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l Paper IF Citations

189 KzGGoMkyotoMencyclopediaMofMgenesMandMgenomescMNucleicfAcidsfResearchaM2000aMgmaMglbhe 20.1 15737

188 KzGGoMnewMperspectivesMonMgenomesaMpathwaysaMdiseasesMandMdrugscMNucleicfAcidsfResearchaM2017aM
ijaMyhjhbyhkf 20.1 3970

187 KzGGMforMlinkingMgenomesMtoMlifeMandMtheMenvironmentcMNucleicfAcidsfResearchaM2008aMhkaMyimebi 20.1 3943

186 KzGGMasMaMreferenceMresourceMforMgeneMandMproteinMannotationcMNucleicfAcidsfResearchaM2016aMiiaMyijlbkg20.1 3357

185 KzGGMforMintegrationMandMinterpretationMofMlargebscaleMmolecularMdataMsetscMNucleicfAcidsfResearchaM
2012aMieaMyfenbfi 20.1 3314

184 KzGGoMKyotoMzncyclopediaMofMGenesMandMGenomescMNucleicfAcidsfResearchaM1999aMglaMgnbhi 20.1 3093

183 TheMKzGGMresourceMforMdecipheringMtheMgenomecMNucleicfAcidsfResearchaM2004aMhgaMygllbme 20.1 3072

182 KvvSoManMautomaticMgenomeMannotationMandMpathwayMreconstructionMservercMNucleicfAcidsfResearchaM
2007aMhjaMWfmgbj 20.1 2531

181 yataaMinformationaMknowledgeMandMprincipleoMbackMtoMmetabolismMinMKzGGcMNucleicfAcidsfResearchaM
2014aMigaMyfnnbgej 20.1 2277

180 FromMgenomicsMtoMchemicalMgenomicsoMnewMdevelopmentsMinMKzGGcMNucleicfAcidsfResearchaM2006aMhiaMyhjibl20.1 2267

179 KzGGMforMrepresentationMandManalysisMofMmolecularMnetworksMinvolvingMdiseasesMandMdrugscMNucleicf
AcidsfResearchaM2010aMhmaMyhjjbke 20.1 1710

178 WholeMgenomeMsequencingMofMmeticillinbresistantMStaphylococcusMaureuscMLancetufTheaM2001aMhjlaMfggjbie40 1586

177 wlastKOvLvMandMGhostKOvLvoMKzGGMToolsMforMFunctionalMxharacterizationMofMGenomeMandM
MetagenomeMSequencescMJournalfoffMolecularfBiologyaM2016aMigmaMlgkblhf 6.5 1382

176 vMknowledgeMbaseMforMpredictingMproteinMlocalizationMsitesMinMeukaryoticMcellscMGenomicsaM1992aMfiaMmnlbnff4.3 1375

175 NewMapproachMforMunderstandingMgenomeMvariationsMinMKzGGcMNucleicfAcidsfResearchaM2019aMilaMyjnebyjnj20.1 1001

174 TheMKzGGMdatabasesMatMGenomeNetcMNucleicfAcidsfResearchaM2002aMheaMigbk 20.1 954

173 TowardMunderstandingMtheMoriginMandMevolutionMofMcellularMorganismscMProteinfScienceaM2019aMgmaMfnilbfnjf6.3 728
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172 KzGGoMintegratingMvirusesMandMcellularMorganismscMNucleicfAcidsfResearchaM2021aMinaMyjijbyjjf 20.1 702

171 PredictionMofMdrugbtargetMinteractionMnetworksMfromMtheMintegrationMofMchemicalMandMgenomicM
spacescMBioinformaticsaM2008aMgiaMighgbie 7.2 641

170 vvindexoMaminoMacidMindexMdatabaseaMprogressMreportMgeemcMNucleicfAcidsfResearchaM2008aMhkaMygegbj 20.1 623

169 SymbolMNomenclatureMforMGraphicalMRepresentationsMofMGlycanscMGlycobiologyaM2015aMgjaMfhghbi 5.8 585

168 zxpertMsystemMforMpredictingMproteinMlocalizationMsitesMinMgrambnegativeMbacteriacMProteins:f
StructureufFunctionfandfBioinformaticsaM1991aMffaMnjbffe 4.2 578

167 vvindexoMaminoMacidMindexMdatabasecMNucleicfAcidsfResearchaM2000aMgmaMhli 20.1 488

166 yNvMmicroarrayManalysisMofMcyanobacterialMgeneMexpressionMduringMacclimationMtoMhighMlightcMPlantf
CellaM2001aMfhaMlnhbmek 11.6 399

165 KzGGMMapperMforMinferringMcellularMfunctionsMfromMproteinMsequencescMProteinfScienceaM2020aMgnaMgmbhj 6.3 362

164
yevelopmentMofMaMchemicalMstructureMcomparisonMmethodMforMintegratedManalysisMofMchemicalMandM
genomicMinformationMinMtheMmetabolicMpathwayscMJournalfoffthefAmericanfChemicalfSocietyaM2003aM
fgjaMffmjhbkj

