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90 TuningRpromoterRboundariesRimprovesRregulatoryRmotifRdiscoveryRinRnonmodelRplantstRtheRpeachR
examplehRPlantmPhysiologyfR2021fRkrofRklnlgklor 6.6 7

89 biotoolsSchematRaRformalizedRschemaRforRbioinformaticsRsoftwareRdescriptionhRGigaSciencefR2021fR
kjfR 7.6 4

88 TracingRtheRoriginsRofRSARSgCOVglRinRcoronavirusRphylogeniestRaRreviewhREnvironmentalmChemistrym
LettersfR2021fRksfRkgkq 13.3 31

87 AnRappealRforRanRobjectivefRopenfRandRtransparentRscientificRdebateRaboutRtheRoriginRofRSARSgCoVglhR
Lancet,mThefR2021fRmsrfRknjlgknjn 40 5

86 RhizoBindingSitesfRaRDatabaseRofRDNAgBindingRMotifsRinRNitrogengFixingRBacteriaRInferredRUsingRaR
FootprintRDiscoveryRApproachhRFrontiersminmMicrobiologyfR2020fRkkfRopqnqk 5.7 0

85 RedefiningRfundamentalRconceptsRofRtranscriptionRinitiationRinRbacteriahRNaturemReviewsmGeneticsfR
2020fRlkfRpssgqkn 30.1 41

84 InRvitroRscreeningRofRaRFDARapprovedRchemicalRlibraryRrevealsRpotentialRinhibitorsRofRSARSgCoVglR
replicationhRScientificmReportsfR2020fRkjfRkmjsm 4.9 205

83 SubgmicroscopicRPlasmodiumRfalciparumRinfectionsRinRmatchedRperipheralfRplacentalRandRumbilicalR
cordRbloodRsamplesRfromRasymptomaticRCongoleseRwomenRatRdeliveryhRActamTropicafR2019fRksmfRknlgknq 3.2 2

82 TheRbiohtoolsRregistryRofRsoftwareRtoolsRandRdataRresourcesRforRtheRlifeRscienceshRGenomemBiologyfR
2019fRljfRkpn 18.3 19

81 IntegratingRBacterialRChIPgseqRandRRNAgseqRDataRWithRSnakeChunkshRCurrentmProtocolsminm
BioinformaticsfR2019fRppfReql 24.2 0

80
RSATRvariationgtoolstRAnRaccessibleRandRflexibleRframeworkRtoRpredictRtheRimpactRofRregulatoryR
variantsRonRtranscriptionRfactorRbindinghRComputationalmandmStructuralmBiotechnologymJournalfR2019fR
kqfRknkogknlr

6.8 4

79 SequanixtRaRdynamicRgraphicalRinterfaceRforRSnakemakeRworkflowshRBioinformaticsfR2018fRmnfRksmngksmp 7.2 11

78 RSATRljkrtRregulatoryRsequenceRanalysisRtoolsRljthRanniversaryhRNucleicmAcidsmResearchfR2018fRnpfRWljsgWlkn20.1 104

77 GenomegwideRcharacterizationRofRmammalianRpromotersRwithRdistalRenhancerRfunctionshRNaturem
GeneticsfR2017fRnsfRkjqmgkjrk 36.3 143

76 RSATRmatrixgclusteringtRdynamicRexplorationRandRredundancyRreductionRofRtranscriptionRfactorR
bindingRmotifRcollectionshRNucleicmAcidsmResearchfR2017fRnofRekks 20.1 55

75 CoordinatedRresponseRofRtheRDesulfovibrioRdesulfuricansRlqqqnRtranscriptomeRtoRnitratefRnitriteR
andRnitricRoxidehRScientificmReportsfR2017fRqfRkpllr 4.9 20

74
TranscriptionalRProfilingRofRMidgutsRPreparedRfromRgPositiveRCollectedRfromRTwoRDistinctR
CameroonianRFocitRCoordinatedRSignaturesRofRtheRMidgutsaRRemodelingRAsRgSupportiveRNicheshR
FrontiersminmImmunologyfR2017fRrfRrqp

