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190 TheIgenomeIsequenceIofItaurineIcattlejIaIwindowItoIruminantIbiologyIandIevolutionWIScienceUI2009UI
cbdUIebbVh 33.3 863

189 WholeVgenomeIsequenceIofIεchistosomaIhaematobiumWINatureiGeneticsUI2012UIddUIbbaVe 36.3 325

188 qscarisIsuumIdraftIgenomeWINatureUI2011UIdgiUIebiVcc 50.4 217

187
qnIintegratedItranscriptomicsIandIproteomicsIanalysisIofItheIsecretomeIofItheIhelminthIpathogenI
vasciolaIhepaticajIproteinsIassociatedIwithIinvasionIandIinfectionIofItheImammalianIhostWIMoleculari
andiCellulariProteomicsUI2009UIhUIahiaViYg

7.6 203

186 qIhitchhikerPsIguideItoIexpressedIsequenceItagIQuεTRIanalysisWIBriefingsiiniBioinformaticsUI2007UIhUIfVba 13.4 200

185 qIcommonIsiteIwithinIfactorIxIεsβIgIresponsibleIforIbindingIheparinUIsVreactiveIproteinIandI
streptococcalI IproteinWIEuropeaniJournaliofiImmunologyUI2003UIccUIifbVi 6.1 143

184 wenomeIofItheIhumanIhookwormINecatorIamericanusWINatureiGeneticsUI2014UIdfUIbfaVbfi 36.3 139

183 ynIsilicoIgroupingIofIpeptideXx—qIclassIyIcomplexesIusingIstructuralIinteractionIcharacteristicsWI
BioinformaticsUI2007UIbcUIaggVhc 7.2 123

182 ustablishingIbioinformaticsIresearchIinItheIqsiaIéacificWIBMCiBioinformaticsUI2006UIgUIa 3.6 114

181
kappaVxefutoxinaUIaInovelItoxinIfromItheIscorpionIxeterometrusIfulvipesIwithIuniqueIstructureI
andIfunctionWIymportanceIofItheIfunctionalIdiadIinIpotassiumIchannelIselectivityWIJournaliofi
BiologicaliChemistryUI2002UIbggUIcYYdYVg

5.4 114

180 TheIwheyIacidicIproteinIfamilyjIaInewIsignatureImotifIandIthreeVdimensionalIstructureIbyI
comparativeImodelingWIJournaliofiMoleculariGraphicsiandiModellingUI1999UIagUIaYfVacUIacdVf 2.8 111

179 sorrelationsIbetweenItheIsolventIhydrogenIbondIacceptorIparameterIWbetaWIandItheIcalculatedI
molecularIelectrostaticIpotentialWIJournaliofiOrganiciChemistryUI1991UIefUIcgcdVcgcg 4.2 106

178 vunctionalIandIstructuralIstudiesIofIwildItypeIε·XiIandImutationsIcausingIcampomelicIdysplasiaWI
JournaliofiBiologicaliChemistryUI1999UIbgdUIbdYbcVcY 5.4 85

177  ethodsIandIprotocolsIforIpredictionIofIimmunogenicIepitopesWIBriefingsiiniBioinformaticsUI2007UIhUIifVaYh13.4 83

176 βadialIbehaviorIofItheIaverageIlocalIionizationIenergiesIofIatomsWIJournaliofiChemicaliPhysicsUI1991UI
ieUIffiiVfgYd 3.9 82

175 qcceleratingItheIsearchIforItheImissingIproteinsIinItheIhumanIproteomeWINatureiCommunicationsUI
2017UIhUIadbga 17.4 73

174  odelingItheIboundIconformationIofIéemphigusIvulgarisVassociatedIpeptidesItoI xsIslassIyyItβI
andItαIallelesWIImmunomeiResearchUI2006UIbUIa 71
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173 εédbVVaIsignalIpeptideIdatabaseWIBMCiBioinformaticsUI2005UIfUIbdi 3.6 71

172 vunctionalIandIstructuralIimplicationsIofItheIcomplementIfactorIxIYdYbxIpolymorphismIassociatedI
withIageVrelatedImacularIdegenerationWIInvestigativeiOphthalmologyiandiVisualiScienceUI2008UIdiUIagfcVgY 70

171  odelingItheIstructureIofIboundIpeptideIligandsItoImajorIhistocompatibilityIcomplexWIProteini
ScienceUI2004UIacUIbebcVcb 6.3 70

170
TheIgeneIforIaInovelImemberIofItheIwheyIacidicIproteinIfamilyIencodesIthreeIfourVdisulfideIcoreI
domainsIandIisIasynchronouslyIexpressedIduringIlactationWIJournaliofiBiologicaliChemistryUI2000UI
bgeUIbcYgdVha

5.4 67

169  assivelyIparallelIsequencingIandIanalysisIofItheINecatorIamericanusItranscriptomeWIPLoSi
NeglectediTropicaliDiseasesUI2010UIdUIefhd 4.8 66

168 TranscriptionalIchangesIinItheIhookwormUIqncylostomaIcaninumUIduringItheItransitionIfromIaI
freeVlivingItoIaIparasiticIlarvaWIPLoSiNeglectediTropicaliDiseasesUI2008UIbUIeacY 4.8 66