16.4 348

163 KzGGMvtlasMmappingMforMglobalManalysisMofMmetabolicMpathwayscMNucleicfAcidsfResearchaM2008aMhkaMWighbk20.1 343

162 yrugbtargetMinteractionMpredictionMfromMchemicalaMgenomicMandMpharmacologicalMdataMinManM
integratedMframeworkcMBioinformaticsaM2010aMgkaMigikbji 7.2 319

161 vMdatabaseMforMpostbgenomeManalysiscMTrendsfinfGeneticsaM1997aMfhaMhljbk 8.5 302

160 PredictionMofMproteinMsubcellularMlocationsMbyMsupportMvectorMmachinesMusingMcompositionsMofMaminoM
acidsMandMaminoMacidMpairscMBioinformaticsaM2003aMfnaMfkjkbkh 7.2 297

159 IdentificationMofMaMnewMcryptochromeMclasscMStructureaMfunctionaMandMevolutioncMMolecularfCellaM2003aM
ffaMjnbkl 17.6 269

158 KofamKOvLvoMKzGGMOrthologMassignmentMbasedMonMprofileMHMMMandMadaptiveMscoreMthresholdcM
BioinformaticsaM2020aMhkaMggjfbggjg 7.2 263

157 IntegrativeMannotationMofMgfaehlMhumanMgenesMvalidatedMbyMfullblengthMcyNvMclonescMPLoSfBiologyaM
2004aMgaMefkg 9.7 255

156 vnalysisMofMaminoMacidMindicesMandMmutationMmatricesMforMsequenceMcomparisonMandMstructureM
predictionMofMproteinscMProteinfEngineeringufDesignfandfSelectionaM1996aMnaMglbhk 1.9 249

155 iPathgceoMinteractiveMpathwayMexplorercMNucleicfAcidsfResearchaM2011aMhnaMWifgbj 20.1 244

(2011-2021)
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154 KzGGMasMaMglycomeMinformaticsMresourcecMGlycobiologyaM2006aMfkaMkhRbleR 5.8 231

153 xoldbregulatedMgenesMunderMcontrolMofMtheMcoldMsensorMHikhhMinMSynechocystiscMMolecularf
MicrobiologyaM2001aMieaMghjbii 4.1 215

152 LIGvNyoMdatabaseMofMchemicalMcompoundsMandMreactionsMinMbiologicalMpathwayscMNucleicfAcidsf
ResearchaM2002aMheaMiegbi 20.1 215

151 GeneMannotationMandMpathwayMmappingMinMKzGGcMMethodsfinfMolecularfBiologyaM2007aMhnkaMlfbnf 1.4 196

150 PathPredoManMenzymebcatalyzedMmetabolicMpathwayMpredictionMservercMNucleicfAcidsfResearchaM2010aM
hmaMWfhmbih 20.1 191

149 xomputationMwithMtheMKzGGMpathwayMdatabasecMBioSystemsaM1998aMilaMffnbgm 1.9 186

148 iPathoMinteractiveMexplorationMofMbiochemicalMpathwaysMandMnetworkscMTrendsfinfBiochemicalfSciences
aM2008aMhhaMfefbh 10.3 156

147 UsingMtheMKzGGMdatabaseMresourcecMCurrentfProtocolsfinfBioinformaticsaM2012aMxhapterMfaMUnitfcfg 24.2 148

146 xlusterManalysisMofMaminoMacidMindicesMforMpredictionMofMproteinMstructureMandMfunctioncMProteinf
EngineeringufDesignfandfSelectionaM1988aMgaMnhbfee 1.9 145

145 yNvMmicroarrayManalysisMofMredoxbresponsiveMgenesMinMtheMgenomeMofMtheMcyanobacteriumM
SynechocystisMspcMstrainMPxxMkmehcMJournalfoffBacteriologyaM2003aMfmjaMflfnbgj 3.5 140

144 ReconstructionMofMaminoMacidMbiosynthesisMpathwaysMfromMtheMcompleteMgenomeMsequencecMGenomef
ResearchaM1998aMmaMgehbfe 9.7 136

143 GlobalManalysisMofMcircadianMexpressionMinMtheMcyanobacteriumMSynechocystisMspcMstrainMPxxMkmehcM
JournalfoffBacteriologyaM2005aMfmlaMgfnebn 3.5 131

142 wioinformaticsMinMtheMpostbsequenceMeracMNaturefGeneticsaM2003aMhhMSupplaMhejbfe 36.3 128

141 PositiveMregulationMofMsugarMcatabolicMpathwaysMinMtheMcyanobacteriumMSynechocystisMspcMPxxMkmehM
byMtheMgroupMgMsigmaMfactorMsigzcMJournalfoffBiologicalfChemistryaM2005aMgmeaMhekjhbn 5.4 128

