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i Paper IF Citations

81 wonstructionLofLatomicLmodelsLofLfullLhepatitisLvLvaccineLparticlesLatLdifferentLstagesLofL
maturationaLJournaleofeMoleculareGraphicseandeModellingYL2020YLmlYLdckidc 2.8 3

80 uLé’NSywnLviewingLproteinLsecondaryLstructureLpredictionsLwithinLlargeLmultipleLsequenceL
alignmentsaLBioinformaticsYL2017YLffYLfmmd_fmme 7.2 26

79 ThyroglobulinLRepresentsLaLNovelLMolecularLurchitectureLofLVertebratesaLJournaleofeBiologicale
ChemistryYL2016YLemdYLdihhf_ii 5.4 25

78 UltradeepLpyrosequencingLandLmolecularLmodelingLidentifyLkeyLstructuralLfeaturesLofLhepatitisLvL
virusLRNaseLHYLaLputativeLtargetLforLantiviralLinterventionaLJournaleofeVirologyYL2014YLllYLhkg_le 6.6 7

77 vwLexvnLdatabaseLofLvwL_eLfamilyLmembersLandLvHf_onlyLproteinsaLDatabase:etheeJournaleofe
BiologicaleDatabaseseandeCurationYL2014YLecdgYLbaucdf 5 12

76 HvVdbnLaLknowledgeLdatabaseLforLHepatitisLvLVirusaLNucleiceAcidseResearchYL2013YLgdYLxhii_kc 20.1 125

75 SuMonLuLToolLforLProteinLzunctionLénferenceLvasedLonLfxLStructuresLwomparisonsaLFocuseone
StructuraleBiologyYL2013YLd_ef

74 vYKdbnLtheLvacterialLproteinLtYrosineLKinaseLdatabaseaLNucleiceAcidseResearchYL2012YLgcYLxfed_g 20.1 25

73 ViralORzeomenLanLintegratedLdatabaseLtoLgenerateLaLversatileLcollectionLofLviralLORzsaLNucleiceAcidse
ResearchYL2010YLflYLxfkd_l 20.1 35

72 SMePH_dbnLanLinteractiveLsystemLforLtheLintegratedLanalysisLofLphenotypicLconsequencesLofL
missenseLmutationsLinLproteinsLinvolvedLinLhumanLgeneticLdiseasesaLHumaneMutationYL2010YLfdYLdek_fh 4.7 8

71 Pxv_RyxOnLautomatedLre_refinementLofLX_rayLstructureLmodelsLinLtheLPxvaLJournaleofeAppliede
CrystallographyYL2009YLgeYLfki_flg 3.8 157

70 MutationLinLtheLmelanocortinLdLreceptorLisLassociatedLwithLamberLcolourLinLtheLNorwegianLzorestL
wataLAnimaleGeneticsYL2009YLgcYLhgk_he 2.5 22

69 MSX_fxnLaLtoolLtoLvalidateLfxLproteinLmodelsLusingLmassLspectrometryaLBioinformaticsYL2008YLegYLekle_f7.2 15

68 édentificationLofLtheLidiosyncraticLbacterialLproteinLtyrosineLkinaseLUvY_kinaseVLfamilyLsignatureaL
BioinformaticsYL2008YLegYLegek_fc 7.2 37

67 vlastLsamplingLforLstructuralLandLfunctionalLanalysesaLBMCeBioinformaticsYL2007YLlYLie 3.6 5

66 euHwVdbnLtheLyuropeanLhepatitisLwLvirusLdatabaseaLNucleiceAcidseResearchYL2007YLfhYLxfif_i 20.1 116

65 wonservedLdeterminantsLforLmembraneLassociationLofLnonstructuralLproteinLhuLfromLhepatitisLwL
virusLandLrelatedLvirusesaLJournaleofeVirologyYL2007YLldYLekgh_hk 6.6 30
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64 PredictionLofLamphipathicLin_planeLmembraneLanchorsLinLmonotopicLproteinsLusingLaLSVMLclassifieraL
BMCeBioinformaticsYL2006YLkYLehh 3.6 102