167 sqεV jIwebIserverIforIεV VbasedIpredictionIofIcaspaseIsubstratesIcleavageIsitesWIBioinformaticsUI
2007UIbcUIcbdaVc 7.2 61

166 qIpracticalUIbioinformaticIworkflowIsystemIforIlargeIdataIsetsIgeneratedIbyInextVgenerationI
sequencingWINucleiciAcidsiResearchUI2010UIchUIeaga 20.1 60

165 · yqIQ·nlineI endelianIynheritanceIinIqnimalsRjIanIenhancedIplatformIandIintegrationIintoItheI
untrezIsearchIinterfaceIatINsryWINucleiciAcidsiResearchUI2006UIcdUIteiiVfYa 20.1 59

164 uεTuxplorerjIanIexpressedIsequenceItagIQuεTRIassemblyIandIannotationIplatformWINucleiciAcidsi
ResearchUI2007UIceUIWadcVg 20.1 56

163 xybridIαuantumIandI olecularI echanicalIQα X  RIεtudiesIonItheIéyruvateItoIlV—actateI
ynterconversionIinIlV—actateItehydrogenaseWIJournaliofiPhysicaliChemistryiBUI1997UIaYaUIefadVefah 3.4 53

162 somplementIfactorIxjIsequenceIanalysisIofIbbaIkbIofIhumanIgenomicItNqIcontainingItheIentireI
fxUIfxβVaIandIfxβVcIgenesWIMoleculariImmunologyUI2000UIcgUIdaVeb 4.3 52

161 αuestIforI issingIéroteinsjIUpdateIbYaeIonIshromosomeVsentricIxumanIéroteomeIérojectWI
JournaliofiProteomeiResearchUI2015UIadUIcdaeVca 5.6 50

160
virstItranscriptomicIanalysisIofItheIeconomicallyIimportantIparasiticInematodeUITrichostrongylusI
colubriformisUIusingIaInextVgenerationIsequencingIapproachWIInfectionxiGeneticsiandiEvolutionUI2010UI
aYUIaaiiVbYg

4.5 50

159 εV VbasedIpredictionIofIcaspaseIsubstrateIcleavageIsitesWIBMCiBioinformaticsUI2006UIgIεupplIeUIεad 3.6 48

158 rondVorderVbondVenergyIcorrelationsWIChemicaliPhysicsiLettersUI1986UIabdUIebgVecY 2.5 46

157 somputationalIevaluationIandIcomparisonIofIsomeInitramineIpropertiesWIJournaliofitheiAmericani
ChemicaliSocietyUI1988UIaaYUIcdbeVcdcY 16.4 46

156 qIcomprehensiveIassessmentIofINVterminalIsignalIpeptidesIpredictionImethodsWIBMCiBioinformatics
UI2009UIaYIεupplIaeUIεb 3.6 45
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155 εs·βéy·NbjIaIdatabaseIforIstructureVfunctionIanalysisIofIscorpionItoxinsWIToxiconUI2006UIdgUIcefVfc 2.8 45

154 éhysiochemicalIpropertyIspaceIdistributionIamongIhumanImetabolitesUIdrugsIandItoxinsWIBMCi
BioinformaticsUI2009UIaYIεupplIaeUIεaY 3.6 43

153 rioinformaticsIeducationVVperspectivesIandIchallengesWIPLoSiComputationaliBiologyUI2005UIaUIeeb 5 43

152 vlankingIsignalIandImatureIpeptideIresiduesIinfluenceIsignalIpeptideIcleavageWIBMCiBioinformaticsUI
2008UIiIεupplIabUIεae 3.6 42

151
NeedlesIinItheIuεTIhaystackjIlargeVscaleIidentificationIandIanalysisIofIexcretoryVsecretoryIQuεRI
proteinsIinIparasiticInematodesIusingIexpressedIsequenceItagsIQuεTsRWIPLoSiNeglectediTropicali
DiseasesUI2008UIbUIecYa

4.8 40

150 εecretomejIcluesIintoIpathogenIinfectionIandIclinicalIapplicationsWIGenomeiMedicineUI2009UIaUIaac 14.4 39

149 qnIethnobotanicalIstudyIofImedicinalIplantsIusedIbyItheIYaeglIqboriginalIcommunityIinInorthernI
NewIεouthIWalesUIqustraliaWIJournaliofiEthnopharmacologyUI2012UIaciUIbddVee 5 38

148 éredictionIofIx—qVtαcWbbetaIligandsjIevidenceIofImultipleIregistersIinIclassIyyIbindingIpeptidesWI
BioinformaticsUI2006UIbbUIabcbVh 7.2 38

147  ultipleIligandIbindingIsitesIonIdomainIsevenIofIhumanIcomplementIfactorIxWIInternationali
ImmunopharmacologyUI2001UIaUIdccVdc 5.8 38

146
wenderVenrichedItranscriptsIinIxaemonchusIcontortusVVpredictedIfunctionsIandIgeneticI
interactionsIbasedIonIcomparativeIanalysesIwithIsaenorhabditisIelegansWIInternationaliJournalifori
ParasitologyUI2008UIchUIfeVhc