140 zGassembleroMonlineMbioinformaticsMserviceMforMlargebscaleMprocessingaMclusteringMandMassemblingM
zSTsMandMgenomicMyNvMfragmentscMNucleicfAcidsfResearchaM2006aMhiaMWijnbkg 20.1 126

139 TheMinferenceMofMproteinbproteinMinteractionsMbyMcobevolutionaryManalysisMisMimprovedMbyMexcludingM
theMinformationMaboutMtheMphylogeneticMrelationshipscMBioinformaticsaM2005aMgfaMhimgbn 7.2 126

138 TheMrepertoireMofMdesaturasesMandMelongasesMrevealsMfattyMacidMvariationsMinMjkMeukaryoticMgenomescM
JournalfoffLipidfResearchaM2008aMinaMfmhbnf 6.3 125

137 xomprehensiveManalysisMofMdistinctiveMpolyketideMandMnonribosomalMpeptideMstructuralMmotifsM
encodedMinMmicrobialMgenomescMJournalfoffMolecularfBiologyaM2007aMhkmaMfjeebfl 6.5 116
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136 vMcomparativeManalysisMofMvwxMtransportersMinMcompleteMmicrobialMgenomescMGenomefResearchaM
1998aMmaMfeimbjn 9.7 111

135 xomputationalMassignmentMofMtheMzxMnumbersMforMgenomicbscaleManalysisMofMenzymaticMreactionscM
JournalfoffthefAmericanfChemicalfSocietyaM2004aMfgkaMfkimlbnm 16.4 108

134 ResponseMtoMoxidativeMstressMinvolvesMaMnovelMperoxiredoxinMgeneMinMtheMunicellularMcyanobacteriumM
SynechocystisMspcMPxxMkmehcMPlantfandfCellfPhysiologyaM2004aMijaMgnebn 4.9 99

133 KxaMMUKzGGMxarbohydrateMMatcherVoMaMsoftwareMtoolMforManalyzingMtheMstructuresMofMcarbohydrateM
sugarMchainscMNucleicfAcidsfResearchaM2004aMhgaMWgklblg 20.1 89

132 SIMxOMPdSUwxOMPoMchemicalMstructureMsearchMserversMforMnetworkManalysescMNucleicfAcidsf
ResearchaM2010aMhmaMWkjgbk 20.1 88

131 yINIzSoMdrugbtargetMinteractionMnetworkMinferenceMengineMbasedMonMsupervisedManalysiscMNucleicf
AcidsfResearchaM2014aMigaMWhnbij 20.1 82

130 SystemsMbiologyMapproachesMandMpathwayMtoolsMforMinvestigatingMcardiovascularMdiseasecMMolecularf
BioSystemsaM2009aMjaMjmmbkeg 82

129 KzGGMOxoMaMlargebscaleMautomaticMconstructionMofMtaxonomybbasedMorthologMclusterscMNucleicfAcidsf
ResearchaM2013aMifaMyhjhbl 20.1 81

128 UsingMtheMKzGGMdatabaseMresourcecMCurrentfProtocolsfinfBioinformaticsaM2005aMxhapterMfaMUnitMfcfg 24.2 80

127 PredictionMofMglycanMstructuresMfromMgeneMexpressionMdataMbasedMonMglycosyltransferaseMreactionscM
BioinformaticsaM2005aMgfaMhnlkbmg 7.2 75

126 TheMKzGGMdatabasesMandMtoolsMfacilitatingMomicsManalysisoMlatestMdevelopmentsMinvolvingMhumanM
diseasesMandMpharmaceuticalscMMethodsfinfMolecularfBiologyaM2012aMmegaMfnbhn 1.4 73

125 TowardsMzoomableMmultidimensionalMmapsMofMtheMcellcMNaturefBiotechnologyaM2007aMgjaMjilbji 44.5 73

124 yomainMshufflingMandMtheMevolutionMofMvertebratescMGenomefResearchaM2009aMfnaMfhnhbieh 9.7 72

123
xompleteMnucleotideMsequenceMofMtheMfreshwaterMunicellularMcyanobacteriumMSynechococcusM
elongatusMPxxMkhefMchromosomeoMgeneMcontentMandMorganizationcMPhotosynthesisfResearchaM2007aM
nhaMjjbkl

3.7 67

122 vMtwobcomponentMMngYbsensingMsystemMnegativelyMregulatesMexpressionMofMtheMmntxvwMoperonMinM
SynechocystiscMPlantfCellaM2002aMfiaMgnefbfh 11.6 67

121 SystematicManalysisMofMenzymebcatalyzedMreactionMpatternsMandMpredictionMofMmicrobialM
biodegradationMpathwayscMJournalfoffChemicalfInformationfandfModelingaM2007aMilaMflegbfg 6.1 64

