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l Paper IF Citations

96 rwLPkKaKnewKtechniqueKforKuNrKfingerprinting[KNucleicgAcidsgResearchWK1995WKcdWKeeahZbe 20.1 9655

95 siNxOkKaKtytoscapeKpluginKtoKassessKoverrepresentationKofKgeneKontologyKcategoriesKinKbiologicalK
networks[KBioinformaticsWK2005WKcbWKdeeiZj 7.2 3065

94 TheKxeneKOntologyKResourcekKcaKyearsKandKstillKxOingKstrong[KNucleicgAcidsgResearchWK2019WKehWKuddaZuddi20.1 1962

93 zntegrationKofKbiologicalKnetworksKandKgeneKexpressionKdataKusingKtytoscape[KNaturegProtocolsWK
2007WKcWKcdggZic 18.8 1798

92 ModelingKgeneKandKgenomeKduplicationsKinKeukaryotes[KProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaWK2005WKbacWKfefeZj 11.5 670

91 TheKxeneKOntologyKresourcekKenrichingKaKxOldKmine[KNucleicgAcidsgResearchWK2021WKejWKudcfZudde 20.1 494

90 PromotingKcoherentKminimumKreportingKguidelinesKforKbiologicalKandKbiomedicalKinvestigationskKtheK
MzsszKproject[KNaturegBiotechnologyWK2008WKcgWKiijZjg 44.5 417

89 uevelopmentKofKanKrwLPKbasedKlinkageKmapKofKLerWKtolKandKtviKrrabidopsisKthalianaKecotypesKandK
constructionKofKaKLer]tviKrecombinantKinbredKlineKpopulation[KPlantgJournalWK1998WKbeWKcfjZhb 6.9 293

88 VersatileKgeneZspecificKsequenceKtagsKforKrrabidopsisKfunctionalKgenomicskKtranscriptKprofilingKandK
reverseKgeneticsKapplications[KGenomegResearchWK2004WKbeWKcbhgZij 9.7 265

87 TargetedKinteractomicsKrevealsKaKcomplexKcoreKcellKcycleKmachineryKinKrrabidopsisKthaliana[K
MoleculargSystemsgBiologyWK2010WKgWKdjh 12.2 254

86
TheKcyclinZdependentKkinaseKinhibitorKKRPcKcontrolsKtheKonsetKofKtheKendoreduplicationKcycleK
duringKrrabidopsisKleafKdevelopmentKthroughKinhibitionKofKmitoticKtuKrlbKkinaseKcomplexes[KPlantg
CellWK2005WKbhWKbhcdZdg

11.6 216

85 tombinedKmappingKofKrwLPKandKRwLPKmarkersKinKbarley[KMoleculargGeneticsgandgGenomicsWK1995WK
cejWKgfZhd 213

84 TwoKhighZdensityKrwLP´fiKlinkageKmapsKofKZeaKmaysKL[kKanalysisKofKdistributionKofKrwLPKmarkers[K
TheoreticalgandgAppliedgGeneticsWK1999WKjjWKjcbZjdf 6 201

83 xeneticKdiversityKandKitsKrelationshipKtoKhybridKperformanceKinKmaizeKasKrevealedKbyKRwLPKandKrwLPK
markers[KTheoreticalgandgAppliedgGeneticsWK1998WKjgWKcbjZcch 6 140

82 rwLPKmarkersKforKuNrKfingerprintingKinKcattle[KAnimalgGeneticsWK1997WKciWKebiZcg 2.5 116

81 siologicalKknowledgeKmanagementkKtheKemergingKroleKofKtheKSemanticKWebKtechnologies[KBriefingsg
ingBioinformaticsWK2009WKbaWKdjcZeah 13.4 107

80 xeneticKanalysisKofKvariationKinKgeneKexpressionKinKrrabidopsisKthaliana[KGeneticsWK2005WKbhbWKbcghZhf 4 106
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79 rKnovelKreverseKtranscriptaseKactivityKassociatedKwithKmitochondrialKplasmidsKofKNeurospora[KCellWK
1988WKffWKgjdZhae 56.2 102

78 PhylogenyKofKbovineKspeciesKbasedKonKrwLPKfingerprinting[KHeredityWK2002WKiiWKegZfb 3.6 85

77 senchmarkingKtheKtrTMrKmicroarray[KrKnovelKtoolKforKrrabidopsisKtranscriptomeKanalysis[KPlantg
PhysiologyWK2005WKbdhWKfiiZgab 6.6 84