4.3 36

145 TheIgramicidinIqIchanneljIcomparisonIofItheIenergyIprofilesIofINaTUI–TIandIssTWIynfluenceIofItheI
flexibilityIofItheIethanolamineIendIchainIonItheIprofilesWIFEBSiLettersUI1984UIagcUIcYaVf 3.8 35

144 qIproposedIminimumIskillIsetIforIuniversityIgraduatesItoImeetItheIinformaticsIneedsIandI
challengesIofItheIKVomicsKIeraWIBMCiGenomicsUI2009UIaYIεupplIcUIεcf 4.5 32

143 éredictedIstructureIofItheIextracellularIregionIofIligandVgatedIionVchannelIreceptorsIshowsI
εxbVlikeIandIεxcVlikeIdomainsIformingItheIligandVbindingIsiteWIProteiniScienceUI1997UIfUIihcVih 6.3 32

142  éytjI xsVéeptideIynteractionItatabaseIforIsequenceVstructureVfunctionIinformationIonIpeptidesI
bindingItoI xsImoleculesWIBioinformaticsUI2003UIaiUIcYiVaY 7.2 31

141 xelminthIsecretomeIdatabaseIQxεtRjIaIcollectionIofIhelminthIexcretoryXsecretoryIproteinsI
predictedIfromIexpressedIsequenceItagsIQuεTsRWIBMCiGenomicsUI2012UIacIεupplIgUIεh 4.5 29

140 —inkingIstructuralIfeaturesIofIproteinIcomplexesIandIbiologicalIfunctionWIProteiniScienceUI2015UIbdUIadhfVid6.3 28

139 qInovelImultiplexedIimmunoassayIidentifiesIsuqUIy—VhIandIprolactinIasIprospectiveImarkersIforI
tukesPIstagesIqVtIcolorectalIcancersWIClinicaliProteomicsUI2015UIabUIaY 5 28

138 εtructuralIdiversityIofIbiologicallyIinterestingIdatasetsjIaIscaffoldIanalysisIapproachWIJournaliofi
CheminformaticsUI2011UIcUIcY 8.6 28
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137
qdvancedIinIsilicoIanalysisIofIexpressedIsequenceItagIQuεTRIdataIforIparasiticInematodesIofImajorI
socioVeconomicIimportanceVVfundamentalIinsightsItowardIbiotechnologicalIoutcomesWI
BiotechnologyiAdvancesUI2009UIbgUIdciVdh

17.8 28

136 pt·s–jIaInewItechniqueIforIrapidIandIaccurateIdockingIofIpeptideIligandsItoI ajorI
xistocompatibilityIsomplexesWIImmunomeiResearchUI2010UIfIεupplIaUIεb 28

135  wqlignytjIqIwebIserviceIforItheIalignmentIofImβNqXuεTIandIgenomicIsequencesWINucleiciAcidsi
ResearchUI2003UIcaUIceccVf 20.1 28

134 teepIinsightsIintoItictyocaulusIviviparusItranscriptomesIprovidesIuniqueIprospectsIforInewIdrugI
targetsIandIdiseaseIinterventionWIBiotechnologyiAdvancesUI2011UIbiUIbfaVga 17.8 27

133 ynIsilicoIsecretomeIanalysisIapproachIforInextIgenerationIsequencingItranscriptomicIdataWIBMCi
GenomicsUI2011UIabIεupplIcUIεad 4.5 27

132 ucologicalInicheImodelingIofIcustomaryImedicinalIplantIspeciesIusedIbyIqustralianIqboriginesItoI
identifyIspeciesVrichIandIculturallyIvaluableIareasIforIconservationWIEcologicaliModellingUI2011UIbbbUIcdcgVcddc3 26

131  eetingIβeportIfromItheIεecondIK inimumIynformationIforIriologicalIandIriomedicalI
ynvestigationsKIQ yrryRIworkshopWIStandardsiiniGenomiciSciencesUI2010UIcUIbeiVff 26

130 TandemIduplicationUIcircularIpermutationUImolecularIadaptationjIhowIεolanaceaeIresistIpestsIviaI
inhibitorsWIBMCiBioinformaticsUI2008UIiIεupplIaUIεbb 3.6 25

129 TheIintegrinIalphaI—IbetaIbIhybridIdomainIservesIasIaIlinkIforItheIpropagationIofIactivationIsignalI
fromIitsIstalkIregionsItoItheIyVlikeIdomainWIJournaliofiBiologicaliChemistryUI2004UIbgiUIedccdVi 5.4 25

128 TheItranscriptomeIanalysisIofIεtrongyloidesIstercoralisI—ciIlarvaeIrevealsItargetsIforIinterventionIinI
aIneglectedIdiseaseWIPLoSiNeglectediTropicaliDiseasesUI2012UIfUIeaeac 4.8 24

127 telineationIofImodularIproteinsjIdomainIboundaryIpredictionIfromIsequenceIinformationWIBriefingsi
iniBioinformaticsUI2004UIeUIagiVib 13.4 24

126 éhoglyεtructjIéredictionIofIphosphoglycerylatedIlysineIresiduesIusingIstructuralIpropertiesIofI
aminoIacidsWIScientificiReportsUI2018UIhUIagibc 4.9 24

125 sloningIandImolecularIcharacterizationIofItheIfirstIaquaticIhyaluronidaseUIεvxYqaUIfromItheIvenomI
ofIstonefishIQεynancejaIhorridaRWIGeneUI2005UIcdfUIgaVha 3.8 23