120 MolecularMnetworkManalysisMofMdiseasesMandMdrugsMinMKzGGcMMethodsfinfMolecularfBiologyaM2013aMnhnaMgkhblj1.4 63

119 vlterationMofMgeneMexpressionMinMhumanMhepatocellularMcarcinomaMwithMintegratedMhepatitisMwMvirusM
yNvcMClinicalfCancerfResearchaM2005aMffaMjmgfbk 12.9 63

(2005-1998)
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118 vnMassessmentMofMneuralMnetworkMandMstatisticalMapproachesMforMpredictionMofMzcMcoliMpromoterMsitescM
NucleicfAcidsfResearchaM1992aMgeaMihhfbm 20.1 62

117 znzymeMvnnotationMandMMetabolicMReconstructionMUsingMKzGGcMMethodsfinfMolecularfBiologyaM2017aM
fkffaMfhjbfij 1.4 59

116 ModularMarchitectureMofMmetabolicMpathwaysMrevealedMbyMconservedMsequencesMofMreactionscMJournalf
offChemicalfInformationfandfModelingaM2013aMjhaMkfhbgg 6.1 59

115 PathwaysMofMToxicitycMALTEX:fAlternativesfTofAnimalfExperimentationaM2014aMhfaMjhbkf 4.3 59

114 VisvNTMhceoMnewMmodulesMforMpathwayMvisualizationaMeditingaMpredictionMandMconstructioncMNucleicf
AcidsfResearchaM2007aMhjaMWkgjbhg 20.1 58

113 zbzymeoMpredictingMpotentialMzxMnumbersMfromMtheMchemicalMtransformationMpatternMofM
substratebproductMpairscMBioinformaticsaM2009aMgjaMiflnbmk 7.2 57

112 QuantitativeMelementaryMmodeManalysisMofMmetabolicMpathwaysoMtheMexampleMofMyeastMglycolysiscM
BMCfBioinformaticsaM2006aMlaMfmk 3.6 56

111 PredictionMofMspliceMjunctionsMinMmRNvMsequencescMNucleicfAcidsfResearchaM1985aMfhaMjhglbie 20.1 55

110 KzGGMmappingMtoolsMforMuncoveringMhiddenMfeaturesMinMbiologicalMdatacMProteinfScienceaM2021aM 6.3 54

109 KzGGMwioinformaticsMResourceMforMPlantMGenomicsMandMMetabolomicscMMethodsfinfMolecularfBiologyaM
2016aMfhliaMjjble 1.4 51

108 LinkingMdatabasesMandMorganismsoMGenomeNetMresourcesMinMJapancMTrendsfinfBiochemicalfSciencesaM
1997aMggaMiigbi 10.3 51

107 ScreeningMforMtheMtargetMgeneMofMcyanobacterialMcvMPMreceptorMproteinMSYxRPfcMMolecularf
MicrobiologyaM2002aMihaMmihbjh 4.1 50

106 xomparativeMgenomeManalysisMofMthreeMeukaryoticMparasitesMwithMdifferingMabilitiesMtoMtransformM
leukocytesMrevealsMkeyMmediatorsMofMTheileriabinducedMleukocyteMtransformationcMMBioaM2012aMhaMeeegeibfg7.8 48

105 TheMcommonalityMofMproteinMinteractionMnetworksMdeterminedMinMneurodegenerativeMdisordersM
UNyysVcMBioinformaticsaM2007aMghaMgfgnbhm 7.2 47

104 NetworkbbasedManalysisMandMcharacterizationMofMadverseMdrugbdrugMinteractionscMJournalfoffChemicalf
InformationfandfModelingaM2011aMjfaMgnllbmj 6.1 44

103 UtilizingMevolutionaryMinformationMandMgeneMexpressionMdataMforMestimatingMgeneMnetworksMwithM
bayesianMnetworkMmodelscMJournalfoffBioinformaticsfandfComputationalfBiologyaM2005aMhaMfgnjbhfh 1 42

102 OywoMaMdatabaseMofMoperonsMaccumulatingMknownMoperonsMacrossMmultipleMgenomescMNucleicfAcidsf
ResearchaM2006aMhiaMyhjmbkg 20.1 41

101 zvolutionaryMhistoryMandMfunctionalMimplicationsMofMproteinMdomainsMandMtheirMcombinationsMinM
eukaryotescMGenomefBiologyaM2007aMmaMRfgf 18.3 41
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100 zxtractingMsequenceMmotifsMandMtheMphylogeneticMfeaturesMofMSNvRzbdependentMmembraneMtrafficcM
TrafficaM2006aMlaMffeibfm 5.7 41

99 zvaluationMmethodMforMtheMpotentialMfunctionomeMharboredMinMtheMgenomeMandMmetagenomecMBMCf
GenomicsaM2012aMfhaMknn 4.5 40