63 HepatitisLwLdatabasesYLprinciplesLandLutilityLtoLresearchersaLHepatologyYL2006YLgfYLddhk_ih 11.2 33

62 uLcomprehensiveLsystemLforLconsistentLnumberingLofLHwVLsequencesYLproteinsLandLepitopesaL
HepatologyYL2006YLggYLdfhh_id 11.2 93

61 wharacterizationLofLprostate_specificLantigenLbindingLpeptidesLselectedLbyLphageLdisplayL
technologyaLJournaleofeMoleculareRecognitionYL2006YLdmYLdc_ec 2.6 10

60
énsightsLintoLearlyLextracellularLmatrixLevolutionnLsponginLshortLchainLcollagen_relatedLproteinsLareL
homologousLtoLbasementLmembraneLtypeLéVLcollagensLandLformLaLnovelLfamilyLwidelyLdistributedL
inLinvertebratesaLMoleculareBiologyeandeEvolutionYL2006YLefYLeell_fce

8.3 85

59 ’ridLxeploymentLofLLegacyLvioinformaticsLupplicationsLwithLTransparentLxataLuccessL2006YL 6

58 NMRLstructureLandLmolecularLdynamicsLofLtheLin_planeLmembraneLanchorLofLnonstructuralLproteinL
huLfromLbovineLviralLdiarrheaLvirusaLBiochemistryYL2006YLghYLeeed_ff 3.2 44

57 WebLServicesLénterfaceLtoLRunLProteinLSequenceLToolsLonL’ridYLTestcaseLofLProteinLSequenceL
ulignmentaLLectureeNoteseineComputereScienceYL2006YLegc_egm 0.9 1

56 Mu’OSnLmultipleLalignmentLandLmodellingLserveraLBioinformaticsYL2006YLeeYLedig_h 7.2 2

55 TheLSuMoLservernLfxLsearchLforLproteinLfunctionalLsitesaLBioinformaticsYL2005YLedYLfmem_fc 7.2 71

54 ’enezarmYLstructuralLandLfunctionalLannotationLofLurabidopsisLgeneLandLproteinLfamiliesLbyLaL
networkLofLexpertsaLNucleiceAcidseResearchYL2005YLffYLxigd_i 20.1 15

53 wonsensusLproposalsLforLaLunifiedLsystemLofLnomenclatureLofLhepatitisLwLvirusLgenotypesaL
HepatologyYL2005YLgeYLmie_kf 11.2 1136

52 SelectiveLrecognitionLofLenzymaticallyLactiveLprostate_specificLantigenLUPSuVLbyLanti_PSuL
monoclonalLantibodiesaLJournaleofeMoleculareRecognitionYL2005YLdlYLeeh_fh 2.6 16

51 édentificationLofLantigenicLregionsLofLduckLhepatitisLvLvirusLcoreLproteinLwithLantibodiesLelicitedLbyL
xNuLimmunizationLandLchronicLinfectionaLJournaleofeVirologyYL2004YLklYLdmgh_hf 6.6 19

50 wharacterizationLofLmimotopesLmimickingLanLimmunodominantLconformationalLepitopeLonLtheL
hepatitisLwLvirusLNSfLhelicaseaLJournaleofeMedicaleVirologyYL2004YLkeYLflh_mh 19.7 13

49 HwVxvnLhepatitisLwLvirusLsequencesLdatabaseaLAppliedeBioinformaticsYL2004YLfYLefk_gc 28

48 éntegratedLdatabanksLaccessLandLsequencebstructureLanalysisLservicesLatLtheLPvéLaLNucleiceAcidse
ResearchYL2003YLfdYLffmf_m 20.1 25