124 tutrjIaIdatabaseIofItrosophilaImelanogasterIexonsIinIsplicingIgraphIformWIBMCiBioinformaticsUI
2004UIeUIahi 3.6 23

123 slinicallyIβelevantIéostVTranslationalI odificationIqnalysesV aturingIWorkflowsIandI
rioinformaticsIToolsWIInternationaliJournaliofiMoleculariSciencesUI2018UIbYUI 6.3 23

122 TheIhandUIfootIandImouthIdiseaseIvirusIcapsidjIsequenceIanalysisIandIpredictionIofIantigenicIsitesI
fromIhomologyImodellingWIAppliediBioinformaticsUI2002UIaUIdcVeb 23

121 TranscriptomeIanalysisIrevealsIpathogenicityIandIevolutionaryIhistoryIofItheIpathogenicIoomyceteI
éythiumIinsidiosumWIFungaliBiologyUI2014UIaahUIfdYVec 2.8 22

120 UnlockingItheIpuzzlingIbiologyIofItheIblackIéˆ'rigordItruffleITuberImelanosporumWIJournaliofi
ProteomeiResearchUI2013UIabUIecdiVef 5.6 22
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119  éytVTjIdatabaseIforIsequenceVstructureVfunctionIinformationIonITVcellIreceptorXpeptideX xsI
interactionsWIAppliediBioinformaticsUI2006UIeUIaaaVd 22

118 qpplicationsIofImachineIlearningIinIwésβIbioactiveIligandIdiscoveryWICurrentiOpinioniiniStructurali
BiologyUI2019UIeeUIffVgf 8.1 20

117 éredictionIofIdesmogleinVcIpeptidesIrevealsImultipleIsharedITVcellIepitopesIinIx—qItβdVIandI
tβfVassociatedIpemphigusIvulgarisWIBMCiBioinformaticsUI2006UIgIεupplIeUIεg 3.6 20

116 wenomeVwideIanalysisIofIalternativeIsplicingIinIcowjIimplicationsIinIbovineIasIaImodelIforIhumanI
diseasesWIBMCiGenomicsUI2009UIaYIεupplIcUIεaa 4.5 19

115
qdvancingIstandardsIforIbioinformaticsIactivitiesjIpersistenceUIreproducibilityUIdisambiguationIandI
 inimumIynformationIqboutIaIrioinformaticsIinvestigationIQ yqriRWIBMCiGenomicsUI2010UIaaIεupplI
dUIεbg

4.5 19

114 qIworkflowIforImutationIextractionIandIstructureIannotationWIJournaliofiBioinformaticsiandi
ComputationaliBiologyUI2007UIeUIacaiVcg 1 19

113 srackingItheInoduleIwormIcodeIadvancesIknowledgeIofIparasiteIbiologyIandIbiotechnologyItoI
tackleImajorIdiseasesIofIlivestockWIBiotechnologyiAdvancesUI2015UIccUIihYVia 17.8 18

112 rioinformaticsImeetsIparasitologyWIParasiteiImmunologyUI2012UIcdUIbfeVge 2.2 18

111 somprehensiveIsplicingIgraphIanalysisIofIalternativeIsplicingIpatternsIinIchickenUIcomparedItoI
humanIandImouseWIBMCiGenomicsUI2009UIaYIεupplIaUIεe 4.5 18

110 ·esophagostomumIdentatumjIpotentialIasIaImodelIforIgenomicIstudiesIofIstrongylidInematodesUI
withIbiotechnologicalIprospectsWIBiotechnologyiAdvancesUI2007UIbeUIbhaVic 17.8 18

109 qbIinitioIstudyIofItheIstepwiseIhydrationIofIN·TWIChemicaliPhysicsiLettersUI1984UIaYgUIaYgVaaa 2.5 18

108  assIspectrometryVbasedIproteinIidentificationIinIproteomicsVaIreviewWIBriefingsiiniBioinformaticsUI
2021UIbbUIafbYVafch 13.4 18

107 εystemsIéroteomicsIViewIofItheIundogenousIxumanIslaudinIéroteinIvamilyWIJournaliofiProteomei
ResearchUI2016UIaeUIcciVei 5.6 17

106 ymprovedIinsightsIintoItheItranscriptomesIofItheIhumanIhookwormINecatorI
americanusVVfundamentalIandIbiotechnologicalIimplicationsWIBiotechnologyiAdvancesUI2009UIbgUIabbVcb 17.8 17

105
ynIsilicoIanalysisIofIexpressedIsequenceItagsIfromITrichostrongylusIvitrinusIQNematodaRjI
comparisonIofItheIautomatedIuεTuxplorerIworkflowIplatformIwithIconventionalIdatabaseI
searchesWIBMCiBioinformaticsUI2008UIiIεupplIaUIεaY

3.6 17

104 εté ·tjIanIautomatedIcomparativeImodelingIserverIforIsmallIdisulfideVbondedIproteinsWINucleici
AcidsiResearchUI2004UIcbUIWcefVi 20.1 17