98 SystematicMsurveyMforMnovelMtypesMofMprokaryoticMretroelementsMbasedMonMgeneMneighborhoodMandM
proteinMarchitecturecMMolecularfBiologyfandfEvolutionaM2008aMgjaMfhnjbiei 8.3 37

97 xharacterizationMofMrelationshipsMbetweenMtranscriptionalMunitsMandMoperonMstructuresMinMwacillusM
subtilisMandMzscherichiaMcolicMBMCfGenomicsaM2007aMmaMim 4.5 37

96 zxtractionMofMphylogeneticMnetworkMmodulesMfromMtheMmetabolicMnetworkcMBMCfBioinformaticsaM
2006aMlaMfhe 3.6 36

95 ObservingMmetabolicMfunctionsMatMtheMgenomeMscalecMGenomefBiologyaM2007aMmaMRfgh 18.3 36

94 TandemMclustersMofMmembraneMproteinsMinMcompleteMgenomeMsequencescMGenomefResearchaM2000aM
feaMlhfbih 9.7 36

93 zxtractionMofMleukemiaMspecificMglycanMmotifsMinMhumansMbyMcomputationalMglycomicscMCarbohydratef
ResearchaM2005aMhieaMgglebm 2.9 35

92 MvGzSToMMvboyaMgeneMexpressionMpatternsMandMsequenceMtagscMNucleicfAcidsfResearchaM2000aMgmaMfhhbj 20.1 34

91 GzNIzSoMgeneMnetworkMinferenceMengineMbasedMonMsupervisedManalysiscMNucleicfAcidsfResearchaM2012aM
ieaMWfkgbl 20.1 33

90 PartialMcorrelationMcoefficientMbetweenMdistanceMmatricesMasMaMnewMindicatorMofMproteinbproteinM
interactionscMBioinformaticsaM2006aMggaMgimmbng 7.2 33

89 xomprehensiveManalysisMofMglycosyltransferasesMinMeukaryoticMgenomesMforMstructuralMandMfunctionalM
characterizationMofMglycanscMCarbohydratefResearchaM2009aMhiiaMmmfbl 2.9 32

88 vMscoreMmatrixMtoMrevealMtheMhiddenMlinksMinMglycanscMBioinformaticsaM2005aMgfaMfijlbkh 7.2 32

87 xonstructionMofMaMdictionaryMofMsequenceMmotifsMthatMcharacterizeMgroupsMofMrelatedMproteinscM
ProteinfEngineeringufDesignfandfSelectionaM1992aMjaMilnbmm 1.9 32

86 FluctuationMofManMbhelixMstructurecMyifferenceMbetweenMtheMcentralMandMterminalMportionscMJournalfoff
MolecularfBiologyaM1972aMkiaMhkhblm 6.5 32

85 TheMsizeMdifferencesMamongMmammalianMintronsMareMdueMtoMtheMaccumulationMofMsmallMdeletionscM
FEBSfLettersaM1996aMhneaMnnbfeh 3.8 31

84 zGzNzSoMtranscriptomebbasedMplantMdatabaseMofMgenesMwithMmetabolicMpathwayMinformationMandM
expressedMsequenceMtagMindicesMinMKzGGcMPlantfPhysiologyaM2007aMfiiaMmjlbkk 6.6 30

83 KofamKOvLvoMKzGGMorthologMassignmentMbasedMonMprofileMHMMMandMadaptiveMscoreMthreshold 28

(-2006)
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82 MiningMsignificantMtreeMpatternsMinMcarbohydrateMsugarMchainscMBioinformaticsaM2008aMgiaMifklblh 7.2 27

81 TheMevolutionaryMrepertoiresMofMtheMeukaryoticbtypeMvwxMtransportersMinMtermsMofMtheMphylogenyMofM
vTPbbindingMdomainsMinMeukaryotesMandMprokaryotescMMolecularfBiologyfandfEvolutionaM2004aMgfaMgfinbke 8.3 27

80 xonstructionMandManalysisMofMaMprofileMlibraryMcharacterizingMgroupsMofMstructurallyMknownMproteinscM
ProteinfScienceaM1996aMjaMfnnfbn 6.3 27

79 LbaspartateMammoniablyaseMandMfumarateMhydrataseMshareMextensiveMsequenceMhomologycM
BiochemicalfandfBiophysicalfResearchfCommunicationsaM1986aMfhmaMjkmblg 3.4 26

78 xhemicalMandMgenomicMevolutionMofMenzymebcatalyzedMreactionMnetworkscMFEBSfLettersaM2013aMjmlaMglhfbl3.8 25

77 ProfilePSTMMoMcapturingMtreebstructureMmotifsMinMcarbohydrateMsugarMchainscMBioinformaticsaM2006aM
ggaMegjbhi 7.2 25

76 PredictionMofMmissingMenzymeMgenesMinMaMbacterialMmetabolicMnetworkcMReconstructionMofMtheM
lysinebdegradationMpathwayMofMPseudomonasMaeruginosacMFEBSfJournalaM2007aMgliaMggkgblh 5.7 24