47 wonservationLofLaminoLacidsLintoLmultipleLalignmentsLinvolvedLinLpairwiseLinteractionsLinL
three_dimensionalLproteinLstructuresaLJournaleofeBioinformaticseandeComputationaleBiologyYL2003YLdYLhch_hec1 1
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46 xetectionLofLunrelatedLproteinsLinLsequencesLmultipleLalignmentsLbyLusingLpredictedLsecondaryL
structuresaLBioinformaticsYL2003YLdmYLhci_de 7.2 24

45 uLnewLbioinformaticLapproachLtoLdetectLcommonLfxLsitesLinLproteinLstructuresaLProteins:eStructurete
FunctioneandeBioinformaticsYL2003YLheYLdfk_gh 4.2 134

44 LowLresolutionLstructureLdeterminationLshowsLprocollagenLw_proteinaseLenhancerLtoLbeLanL
elongatedLmultidomainLglycoproteinaLJournaleofeBiologicaleChemistryYL2003YLeklYLkdmm_ech 5.4 26

43 ’enofxnLautomaticLcomparativeLmolecularLmodellingLofLproteinaLBioinformaticsYL2002YLdlYLedf_g 7.2 347

42 yvidenceLforLcrucialLelectrostaticLinteractionsLbetweenLvcl_eLhomologyLdomainsLvHfLandLvHgLinL
theLanti_apoptoticLNr_dfLproteinaLBiochemicaleJournalYL2002YLfilYLedf_ed 3.8 9

41 HwVxvLnLbaseLdeLdonnˆ'esLdeLsˆ'quencesLduLvirusLdeLlâ��hˆ'patiteLwLetLoutilsLbio_informatiquesL
dâ��analyseaLMedecinexSciencesYL2002YLdlYLifm_ifm

40
énvolvementLofLtheLw_terminalLendLofLtheLprostrate_specificLantigenLinLaLconformationalLepitopenL
characterizationLbyLproteolyticLdegradationLofLmonoclonalLantibody_boundLantigenLandLmassL
spectrometryaLJournaleofeMoleculareRecognitionYL2001YLdgYLgci_df

2.6 2

39 édentificationLofLrelatedLproteinsLwithLweakLsequenceLidentityLusingLsecondaryLstructureL
informationaLProteineScienceYL2001YLdcYLkll_mk 6.3 46

38 uNTHyPROTnLanLintegratedLproteinLsequenceLanalysisLsoftwareLwithLclientbserverLcapabilitiesaL
ComputerseineBiologyeandeMedicineYL2001YLfdYLehm_ik 7 118

37 uLcommonLmechanismLforLuTPLhydrolysisLinLuvwLtransporterLandLhelicaseLsuperfamiliesaLTrendseine
BiochemicaleSciencesYL2001YLeiYLhfm_gg 10.3 80

36
wonservationLofLtheLconformationLandLpositiveLchargesLofLhepatitisLwLvirusLyeLenvelopeL
glycoproteinLhypervariableLregionLdLpointsLtoLaLroleLinLcellLattachmentaLJournaleofeVirologyYL2001YL
khYLhkcf_dc

6.6 151

35 unalysisLofLprostateLspecificLantigenLandLalphad_antichymotrypsinLinteractionLusingLantipeptideL
monoclonalLantibodiesaLJournaleofeUrologyYL2001YLdihYLfcd_i 2.5 3

34 yvidenceLforLdistinctLcomplementLregulatoryLandLmeaslesLvirusLbindingLsitesLonLwxgiLSwReaL
EuropeaneJournaleofeImmunologyYL2000YLfcYLfghk_ie 6.1 8

33 uzdhqdgYLaLnovelLpartnerLgeneLfusedLtoLtheLMLLLgeneLinLanLacuteLmyeloidLleukaemiaLwithLaL
tUddodhVUqefoqdgVaLOncogeneYL2000YLdmYLgggi_hc 9.2 40

32 NPStnLnetworkLproteinLsequenceLanalysisaLTrendseineBiochemicaleSciencesYL2000YLehYLdgk_hc 10.3 1250

31 xesLprotˆ'inesLenLfxaLBiofuturYL2000YLecccYLig_ih 3

30 ’eneticLcapsidLmodificationsLallowLefficientLre_targetingLofLadeno_associatedLvirusLtypeLeaLNaturee
MedicineYL1999YLhYLdche_i 50.5 273