103 XprojIdatabaseIofIeukaryoticIproteinVencodingIgenesWINucleiciAcidsiResearchUI2004UIcbUIteiVfc 20.1 17

102
 echanisticIaspectsIofIbiologicalIredoxIreactionsIinvolvingINqtxWIéartIeWâ��q aItransitionVstateI
studiesIforItheIpyruvateâ��—VlactateIinterconversionIinI—VlactateIdehydrogenaseWIJournaliofithei
ChemicaliSocietyxiFaradayiTransactionsUI1994UIiYUIbYdgVbYef

17
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101 qnIanalysisIofItheItranscriptomeIofITeladorsagiaIcircumcinctajIitsIbiologicalIandIbiotechnologicalI
implicationsWIBMCiGenomicsUI2012UIacIεupplIgUIεaY 4.5 16

100 vunctionalIannotationIofItheIhumanIchromosomeIgIKmissingKIproteinsjIaIbioinformaticsIapproachWI
JournaliofiProteomeiResearchUI2013UIabUIbeYdVaY 5.6 16

99  éytVTbjIaIdatabaseIforIsequenceVstructureVfunctionIanalysesIofIp xsIandITβXp xsIstructuresWI
BioinformaticsUI2011UIbgUIaaibVc 7.2 16

98 qItranscriptomicIanalysisIofItheIadultIstageIofItheIbovineIlungwormUItictyocaulusIviviparusWIBMCi
GenomicsUI2007UIhUIcaa 4.5 16

97
sharacterizationIofItheIinteractionIbetweenIheterodimericI˛–v˛†fIintegrinIandIurokinaseI
plasminogenIactivatorIreceptorIQuéqβRIusingIfunctionalIproteomicsWIJournaliofiProteomeiResearchUI
2014UIacUIeiefVfd

5.6 15

96 TheItranscriptomeIofIuchinostomaIcaproniIadultsjIfurtherIcharacterizationIofItheIsecretomeIandI
identificationIofInewIpotentialIdrugItargetsWIJournaliofiProteomicsUI2013UIhiUIbYbVad 3.9 15

95 TowardsIbigIdataIscienceIinItheIdecadeIaheadIfromItenIyearsIofIynsorIandItheIastIyεsrVqsiaIzointI
sonferenceWIBMCiBioinformaticsUI2011UIabIεupplIacUIεa 3.6 15

94 TheIεVstarItrialIbioinformaticsIcoursejIqnIonVlineIlearningIsuccessSWIBiochemistryiandiMoleculari
BiologyiEducationUI2003UIcaUIbYVbc 1.3 15

93 s –bjIaIwebVbasedIprototypeIforIintegratingIqustralianIqboriginalIcustomaryImedicinalIplantI
knowledgeWIBMCiBioinformaticsUI2008UIiIεupplIabUIεbe 3.6 14

92 érotannotatorjIaIsemiautomatedIpipelineIforIchromosomeVwiseIfunctionalIannotationIofItheI
KmissingKIhumanIproteomeWIJournaliofiProteomeiResearchUI2014UIacUIgfVhc 5.6 13

91 ynIsilicoIcharacterizationIofIimmunogenicIepitopesIpresentedIbyIx—qVswSYdYaWIImmunomei
ResearchUI2007UIcUIg 13

90 qεwεjIanIalternativeIsplicingIgraphIwebIserviceWINucleiciAcidsiResearchUI2006UIcdUIWdddVg 20.1 13

89 qIsiteIforIdirectIintegrinI˛–v˛†f´•uéqβIinteractionIfromIstructuralImodellingIandIdockingWIJournaliofi
StructuraliBiologyUI2014UIaheUIcbgVce 3.4 12

88 qIcomparativeIstructuralIbioinformaticsIanalysisIofIinheritedImutationsIinI˛†VtV annosidaseIacrossI
multipleIspeciesIrevealsIaIgenotypeVphenotypeIcorrelationWIBMCiGenomicsUI2011UIabIεupplIcUIεbb 4.5 12

87 qccurateIpredictionIofIscorpionItoxinIfunctionalIpropertiesIfromIprimaryIstructuresWIJournaliofi
MoleculariGraphicsiandiModellingUI2005UIbdUIagVbd 2.8 12

86 qnIabIinitioIstudyIofItheIbindingIofINbItoINaTIandI–TWIChemicaliPhysicsiLettersUI1984UIaaYUIcdfVceY 2.5 12

85 TheIgramicidinIqIchanneljItheoreticalIenergyIprofileIcomputedIforIsingleIoccupancyIbyIaIdivalentI
cationUIsabTWIBiochimicaiEtiBiophysicaiActaiyiBiomembranesUI1985UIhahUIbcVcY 3.8 12

84 éroteinVproteinIinteractionsIandIpredictionjIaIcomprehensiveIoverviewWIProteiniandiPeptideiLettersUI
2014UIbaUIggiVhi 1.9 12
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83 iεwathXjIanIinteractiveIwebVbasedIapplicationIforIextensionIofItyqIpeptideIreferenceIlibrariesWI
BioinformaticsUI2019UIceUIechVeci 7.2 11

82 ydentificationIofIovarianIcancerIassociatedIgenesIusingIanIintegratedIapproachIinIaIrooleanI
frameworkWIBMCiSystemsiBiologyUI2013UIgUIab 3.5 11