8.4 6

Jacques van Helden

2



73 RSATttPlantstRMotifRDiscoveryRWithinRClustersRofRUpstreamRSequencesRinRPlantRGenomeshRMethodsminm
MolecularmBiologyfR2016fRknrlfRlqsgso 1.4 5

72 RSATttPlantstRMotifRDiscoveryRinRChIPgSeqRPeaksRofRPlantRGenomeshRMethodsminmMolecularmBiologyfR
2016fRknrlfRlsqgmll 1.4 3

71 DecipheringRtheRadaptationRstrategiesRofRDesulfovibrioRpiezophilusRtoRhydrostaticRpressureRthroughR
metabolicRandRtranscriptionalRanalyseshREnvironmentalmMicrobiologymReportsfR2016fRrfRoljgp 3.7 14

70 ConfidenceRintervalsRareRnoRsalvationRfromRtheRallegedRficklenessRofRtheRPRvaluehRNaturemMethodsfR
2016fRkmfRpjogp 21.6 7

69 IntegrativeRanalysisRofRpublicRChIPgseqRexperimentsRrevealsRaRcomplexRmultigcellRregulatoryR
landscapehRNucleicmAcidsmResearchfR2015fRnmfRelq 20.1 95

68 TheRchromatinRenvironmentRshapesRDNARreplicationRoriginRorganizationRandRdefinesRoriginRclasseshR
GenomemResearchfR2015fRlofRkrqmgro 9.7 106

67 RSATRljkotRRegulatoryRSequenceRAnalysisRToolshRNucleicmAcidsmResearchfR2015fRnmfRWojgp 20.1 193

66 TranscriptionalRandRepigeneticRsignaturesRofRzygoticRgenomeRactivationRduringRearlyRDrosophilaR
embryogenesishRBMCmGenomicsfR2013fRknfRllp 4.5 9

65 PredictingRmetabolicRpathwaysRbyRsubgnetworkRextractionhRMethodsminmMolecularmBiologyfR2012fRrjnfRkjqgmj1.4 7

64 ARcompleteRworkflowRforRtheRanalysisRofRfullgsizeRChIPgseqRbandRsimilarcRdataRsetsRusingRpeakgmotifshR
NaturemProtocolsfR2012fRqfRkookgpr 18.8 64

63 BacterialRmolecularRnetworkstRbridgingRtheRgapRbetweenRfunctionalRgenomicsRandRdynamicalR
modellinghRMethodsminmMolecularmBiologyfR2012fRrjnfRkgkk 1.4 4

62 RSATRpeakgmotifstRmotifRanalysisRinRfullgsizeRChIPgseqRdatasetshRNucleicmAcidsmResearchfR2012fRnjfRemk 20.1 159

61 ClustersRofRconservedRbetaRcellRmarkerRgenesRforRassessmentRofRbetaRcellRphenotypehRPLoSmONEfR
2011fRpfRelnkmn 3.7 35

60 RSATRljkktRregulatoryRsequenceRanalysisRtoolshRNucleicmAcidsmResearchfR2011fRmsfRWrpgsk 20.1 192

59 PredictionRofRmetabolicRpathwaysRfromRgenomegscaleRmetabolicRnetworkshRBioSystemsfR2011fRkjofRkjsglk1.9 23

58 UnravelingRnetworksRofRcogregulatedRgenesRonRtheRsoleRbasisRofRgenomeRsequenceshRNucleicmAcidsm
ResearchfR2011fRmsfRpmnjgor 20.1 23

57 TheoreticalRandRempiricalRqualityRassessmentRofRtranscriptionRfactorgbindingRmotifshRNucleicmAcidsm
ResearchfR2011fRmsfRrjrgln 20.1 48