75 PredictionMofMinbvivoMmodificationMsitesMofMproteinsMfromMtheirMprimaryMstructurescMJournalfoff
BiochemistryaM1988aMfeiaMknhbn 3.1 23

74 KzGGMbioinformaticsMresourceMforMplantMgenomicsMresearchcMMethodsfinfMolecularfBiologyaM2007aM
iekaMihlbjm 1.4 22

73 vMgeneticMalgorithmMbasedMmolecularMmodelingMtechniqueMforMRNvMstembloopMstructurescMNucleicf
AcidsfResearchaM1995aMghaMifnbgk 20.1 22

72 KxFbSoMKzGGMxhemicalMFunctionMandMSubstructureMforMimprovedMinterpretabilityMandMpredictionMinM
chemicalMbioinformaticscMBMCfSystemsfBiologyaM2013aMlMSupplMkaMSg 3.5 20

71 vMmultivariateManalysisMmethodMforMdiscriminatingMproteinMsecondaryMstructuralMsegmentscMProteinf
EngineeringufDesignfandfSelectionaM1988aMgaMmlbng 1.9 20

70 xharacterizationMandMevolutionaryMlandscapeMofMvmnSINzfMinMvmniotaMgenomescMGeneaM2009aMiifaMfeebfe3.8 19

69 FastMandMaccurateMdatabaseMhomologyMsearchMusingMupperMboundsMofMlocalMalignmentMscorescM
BioinformaticsaM2005aMgfaMnfgbgf 7.2 18

68 MiningMprokaryoticMgenomesMforMunknownMaminoMacidsoMaMstopbcodonbbasedMapproachcMBMCf
BioinformaticsaM2007aMmaMggj 3.6 16

67 RegulationMofMmetabolicMnetworksMbyMsmallMmoleculeMmetabolitescMBMCfBioinformaticsaM2007aMmaMmm 3.6 16

66 zfficientMtreebmatchingMmethodsMforMaccurateMcarbohydrateMdatabaseMqueriescMGenomefInformaticsaM
2003aMfiaMfhibih 16

65 HeuristicsMforMchemicalMcompoundMmatchingcMGenomefInformaticsaM2003aMfiaMfiibjh 16
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64 FragmentMpeptideMlibraryMforMclassificationMandMfunctionalMpredictionMofMproteinscMProteins:fStructureuf
FunctionfandfBioinformaticsaM1990aMmaMhifbjf 4.2 13

63 GlycomicManalysisMusingMKzGGMGLYxvNcMMethodsfinfMolecularfBiologyaM2015aMfglhaMnlbfel 1.4 13

62 vnMimprovedMscoringMschemeMforMpredictingMglycanMstructuresMfromMgeneMexpressionMdatacMGenomef
InformaticsaM2007aMfmaMghlbik 13

61 UpdateMofMMvGzSToMMaboyaMGeneMzxpressionMpatternsMandMSequenceMTagscMNucleicfAcidsfResearchaM
2002aMheaMffnbge 20.1 12

60 wioinformaticsMapproachesMinMglycomicsMandMdrugMdiscoverycMCurrentfOpinionfinfMolecularf
TherapeuticsaM2006aMmaMjfibge 12

59 zxtractionMandManalysisMofMchemicalMmodificationMpatternsMinMdrugMdevelopmentcMJournalfoffChemicalf
InformationfandfModelingaM2009aMinaMffggbn 6.1 11

58 IdentificationMofMendocrineMdisruptorMbiodegradationMbyMintegrationMofMstructurebactivityM
relationshipMwithMpathwayManalysiscMEnvironmentalfSciencefnamp;fTechnologyaM2007aMifaMlnnlbmeeh 10.3 11

57 PathwayMdatabasesMandMhigherMorderMfunctioncMAdvancesfinfProteinfChemistryaM2000aMjiaMhmfbiem 11

56 vpplicationMofMaMnewMprobabilisticMmodelMforMrecognizingMcomplexMpatternsMinMglycanscM
BioinformaticsaM2004aMgeMSupplMfaMikbfi 7.2 10

55 xlusteringMunderMtheMlineMgraphMtransformationoMapplicationMtoMreactionMnetworkcMBMCf
BioinformaticsaM2004aMjaMgel 3.6 10

54 PredictionMofMhigherMorderMfunctionalMnetworksMfromMgenomicMdatacMPharmacogenomicsaM2001aMgaMhlhbmj 2.6 10

53 zxtractionMofMphylogeneticMnetworkMmodulesMfromMprokayroteMmetabolicMpathwayscMGenomef
InformaticsaM2004aMfjaMginbjm 10

52 RepresentationMandManalysisMofMmolecularMnetworksMinvolvingMdiseasesMandMdrugscMGenomef
InformaticsaM2009aMghaMgfgbh 10