81 qImultiVfactorImodelIforIcaspaseIdegradomeIpredictionWIBMCiGenomicsUI2009UIaYIεupplIcUIεf 4.5 10

80 NetworkIanalysisIofIhumanIproteinIlocationWIBMCiBioinformaticsUI2010UIaaIεupplIgUIεi 3.6 10

79 tiscreteIstructuralIfeaturesIamongIinterfaceIresidueVlevelIclassesWIBMCiBioinformaticsUI2015UIafI
εupplIahUIεh 3.6 9

78  olecularIsimilarityIandIdiversityIapproachesIinIchemoinformaticsWIDrugiDevelopmentiResearchUI
2011UIgbUIgdVhd 5.1 9

77 shallengesIofItheInextIdecadeIforItheIqsiaIéacificIregionjIbYaYIynternationalIsonferenceIinI
rioinformaticsIQynsorIbYaYRWIBMCiGenomicsUI2010UIaaIεupplIdUIεa 4.5 9

76  odelingIuscherichiaIcoliIsignalIpeptidaseIcomplexIwithIboundIsubstratejIdeterminantsIinItheI
matureIpeptideIinfluencingIsignalIpeptideIcleavageWIBMCiBioinformaticsUI2008UIiIεupplIaUIεae 3.6 9

75 teductionIofIfunctionalIpeptideImotifsIinIscorpionItoxinsWIJournaliofiPeptideiScienceUI2006UIabUIdbYVg 2.1 9

74 XdomViewjIproteinIdomainIandIexonIpositionIvisualizationWIBioinformaticsUI2003UIaiUIaeiVfY 7.2 9

73 tivergentIresponseIofIhomologousIqTéIsitesItoIstereospecificIligandIfluorinationIforIselectivityI
enhancementWIOrganiciandiBiomoleculariChemistryUI2017UIaeUIaegYVaegd 3.9 8

72 éredictionIofIinterfaceIresidueIbasedIonItheIfeaturesIofIresidueIinteractionInetworkWIJournaliofi
TheoreticaliBiologyUI2017UIdcbUIdiVed 2.3 8

71 ynIsilicoIapproachItoIscreenIcompoundsIactiveIagainstIparasiticInematodesIofImajorIsocioVeconomicI
importanceWIBMCiBioinformaticsUI2011UIabIεupplIacUIεbe 3.6 8

70
qImultiVspeciesIcomparativeIstructuralIbioinformaticsIanalysisIofIinheritedImutationsIinI
alphaVtVmannosidaseIrevealsIstrongIgenotypeVphenotypeIcorrelationWIBMCiGenomicsUI2009UIaYI
εupplIcUIεcc

4.5 8

69 wenomicIcharacterizationIofITvVantVaUIaIsaenorhabditisIelegansItagVfaIhomologueIfromItheI
parasiticInematodeITrichostrongylusIvitrinusWIGeneUI2007UIcigUIabVbe 3.8 8

68 qIcomputationalIanalysisIofItheIelectrostaticIpotentialsIandIrelativeIbondIstrengthsIofIhydrazineI
andIsomeIofIitsIaUaVdimethylIderivativesWIInternationaliJournaliofiQuantumiChemistryUI1990UIcgUIfaaVfbi 2.1 8

67 UnderstandingITβIbindingItoIp xsIcomplexesjIhowIdoesIaITβIscanImanyIp xsIcomplexesIyetI
preferentiallyIbindItoIoneWIPLoSiONEUI2011UIfUIeagaid 3.7 8

66 teINovoIéeptideIεequencingjIteepI iningIofIxighVβesolutionI assIεpectrometryItataWIMethodsiini
MoleculariBiologyUI2017UIaediUIaaiVacd 1.4 7
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65 somputationalIanalysisIofItheIreceptorIbindingIspecificityIofInovelIinfluenzaIqXxgNiIvirusesWIBMCi
GenomicsUI2018UIaiUIhh 4.5 7

64 βoleIofIsolventIaccessibilityIforIaggregationVproneIpatchesIinIproteinIfoldingWIScientificiReportsUI
2018UIhUIabhif 4.9 7

63 érotocolIforIéroteinIεtructureI odellingI2019UIbebVbgb 6

62 εimpleIreVinstantiationIofIsmallIdatabasesIusingIcloudIcomputingWIBMCiGenomicsUI2013UIadIεupplIeUIεac 4.5 6

61  olecularImodelingIonItheIWebWIBioTechniquesUI2001UIcYUIeYVb 2.5 6

60 unhancingIproteinIbackboneIangleIpredictionIbyIusingIsimplerImodelsIofIdeepIneuralInetworksWI
ScientificiReportsUI2020UIaYUIaidcY 4.9 6

59 uxplorationIofIchargeIstatesIofIbalanolIanaloguesIactingIasIqTéVcompetitiveIinhibitorsIinIkinasesWI
BMCiBioinformaticsUI2017UIahUIegb 3.6 5

58 TowardsIaIcareerIinIbioinformaticsWIBMCiBioinformaticsUI2009UIaYIεupplIaeUIεa 3.6 5

57 qIpracticalIguideItoIstructureVbasedIpredictionIofI xsVbindingIpeptidesWIMethodsiiniMoleculari
BiologyUI2007UIdYiUIcYaVh 1.4 5