56 PathwayRdiscoveryRinRmetabolicRnetworksRbyRsubgraphRextractionhRBioinformaticsfR2010fRlpfRklkkgr 7.2 66
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55 TranscriptionRfactorRregulationRcanRbeRaccuratelyRpredictedRfromRtheRpresenceRofRtargetRgeneR
signaturesRinRmicroarrayRgeneRexpressionRdatahRNucleicmAcidsmResearchfR2010fRmrfReklj 20.1 150

54 RetrievegensemblgseqtRusergfriendlyRandRlargegscaleRretrievalRofRsingleRorRmultiggenomeRsequencesR
fromREnsemblhRBioinformaticsfR2009fRlofRlqmsgnj 7.2 12

53 infoggibbstRaRmotifRdiscoveryRalgorithmRthatRdirectlyRoptimizesRinformationRcontentRduringR
samplinghRBioinformaticsfR2009fRlofRlqkogll 7.2 22

52 InRresponseRtoRaCanRsugarsRbeRproducedRfromRfattyRacidsyRARtestRcaseRforRpathwayRanalysisRtoolsahR
BioinformaticsfR2009fRlofRmljlgo 7.2 9

51 TheRpowerfulRlawRofRtheRpowerRlawRandRotherRmythsRinRnetworkRbiologyhRMolecularmBioSystemsfR2009
fRofRknrlgsm 133

50 InvestigatingRtranscriptionalRregulationtRfromRanalysisRofRcomplexRnetworksRtoRdiscoveryRofR
cisgregulatoryRelementshRMethodsfR2009fRnrfRlqqgrp 4.6 2

49 MetabolicRpathfindingRusingRRPAIRRannotationhRJournalmofmMolecularmBiologyfR2009fRmrrfRmsjgnkn 6.5 52

48 IntegratingRsequencefRevolutionRandRfunctionalRgenomicsRinRregulatoryRgenomicshRGenomemBiologyfR
2009fRkjfRljl 18.3 17

47 GaussianRGraphicalRModelsRtoRInferRPutativeRGenesRInvolvedRinRNitrogenRCataboliteRRepressionRinRShR
cerevisiaehRLecturemNotesminmComputermSciencefR2009fRkmgln 0.9

46 UsingRRSATRtoRscanRgenomeRsequencesRforRtranscriptionRfactorRbindingRsitesRandRcisgregulatoryR
moduleshRNaturemProtocolsfR2008fRmfRkoqrgrr 18.8 200

45 UsingRRSATRoligoganalysisRandRdyadganalysisRtoolsRtoRdiscoverRregulatoryRsignalsRinRnucleicR
sequenceshRNaturemProtocolsfR2008fRmfRkorsgpjm 18.8 36

44 AnalyzingRmultipleRdataRsetsRbyRinterconnectingRRSATRprogramsRviaRSOAPRWebRservicestRanRexampleR
withRChIPgchipRdatahRNaturemProtocolsfR2008fRmfRkpjngko 18.8 9

43 EvaluationRofRphylogeneticRfootprintRdiscoveryRforRpredictingRbacterialRcisgregulatoryRelementsRandR
revealingRtheirRevolutionhRBMCmBioinformaticsfR2008fRsfRmq 3.6 32

42 NetworkRAnalysisRToolstRfromRbiologicalRnetworksRtoRclustersRandRpathwayshRNaturemProtocolsfR2008fR
mfRkpkpgls 18.8 91

41 RSATtRregulatoryRsequenceRanalysisRtoolshRNucleicmAcidsmResearchfR2008fRmpfRWkksglq 20.1 215

40 NeATtRaRtoolboxRforRtheRanalysisRofRbiologicalRnetworksfRclustersfRclassesRandRpathwayshRNucleicm
AcidsmResearchfR2008fRmpfRWnnngok 20.1 73

39 ProphindertRaRcomputationalRtoolRforRprophageRpredictionRinRprokaryoticRgenomeshRBioinformaticsfR
2008fRlnfRrpmgo 7.2 172