76 xenomeZwideKscreeningKforKcisKZregulatoryKvariationKusingKaKclassicalKdiallelKcrossingKscheme[K
NucleicgAcidsgResearchWK2007WKdfWKbadiZbadi 20.1 78

75 orthrgoguekKanKagileKtoolKforKtheKrapidKpredictionKofKorthologyKrelations[KBioinformaticsWK2014WKdaWKhdeZg7.2 66

74 TwcheckpointkKaKcuratedKcompendiumKofKspecificKuNrZbindingKRNrKpolymeraseKzzKtranscriptionK
factors[KBioinformaticsWK2013WKcjWKcfbjZca 7.2 66

73 RelationshipsKamongKvarlyKvuropeanKMaizeKznbredskKzV[KxeneticKuiversityKRevealedKwithKrwLPK
MarkersKandKtomparisonKwithKRwLPWKRrPuWKandKPedigreeKuata[KCropgScienceWK2000WKeaWKhidZhjb 2.4 64

72 uiscoveryKofKurugKSynergiesKinKxastricKtancerKtellsKPredictedKbyKLogicalKModeling[KPLoSg
ComputationalgBiologyWK2015WKbbWKebaaeecg 5 63

71 QuantitativeKRNrKexpressionKanalysisKwithKrffymetrixKTilingKb[aRKarraysKidentifiesKnewKvcwKtargetK
genes[KPlantgJournalWK2009WKfhWKbieZje 6.9 56

70 zntegratedKmapKofKrwLPWKSSLPKandKRwLPKmarkersKusingKaKrecombinantKinbredKpopulationKofKriceK
SOryzaKsativaKL[T[KTheoreticalgandgAppliedgGeneticsWK1998WKjhWKdhaZdia 6 56

69 SpecificKimpactKofKtobamovirusKinfectionKonKtheKrrabidopsisKsmallKRNrKprofile[KPLoSgONEWK2011WKgWKebjfej3.7 54

68 UseKofKrwLPKmarkersKforKgeneKmappingKandKQTLKdetectionKinKtheKrat[KGenomicsWK1996WKdhWKcijZje 4.3 53

67 TheKVSKcatalyticKRNrKreplicatesKbyKreverseKtranscriptionKasKaKsatelliteKofKaKretroplasmid[KGenesgandg
DevelopmentWK1995WKjWKcjeZdad 12.6 46

66 TheKrrabidopsisKleafKasKaKmodelKsystemKforKinvestigatingKtheKroleKofKcellKcycleKregulationKinKorganK
growth[KJournalgofgPlantgResearchWK2006WKbbjWKedZfa 2.6 45

65 xeneticKaffinitiesKwithinKtheKherringKgullKLarusKargentatusKassemblageKrevealedKbyKrwLPK
genotyping[KJournalgofgMoleculargEvolutionWK2001WKfcWKifZjd 3.1 45

64 sioxatewaykKaKsemanticKsystemsKbiologyKtoolKforKtheKlifeKsciences[KBMCgBioinformaticsWK2009WKbaK
SupplKbaWKSbb 3.6 43

63 xeneticKdissectionKofKtranscriptionalKregulationKbyKcuNrZrwLP[KPlantgJournalWK2006WKefWKedjZeg 6.9 42

62 trTMrWKaKcomprehensiveKgenomeZscaleKresourceKforKsilencingKandKtranscriptKprofilingKofK
rrabidopsisKgenes[KBMCgBioinformaticsWK2007WKiWKeaa 3.6 40
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61 vuropeanKconsortiaKbuildingKintegratedKresourcesKforKrrabidopsisKfunctionalKgenomics[KCurrentg
OpiniongingPlantgBiologyWK2003WKgWKecgZj 9.9 40

60 OntologyKuesignKPatternsKforKbioZontologieskKaKcaseKstudyKonKtheKtellKtycleKOntology[KBMCg
BioinformaticsWK2008WKjKSupplKfWKSb 3.6 39

59 thromosomalKregionsKinvolvedKinKhybridKperformanceKandKheterosiskKtheirKrwLPSRTZbasedK
identificationKandKpracticalKuseKinKpredictionKmodels[KHeredityWK2000WKifKPtKdWKcaiZbi 3.6 39

58 TheKgastrinKandKcholecystokininKreceptorsKmediatedKsignalingKnetworkkKaKscaffoldKforKdataKanalysisK
andKnewKhypothesesKonKregulatoryKmechanisms[KBMCgSystemsgBiologyWK2015WKjWKea 3.5 36