51 MRPfMmutatedMinMtheMLeMregionMtransportsMSNbhmMbutMnotMleukotrieneMxiMorMestradiolbflM
UbetabybglucuronateVcMBiochemicalfPharmacologyaM2005aMleaMfejkbkj 6 9

50 yistributionMprofilesMofMGxMcontentMaroundMtheMtranslationMinitiationMsiteMinMdifferentMspeciescMFEBSf
LettersaM1994aMhjgaMlbfe 3.8 9

49 TheMrepertoireMofMdesaturasesMforMunsaturatedMfattyMacidMsynthesisMinMhnlMgenomescMGenomef
InformaticsaM2006aMflaMflhbmh 9

48 IdentificationMofMznzymeMGenesMUsingMxhemicalMStructureMvlignmentsMofMSubstratebProductMPairscM
JournalfoffChemicalfInformationfandfModelingaM2016aMjkaMjfebk 6.1 8

47 InferringMvntimicrobialMResistanceMfromMPathogenMGenomesMinMKzGGcMMethodsfinfMolecularfBiologyaM
2018aMfmelaMggjbghn 1.4 7

(2018-1990)
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46 xharacterizationMofMalphabphosphoglucomutaseMisozymesMfromMToxoplasmaMgondiicMParasitologyf
InternationalaM2010aMjnaMgekbfe 2.1 7

45 PredictionMofMnitrogenMmetabolismbrelatedMgenesMinMvnabaenaMbyMkernelbbasedMnetworkManalysiscM
ProteomicsaM2007aMlaMneebn 4.8 7

44 NzWMvMINOMvxIyMINyIxzSMwvSzyMONMRzSIyUzMNzTWORKMTOPOLOGYM2007aM 7

43 xlusteringMofMdatabaseMsequencesMforMfastMhomologyMsearchMusingMupperMboundsMonMalignmentM
scorecMGenomefInformaticsaM2004aMfjaMnhbfei 7

42 vMglobalMrepresentationMofMtheMcarbohydrateMstructuresoMaMtoolMforMtheManalysisMofMglycancMGenomef
InformaticsaM2005aMfkaMgfibgg 7

41
PIzROMontologyMforManalysisMofMbiochemicalMtransformationsoMeffectiveMimplementationMofMreactionM
informationMinMtheMIUwMwMenzymeMlistcMJournalfoffBioinformaticsfandfComputationalfBiologyaM2014aM
fgaMfiigeef

1 6

40 vMnewMefficientMprobabilisticMmodelMforMminingMlabeledMorderedMtreesMappliedMtoMglycobiologycMACMf
TransactionsfonfKnowledgefDiscoveryfFromfDataaM2008aMgaMfbhe 4 6

39 vMnewMefficientMprobabilisticMmodelMforMminingMlabeledMorderedMtreesM2006aM 6

38 UsingMproteinMmotifMcombinationsMtoMupdateMKzGGMpathwayMmapsMandMorthologueMtablescMGenomef
InformaticsaM2004aMfjaMgkkblj 6

37 NetworkManalysisMofMadverseMdrugMinteractionscMGenomefInformaticsaM2008aMgeaMgjgbn 6

36 KzGGMGLYxvNM2017aMfllbfnh 5

35 PredictiveMgenomicMandMmetabolomicManalysisMforMtheMstandardizationMofMenzymeMdatacMPerspectivesf
infScienceaM2014aMfaMgibhg 0.8 5

34 zxtractionMofMspeciesbspecificMglycanMsubstructurescMGenomefInformaticsaM2004aMfjaMknbmf 5

33 KzGGMandMGenomeNetMResourcesMforMPredictingMProteinMFunctionMfromMOmicsMyataMIncludingMKzGGM
PLvNTMResourceM2011aMglfbgmm 4

32 IdentificationMofMmetabolicMunitsMinducedMbyMenvironmentalMsignalscMBioinformaticsaM2006aMggaMehljbmh 7.2 4

31 ManagingMandManalyzingMcarbohydrateMdatacMSIGMODfRecordaM2004aMhhaMhhbhm 1.1 4

30 PRzyIxTINGMwMxzLLMzPITOPzMRzSIyUzSMWITHMNzTWORKMTOPOLOGYMwvSzyMvMINOMvxIyMINyIxzSM
2007aM 4

29 varywoMaMdatabaseMofMantigenicMvariantMsequencesbbcurrentMstatusMandMfutureMprospectscMActafTropica
aM2010aMffiaMfiibjf 3.2 3
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28 vssessingMtheMsignificanceMofMlocalMsequenceMhomologiescMMathematicalfBiosciencesaM1984aMknaMllbmj 3.9 3

27 KzGGMGLYxvNMforMIntegratedMvnalysisMofMPathwaysaMGenesaMandMStructuresM2008aMiifbiii 3

26 zxtractionMofMorganismMgroupsMfromMphylogeneticMprofilesMusingMindependentMcomponentManalysiscM
GenomefInformaticsaM2002aMfhaMkfble 3

