
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