29 StructuralLanalysisLofLtheLheparin_bindingLsiteLofLtheLNwdLdomainLofLcollagenLXéVLbyLwxLandLNMRaL
BiochemistryYL1999YLflYLigkm_ll 3.2 30
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28 édentificationLandLcharacterizationLofLaLheparinLbindingLsiteLwithinLtheLNwdLdomainLofLchickenL
collagenLXéVaLMatrixeBiologyYL1998YLdkYLdgh_m 11.4 21

27 SecondaryLstructureLofLP_glycoproteinLinvestigatedLbyLcircularLdichroismLandLaminoLacidLsequenceL
analysisaLBiochimicaeEteBiophysicaeActaeueBiomembranesYL1998YLdfkdYLfdk_fg 3.8 19

26 Three_dimensionalLstructureLofLtheLxNu_bindingLdomainLofLtheLfructoseLrepressorLfromLyscherichiaL
coliLbyLdHLandLdhNLNMRaLJournaleofeMoleculareBiologyYL1997YLekcYLgmi_hdc 6.5 34

25 StructureLandLorganizationLofLtheLvombyxLmoriLsericinLdLgeneLandLofLtheLsericinsLdLdeducedLfromL
theLsequenceLofLtheLSerLdvLcxNuaLInsecteBiochemistryeandeMoleculareBiologyYL1997YLekYLgim_kk 4.5 106

24 ProteinLstructureLpredictionaLémplicationsLforLtheLbiologistaLBiochimieYL1997YLkmYLild_i 4.6 84

23 wharacterizationLofLaLbacterialLgeneLencodingLanLautophosphorylatingLproteinLtyrosineLkinaseaLGene
YL1997YLecgYLehm_ih 3.8 61

22 RecombinantLN_terminalLnucleotide_bindingLdomainLfromLmouseLP_glycoproteinaLOverexpressionYL
purificationYLandLroleLofLcysteineLgfcaLJournaleofeBiologicaleChemistryYL1996YLekdYLddihe_l 5.4 60

21 xefinitionLofLaLconsensusLxNu_bindingLsiteLforLtheLyscherichiaLcoliLpleiotropicLregulatoryLproteinYL
zruRaLMoleculareMicrobiologyYL1996YLedYLehk_ii 4.1 33

20
ésolationLandLcharacterizationLofLUrbainYLaLec_hydroxyecdysone_inducibleLgeneLexpressedLduringL
morphogenesisLofLvombyxLmoriLwingLimaginalLdiscsaLRouxnseArchiveseofeDevelopmentaleBiologyYL1996
YLechYLfff_fgf

15

19 uNTHyPROTLeacnLaLthree_dimensionalLmoduleLfullyLcoupledLwithLproteinLsequenceLanalysisL
methodsaLJournaleofeMoleculareGraphicsYL1995YLdfYLecm_deYLdmm_ecc 40

18 ximerizationLkineticsLofLHéV_dLandLHéV_eLreverseLtranscriptasenLaLtwoLstepLprocessaLJournaleofe
MoleculareBiologyYL1995YLeghYLhcl_ed 6.5 65

17 wharacterizationLofLtwoLgenesLcodingLforLaLsimilarLfour_cysteineLmotifLofLtheLamino_terminalL
propeptideLofLaLseaLurchinLfibrillarLcollagenaLFEBSeJournalYL1995YLefgYLhm_ih 13

16 wommonLtopologyLwithinLaLnon_collagenousLdomainLofLseveralLdifferentLcollagenLtypesaLMatrixe
BiologyYL1994YLdgYLeff_m 11.4 26

15 wloningLandLsequenceLanalysisLofLaLpolygalacturonase_encodingLgeneLfromLtheLphytopathogenicL
fungusLSclerotiniaLsclerotiorumaLGeneYL1994YLdgiYLeff_k 3.8 55