56 qérioNetjItheIqsiaVéacificIregionalIconsortiumIforIbioinformaticsWIAppliediBioinformaticsUI2002UIaUIaYaVe 5

55 xumanIérestinjIqIsandidateIéuaIéroteinI—ackingIεtringentI assIεpectrometricIuvidenceoWIJournali
ofiProteomeiResearchUI2017UIafUIdecaVdece 5.6 4

54 TranεeqqnnotatorjIlargeVscaleIanalysisIofItranscriptomicIdataWIBMCiBioinformaticsUI2012UIacIεupplI
agUIεbd 3.6 4

53 rioinformaticsIresearchIinItheIqsiaIéacificjIaIbYYgIupdateWIBMCiBioinformaticsUI2008UIiIεupplIaUIεa 3.6 4

52 qIεystematicIrioinformaticsIqpproachItoIydentifyIxighIαualityI assIεpectrometryItataIandI
vunctionallyIqnnotateIéroteinsIandIéroteomesWIMethodsiiniMoleculariBiologyUI2017UIaediUIafcVagf 1.4 3

51 εtructuralIbioinformaticsIanalysisIofIvariantsIonIwésβIfunctionWICurrentiOpinioniiniStructurali
BiologyUI2019UIeeUIafaVagg 8.1 3

50  olecularItynamicsIéinpointItheIwlobalIvluorineIuffectIinIralanoidIrindingItoIé–s˛µIandIé–qWI
JournaliofiChemicaliInformationiandiModelingUI2018UIehUIeaaVeai 6.1 3

49 TheIuseIofIsNt·XforceIandIcomplianceIconstantImethodsIinIevaluatingIquadraticIpotentialI
functionsIofIcarbonylIandIformylIfluoridesWIJournaliofiComputationaliChemistryUI1983UIdUIageVahY 3.5 3

48 sompliantIfieldsIforIwaterUIammoniaIandImethaneWIComputationaliandiTheoreticaliChemistryUI1983UI
aYdUIaVh 3

(1983-2018)
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47 TheIforceIfieldIofIcarbonIsuboxideWIComputationaliandiTheoreticaliChemistryUI1982UIiYUIbaiVbbf 3

46 εtructureVrasedItrugItesignIWorkflowI2019UIbgcVbhb 2

45 ynsorbYacIintroducesIεystemsIriologyIasIaImajorIconferenceIthemeWIBMCiSystemsiBiologyUI2013UIgI
εupplIcUIεa 3.5 2

44 ynsorbYadjIminingIbiologicalIdataIfromIgenomicsIforItransformingIindustryIandIhealthWIBMCi
GenomicsUI2014UIaeIεupplIiUIya 4.5 2

43 qérioNetVtransformingIbioinformaticsIinItheIqsiaVéacificIregionWIPLoSiComputationaliBiologyUI2013UI
iUIeaYYccag 5 2

42 riologicalItataIyntegrationIUsingINetworkI odelsI2013UIaeeVagd 2

41 somparativeIwenomicIqnalysisIofIwlycoylationIéathwaysIinIYeastUIélantsIandIxigherIeukaryotesWI
AppliediMycologyiandiBiotechnologyUI2006UIfUIbbgVbdh 2

40 sompliantIfieldsIforIformicIacidIandIformamideWIJournaliofitheiChemicaliSocietyxiFaradayi
Transactionsi2UI1983UIgiUIafii 2

39 racterialIqntigensIβeducedItheIynhibitionIuffectIofIsapsaicinIonIsalIbgI·ralIsancerIsellI
éroliferationWIInternationaliJournaliofiMoleculariSciencesUI2021UIbbUI 6.3 2

38 rioinformaticsIforIymmunomicsI2010UI 2

37 tiverseIdynamicsIfeaturesIofInovelIproteinIkinaseIsIQé–sRIisozymesIdetermineItheIselectivityIofIaI
fluorinatedIbalanolIanalogueIforIé–s˛µWIBMCiBioinformaticsUI2019UIaiUIcdb 3.6 1

36 qItwoVstageIcomputationalIapproachItoIpredictInovelIligandsIforIaIchemosensoryIreceptorWICurrenti
ResearchiiniStructuraliBiologyUI2020UIbUIbacVbba 2.8 1

35 iεwathXIbWYIforIérocessingIttqIεpectralI—ibrariesIforItyqItataIqnalysisWICurrentiProtocolsiini
BioinformaticsUI2020UIgYUIeaYa 24.2 1

34 rioinformaticsIandIsystemsIbiologyIresearchIupdateIfromItheIaeIynternationalIsonferenceIonI
rioinformaticsIQynsorbYafRWIBMCiBioinformaticsUI2016UIagUIebd 3.6 1

33 ydentificationIofIéroteinsIvromIéroteomicIqnalysisI2019UIheeVhgY 1

32 αuantificationIofIéroteinsIvromIéroteomicIqnalysisI2019UIhgaVhiY 1

31 ynsorbYadjIεystemsIriologyIupdateIfromItheIqsiaVéacificWIyntroductionWIBMCiSystemsiBiologyUI2014UI
hIεupplIdUIya 3.5 1