25 xonservationMofMgeneMcobregulationMbetweenMtwoMprokaryotesoMwacillusMsubtilisMandMzscherichiaMcolicM
GenomefInformaticsaM2005aMfkaMffkbgi 3

24 RzPRzSzNTvTIONMvNyMvNvLYSISMOFMMOLzxULvRMNzTWORKSMINVOLVINGMyISzvSzSMvNyMyRUGSM
2009aM 2

23 NzWMKzRNzLMMzTHOySMFORMPHzNOTYPzMPRzyIxTIONMFROMMGzNOTYPzMyvTvM2010aM 2

22 NzTWORKMvNvLYSISMOFMvyVzRSzMyRUGMINTzRvxTIONSM2008aM 2

21 UsingMKzGGMinMtheMTransitionMfromMGenomicsMtoMxhemicalMGenomicsM2009aMihlbijg 2

20 vnalysisMofMtheMdifferencesMinMmetabolicMnetworkMexpansionMbetweenMprokaryotesMandMeukaryotescM
GenomefInformaticsaM2006aMflaMghebn 2

19 vnalysisMofMcommonMsubstructuresMofMmetabolicMcompoundsMwithinMtheMdifferentMorganismMgroupscM
GenomefInformaticsaM2007aMfmaMgnnbhel 2

18 vutomatedMinterpretationMofMmetabolicMcapacityMfromMgenomeMandMmetagenomeMsequencescM
QuantitativefBiologyaM2013aMfaMfngbgee 3.9 1

17 MUxHvoMmultipleMchemicalMalignmentMalgorithmMtoMidentifyMbuildingMblockMsubstructuresMofMorphanM
secondaryMmetabolitescMBMCfBioinformaticsaM2011aMfgMSupplMfiaMSf 3.6 1

16 GzNOMzbWIyzMvNvLYSISMOFMPLvNTMUGTMFvMILYMwvSzyMONMSzQUzNxzMvNyMSUwSTRvTzM
INFORMvTIONM2010aM 1

15 PopulationMmodelbbasedMinterbdiplotypeMsimilarityMmeasureMforMaccurateMdiplotypeMclusteringcM
JournalfoffComputationalfBiologyaM2012aMfnaMjjbkl 1.7 1

14 KzGGoMFromMGenesMtoMwiochemicalMPathwaysM2002aMkhblk 1

13 NonrandomMrecurrenceMofMconsecutiveMrepeatsMinMnoncodingMmammalianMsequencescMMathematicalf
BiosciencesaM1986aMmfaMihbjg 3.9 1

12 vMkbvpproximationMvlgorithmMforMxomputingMSmallestMxommonMvoNbSupertreeMwithMvpplicationMtoM
theMReconstructionMofMGlycanMTreescMLecturefNotesfinfComputerfScienceaM2006aMfeebffe 0.9 1

11 gPTfelMvMclassificationMofMenzymaticMreactionsMandMitsMapplicationMtoMmetabolicMpathwayMsearchUTheM
jethMvnnualMMeetingMofMtheMwiophysicalMSocietyMofMJapanVcMSeibutsufButsuriaM2012aMjgaMSfgg 0
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10 wioinformaticsMvnalysisMofMGlycanMStructuresMfromMaMGenomicMPerspectivefgjbfif

9 xontributoryMpresentationsdposterscMJournalfoffBiosciencesaM1999aMgiaMhhbfnm 2.3

8 InferenceMofMProteinbProteinMInteractionsMbyMUsingMxobevolutionaryMInformationcMLecturefNotesfinf
ComputerfScienceaM2007aMhggbhhh 0.9

7 StructurebactivityMrelationshipsMandMpathwayManalysisMofMbiologicalMdegradationMprocessescMJournalf
offPesticidefSciencesaM2006aMhfaMglhbgmf 2.7

6 SystemsMvpproachMtoMMetabolismf

5 RevealingMphenotypebassociatedMfunctionalMdifferencesMbyMgenomebwideMscanMofMancientMhaplotypeM
blockscMPLoSfONEaM2017aMfgaMeeflkjhe 3.7

4 KnowledgebwasedMvnalysisMofMProteinMInteractionMNetworksMinMNeurodegenerativeMyiseasescM
FrontiersfinfNeuroscienceaM2009aMfilbfkg

3 KzGGMGLYxvNMforMIntegratedMvnalysisMofMPathwaysaMGenesaMandMGlycanMStructuresM2010aMfnlbgfe

2 xomprehensiveManalysisMandMpredictionMofMsyntheticMlethalityMusingMsubcellularMlocationscMGenomef
InformaticsaM2005aMfkaMfjebm

1 vutoimmuneMdiseasesMandMpeptideMvariationscMGenomefInformaticsaM2005aMfkaMglgbme
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