14 SOPMnLaLself_optimizedLmethodLforLproteinLsecondaryLstructureLpredictionaLProteineEngineeringte
DesigneandeSelectionYL1994YLkYLdhk_ig 1.9 254

13 ModificationsLinLtheLbindingLdomainLofLavianLretrovirusLenvelopeLproteinLtoLredirectLtheLhostLrangeL
ofLretroviralLvectorsaLJournaleofeVirologyYL1994YLilYLgicm_dm 6.6 99

12 uNTHyPROTnLanLinteractiveLgraphicsLsoftwareLforLanalyzingLproteinLstructuresLfromLsequencesaL
JournaleofeMoleculareGraphicsYL1991YLmYLdll_mcYLdik 36

11 éntrinsicLtryptophanLfluorescenceLofLSchizosaccharomycesLpombeLmitochondrialLzd_uTPaseaLuL
powerfulLprobeLforLphosphateLandLnucleotideLinteractionsaLBiochemistryYL1991YLfcYLfehi_ie 3.2 23
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10
énteractionLbetweenLdeltaLandLepsilonLsubunitsLofLzd_uTPaseLfromLpigLheartLmitochondriaaLwircularL
dichroismLandLintrinsicLfluorescenceLofLpurifiedLandLreconstitutedLdeltaLepsilonLcomplexaL
BiochemistryYL1990YLemYLmfhl_ig

3.2 17

9 Virus_neutralizingLmonoclonalLantibodyLtoLaLconservedLepitopeLonLtheLduckLhepatitisLvLvirusLpre_SL
proteinaLJournaleofeVirologyYL1990YLigYLdemc_k 6.6 33

8 ypitopeLofLOSwPLoligomycinLsensitivityLconferringLproteinLexposedLatLtheLsurfaceLofLtheL
mitochondrialLuTPase_uTPsynthaseLcomplexaLBiochimieYL1989YLkdYLmdk_em 4.6 1

7 xuckLhepatitisLvLvirusLcanLtolerateLinsertionYLdeletionYLandLpartialLframeshiftLmutationLinLtheLdistalL
pre_SLregionaLJournaleofeVirologyYL1989YLifYLgmih_l 6.6 27

6 unLalgorithmLforLproteinLsecondaryLstructureLpredictionLbasedLonLclassLpredictionaLProteine
EngineeringteDesigneandeSelectionYL1987YLdYLelm_mg 1.9 261

5 uLcomputerizedLversionLofLtheLwhouLandLzasmanLmethodLforLpredictingLtheLsecondaryLstructureLofL
proteinsaLAnalyticaleBiochemistryYL1987YLdifYLeme_k 3.1 17

4
yfficientLreconstitutionLofLmitochondrialLenergy_transferLreactionsLfromLdepletedLmembranesLandL
zd_uTPaseLasLaLfunctionLofLtheLamountLofLboundLoligomycinLsensitivity_conferringLproteinLUOSwPVaL
BiochimicaeEteBiophysicaeActaeueBioenergeticsYL1986YLlheYLhh_ik

4.6 21

3
StructuralLaspectsLandLorientationLmechanismLofLmitochondrialLzdLadenosinetriphosphataseaL
yvidenceLforLaLnegativeLelectricLbirefringenceLdueLtoLaLpermanentLmomentLperpendicularLtoLtheL
longLaxesLofLtheLparticleaLBiochemistryYL1986YLehYLelhg_l

3.2 5

2 PreparationLofLaLhighlyLcoupledLHUXV_transportingLuTPLsynthaseLfromLpigLheartLmitochondriaaL
MethodseineEnzymologyYL1986YLdeiYLgdk_ek 1.7 3

1 worrelationsLbetweenLuTPLhydrolysisYLuTPLsynthesisYLgenerationLandLutilizationLofLdeltaLpHLinL
mitochondrialLuTPase_uTPLsynthaseaLBiochimicaeEteBiophysicaeActaeueBioenergeticsYL1983YLkehYLgig_kd 4.6 19
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