38 ReticulateRrepresentationRofRevolutionaryRandRfunctionalRrelationshipsRbetweenRphageRgenomeshR
MolecularmBiologymandmEvolutionfR2008fRlofRqplgqq 8.3 173
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37 MachineRlearningRtechniquesRtoRidentifyRputativeRgenesRinvolvedRinRnitrogenRcataboliteRrepressionR
inRtheRyeastRSaccharomycesRcerevisiaehRBMCmProceedingsfR2008fRlRSupplRnfRSo 2.3 2

36 DiscoveryRofRfunctionalRelementsRinRklRDrosophilaRgenomesRusingRevolutionaryRsignatureshRNaturefR
2007fRnojfRlksgml 50.4 506

35 InRsilicoRidentificationRofRNFgkappaBgregulatedRgenesRinRpancreaticRbetagcellshRBMCmBioinformaticsfR
2007fRrfRoo 3.6 21

34 EffectRofRlkRdifferentRnitrogenRsourcesRonRglobalRgeneRexpressionRinRtheRyeastRSaccharomycesR
cerevisiaehRMolecularmandmCellularmBiologyfR2007fRlqfRmjpogrp 4.8 171

33 FinegtuningRenhancerRmodelsRtoRpredictRtranscriptionalRtargetsRacrossRmultipleRgenomeshRPLoSmONEfR
2007fRlfRekkko 3.7 31

32 DiscoveryRofRconservedRmotifsRinRpromotersRofRorthologousRgenesRinRprokaryoteshRMethodsminm
MolecularmBiologyfR2007fRmsofRlsmgmjr 1.4 8

31 DiscoveryRofRmotifsRinRpromotersRofRcoregulatedRgeneshRMethodsminmMolecularmBiologyfR2007fRmsofRmlsgnr 1.4 4

30 EvaluationRofRclusteringRalgorithmsRforRproteingproteinRinteractionRnetworkshRBMCmBioinformaticsfR
2006fRqfRnrr 3.6 577

29 InferringRmeaningfulRpathwaysRinRweightedRmetabolicRnetworkshRJournalmofmMolecularmBiologyfR2006fR
mopfRlllgmp 6.5 92

28 ModularityRofRtheRtranscriptionalRresponseRofRproteinRcomplexesRinRyeasthRJournalmofmMolecularm
BiologyfR2006fRmpmfRorsgpkj 6.5 21

27 MetabolicRPathFindingtRinferringRrelevantRpathwaysRinRbiochemicalRnetworkshRNucleicmAcidsmResearch
fR2005fRmmfRWmlpgmj 20.1 71

26 CYGDtRtheRComprehensiveRYeastRGenomeRDatabasehRNucleicmAcidsmResearchfR2005fRmmfRDmpngr 20.1 242

25 AssessingRcomputationalRtoolsRforRtheRdiscoveryRofRtranscriptionRfactorRbindingRsiteshRNaturem
BiotechnologyfR2005fRlmfRkmqgnn 44.5 950

24 DiscriminationRofRyeastRgenesRinvolvedRinRmethionineRandRphosphateRmetabolismRonRtheRbasisRofR
upstreamRmotifshRBioinformaticsfR2005fRlkfRmnsjgojj 7.2 9

23 CombiningRpatternRdiscoveryRandRdiscriminantRanalysisRtoRpredictRgeneRcogregulationhRBioinformatics
fR2004fRljfRlmqjgs 7.2 24

22 MetricsRforRcomparingRregulatoryRsequencesRonRtheRbasisRofRpatternRcountshRBioinformaticsfR2004fR
ljfRmssgnjp 7.2 56

21 TranscriptionalRregulationRofRproteinRcomplexesRinRyeasthRGenomemBiologyfR2004fRofRRmm 18.3 28

20 MolecularRevolutionRofReukaryoticRgenomestRhemiascomycetousRyeastRspliceosomalRintronshRNucleicm
AcidsmResearchfR2003fRmkfRkklkgmo 20.1 101
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19 InRsilicoRidentificationRofRputativeRregulatoryRsequenceRelementsRinRtheRoaguntranslatedRregionRofR
genesRthatRareRexpressedRduringRmaleRgametogenesishRPlantmPhysiologyfR2003fRkmlfRqogrm 6.6 20