30
soherenceIanalysisIdiscriminatesIbetweenIretroviralIintegrationIpatternsIinIstcdQTRIcellsI
transducedIunderIdifferingIclinicalItrialIconditionsWIMoleculariTherapyiyiMethodsiandiClinicali
DevelopmentUI2015UIbUIaeYae

6.4 1
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29 VaccineIadjuvantIinformaticsI2013UIabcVacY 1

28 wraphsIinIrioinformaticsI2010UIaiaVbai 1

27 ynsorbYaYIVIithIynternationalIsonferenceIonIrioinformaticsIatITokyoUIzapanUIεeptemberIbfVbhUI
bYaYWIBMCiBioinformaticsUI2010UIaaIεupplIgUIεa 3.6 1

26 εtructuralIymmunoinformaticsI2008UIeaVfa 1

25 sompliantIfieldsIforImolecularIinteractionsjIWaterIdimerIandIformicIacidIdimerWIInternationali
JournaliofiQuantumiChemistryUI1985UIbgUIedgVeeg 2.1 1

24 εemiempiricalImolecularVorbitalIstudiesIonItheIproblemIofInonclassicalIresonanceIinItheI
homoallylicIcationWIInternationaliJournaliofiQuantumiChemistryUI1980UIahUIadgiVadhb 2.1 1

23 TheIforceIfieldIofIcarbonIsuboxideWIJournaliofiMoleculariStructureUI1982UIiYUIbaiVbbf 3.4 1

22 qIrioinformaticsIqpproachItoI ineItheI icrobialIéroteomicIérofileIofIs·VytVaiI assI
εpectrometryItataWIAppliediMicrobiologyUI2022UIbUIaeYVafd 1

21  —bahIxslIysI oreIufficientIThanIsapsaicinIinIynhibitingIracterialIqntigenVynducedIsalIbgI·ralI
sancerIsellIéroliferationWIInternationaliJournaliofiMoleculariSciencesUI2021UIbbUI 6.3 1

20 —ookingIforI issingIéroteinsI2019UI 1

19 éredictionIofInovelImouse´ T—βiIagonistsIusingIaIrandomIforestIapproachWIBMCiMoleculariandiCelli
BiologyUI2019UIbYUIef 2.7 1

18 qérioNetPsIannualIynternationalIsonferenceIonIrioinformaticsIQynsorRIreturnsItoIyndiaIinIbYahWI
BMCiGenomicsUI2019UIaiUIbff 4.5 0

17 εcientificIpublicationsIandIdatabasesI2013UIbaVdf 0

16 εtructuralIymmunoinformaticsjIUnderstandingI xsVéeptideVTβIrindingI2009UIggVic 0

15 εtructureVbasedIclusteringIofImajorIhistocompatibilityIcomplexIQ xsRIproteinsIforIbroadVbasedI
TVcellIvaccineIdesignWIMethodsiiniMoleculariBiologyUI2014UIaahdUIeYcVaa 1.4 0

14 ry·VwqTεjIqIToolIforIqutomatedIwésβITemplateIεelectionIThroughIaIriophysicalIqpproachIforI
xomologyI odelingWIFrontiersiiniMoleculariBiosciencesUI2021UIhUIfagagf 5.6 0

13 —everagingIhomologiesIforIcrossVspeciesIplasmaIproteomicsIinIungulatesIusingIdataVindependentI
acquisitionWIJournaliofiProteomicsUI2022UIbeYUIaYdchd 3.9 0

12 rioinformaticsIapproachesIforIimprovingIseminalIplasmaIproteomeIanalysisWITheriogenologyUI2019UI
acgUIdcVdi 2.8

(2019-2013)
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11 ynsorbYadjIbioinformaticsItoItackleItheIdataItoIknowledgeIchallengeWIyntroductionWIBMCi
BioinformaticsUI2014UIaeIεupplIafUIya 3.6

10 wyWIandIynsorIareIadvancingIbioinformaticsIinItheIqsiaVéacificWIBMCiBioinformaticsUI2015UIafUIya 3.6

9 tatabaseIdesignI2013UIdgVeg

8 ynfectiousIdiseaseIinformaticsI2013UIiiVaaY

7 somputationalITIcellIvaccineIdesignI2013UIeiVhf

6 UntanglingIriologicalINetworksIUsingIrioinformaticsI2010UIhfeVhib

5 ynIεilicoI ethodsIforItheIqnalysisIofI etabolitesIandItrugI oleculesI2010UIcfaVcha

4 εubstituentIeffectsIonIcarbonylIbondIordersWIComputationaliandiTheoreticaliChemistryUI1991UIbccUIhcVhg

3 qntisenseIεuppressionIofIaIsytokininVbindingIéroteinIfromIéetuniaIsausesIuxcessiveIrranchingIandI
βeducesIqdventitiousIεhootIrudIynductionIinIVitroI2003UIbheVbhg

2 xighVThroughputIvunctionalIqnnotationIandItataI iningIofIvungalIwenomesItoIydentifyI
TherapeuticITargetsI2013UIeeiVefd

1 ymaginativeI·rderIfromIβeasonableIshaosjIsonformationVtrivenIqctivityIandIβeactivityIinI
uxploringIéroteinâ��—igandIynteractionsWIAustralianiJournaliofiChemistryUI2018UIgaUIiag 1.2
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