18 RegulatoryRsequenceRanalysisRtoolshRNucleicmAcidsmResearchfR2003fRmkfRmosmgp 20.1 336

17 AnRoverviewRofRdataRmodelsRforRtheRanalysisRofRbiochemicalRpathwayshRBriefingsminmBioinformaticsfR
2003fRnfRlnpgos 13.4 67

16 AnROverviewRofRDataRModelsRforRtheRAnalysisRofRBiochemicalRPathwayshRLecturemNotesminmComputerm
SciencefR2003fRkqngkqn 0.9 3

15 ApproachesRtoRvisualisationRinRbioinformaticstRfromRdendrogramsRtoRSpaceRExplorerhRInformationm
SciencesfR2001fRkmsfRksgoq 7.7 6

14 FromRmolecularRactivitiesRandRprocessesRtoRbiologicalRfunctionhRBriefingsminmBioinformaticsfR2001fRlfRrkgsm13.4 26

13 ApplicationRofRRegulatoryRSequenceRAnalysisRandRMetabolicRNetworkRAnalysisRtoRtheRInterpretationR
ofRGeneRExpressionRDatahRLecturemNotesminmComputermSciencefR2001fRknqgkpm 0.9 5

12 ARwebRsiteRforRtheRcomputationalRanalysisRofRyeastRregulatoryRsequenceshRYeastfR2000fRkpfRkqqgrq 3.4 152

11 InteractiveRvisualizationRandRexplorationRofRrelationshipsRbetweenRbiologicalRobjectshRTrendsminm
BiotechnologyfR2000fRkrfRnrqgsn 15.1 32

10 DiscoveringRregulatoryRelementsRinRnongcodingRsequencesRbyRanalysisRofRspacedRdyadshRNucleicmAcidsm
ResearchfR2000fRlrfRkrjrgkr 20.1 207

9 StatisticalRanalysisRofRyeastRgenomicRdownstreamRsequencesRrevealsRputativeRpolyadenylationR
signalshRNucleicmAcidsmResearchfR2000fRlrfRkjjjgkj 20.1 105

8 RepresentingRandRanalysingRmolecularRandRcellularRfunctionRusingRtheRcomputerhRBiologicalm
ChemistryfR2000fRmrkfRslkgmo 4.5 53

7 RegulonDBRbversionRlhjctRaRdatabaseRonRtranscriptionalRregulationRinREscherichiaRcolihRNucleicmAcidsm
ResearchfR1999fRlqfRosgpj 20.1 30

6 ExtractingRregulatoryRsitesRfromRtheRupstreamRregionRofRyeastRgenesRbyRcomputationalRanalysisRofR
oligonucleotideRfrequencieshRJournalmofmMolecularmBiologyfR1998fRlrkfRrlqgnl 6.5 576

5 EstablishementRofRtheRdorsogventralRpatternRduringRembryonicRdevelopmentRofRdrosophilaR
melanogasatertRaRlogicalRanalysishRJournalmofmTheoreticalmBiologyfR1997fRkrsfRmqqgrs 2.3 54

4 ContributionRofRtheRgeneextramacrochaetaeRtoRtheRpreciseRpositioningRofRbristlesRinDrosophilahR
RouxusmArchivesmofmDevelopmentalmBiologyfR1995fRljnfRmmpgmnm 8

3 MotifRanalysisRinRcogexpressionRnetworksRrevealsRregulatoryRelementsRinRplantstRTheRpeachRasRaRmodel 1

2 RSATRmatrixgclusteringtRdynamicRexplorationRandRredundancyRreductionRofRtranscriptionRfactorR
bindingRmotifRcollections 1
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1 AnRintegratedRanalysisRtoolRrevealsRintrinsicRbiasesRinRgeneRsetRenrichment 1
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