57 ValidatingKmoduleKnetworkKlearningKalgorithmsKusingKsimulatedKdata[KBMCgBioinformaticsWK2007WKiK
SupplKcWKSf 3.6 30

56 wurtherKcharacterizationKofKrwLP´fiKdataKasKaKtoolKinKgeneticKdiversityKassessmentsKamongKmaizeK
SZeaKmaysKL[TKinbredKlines[KMoleculargBreedingWK2000WKgWKcgfZchg 3.4 27

55 TheKtellKtycleKOntologykKanKapplicationKontologyKforKtheKrepresentationKandKintegratedKanalysisKofK
theKcellKcycleKprocess[KGenomegBiologyWK2009WKbaWKRfi 18.3 26

54 PredictionKofKtestcrossKmeansKandKvariancesKamongKwdKprogeniesKofKwbKcrossesKfromKtestcrossK
meansKandKgeneticKdistancesKofKtheirKparentsKinKmaize[KTheoreticalgandgAppliedgGeneticsWK1998WKjgWKfadZbc6 24

53
xeneKOntologyKannotationKofKsequenceZspecificKuNrKbindingKtranscriptionKfactorskKsettingKtheK
stageKforKaKlargeZscaleKcurationKeffort[KDatabase:gthegJournalgofgBiologicalgDatabasesgandgCurationWK
2013WKcabdWKbatagc

5 22

52 ReasoningKwithKbioZontologieskKusingKrelationalKclosureKrulesKtoKenableKpracticalKquerying[K
BioinformaticsWK2011WKchWKbfgcZi 7.2 21

51 xenomeZwideKscreeningKforKcisZregulatoryKvariationKusingKaKclassicalKdiallelKcrossingKscheme[KNucleicg
AcidsgResearchWK2006WKdeWKdghhZig 20.1 19

50 OLSViskKanKanimatedWKinteractiveKvisualKbrowserKforKbioZontologies[KBMCgBioinformaticsWK2012WKbdWKbbg 3.6 16

49 SequenceZuependentKPromoterKvscapeKvfficiencyKzsKStronglyKznfluencedKbyKsiasKforKtheK
PretranslocatedKStateKduringKznitialKTranscription[KBiochemistryWK2015WKfeWKecghZhf 3.2 15

48 LabelZfreeKquantitativeKproteomicKanalysisKofKsystemicKresponsesKtoKlocalKwoundingKandKvirusK
infectionKinKrrabidopsisKthaliana[KJournalgofgProteomegResearchWK2013WKbcWKcejbZfad 5.6 15

47 ONTOZPvRLkKanKrPzKforKsupportingKtheKdevelopmentKandKanalysisKofKbioZontologies[KBioinformaticsWK
2008WKceWKiifZh 7.2 15

46 MolecularKcloningKofKpeaKmRNrsKencodingKaKshootZspecificKpolypeptideKandKlightZinducedK
polypeptides[KPlantgMoleculargBiologyWK1983WKcWKcjfZdad 4.6 15

45 vxtractingKexpressionKmodulesKfromKperturbationalKgeneKexpressionKcompendia[KBMCgSystemsg
BiologyWK2008WKcWKdd 3.5 14

44
rKrecombinantKplasmidKcarryingKtheKmitochondrialKplasmidKsequenceKofKNeurosporaKintermediaK
LaselleKyieldsKnewKplasmidKderivativesKinKNeurosporaKcrassaKtransformants[KCurrentgGeneticsWK1985WK
jWKehbZehh

2.9 14
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43 MappingKofKaKQTLKforKserumKyuLKcholesterolKinKtheKrabbitKusingKrwLPKtechnology[KJournalgofg
HeredityWK2001WKjcWKdccZg 2.4 12

42 xeneKregulationKknowledgeKcommonskKcommunityKactionKtakesKcareKofKuNrKbindingKtranscriptionK
factors[KDatabase:gthegJournalgofgBiologicalgDatabasesgandgCurationWK2016WKcabgWK 5 10

41 NetworkKandKSystemsKMedicinekKPositionKPaperKofKtheKvuropeanKtollaborationKonKScienceKandK
TechnologyKrctionKonKOpenKMultiscaleKSystemsKMedicine[KNetworkgandgSystemsgMedicineWK2020WKdWKghZja 4 10

40 xaugingKtripleKstoresKwithKactualKbiologicalKdata[KBMCgBioinformaticsWK2012WKbdKSupplKbWKSd 3.6 9

39 tontributionsKofKtheKvMvRrLuKprojectKtoKassessingKandKimprovingKmicroarrayKdataKquality[K
BioTechniquesWK2011WKfaWKchZdb 2.5 9

38
SettingKtheKbasisKofKbestKpracticesKandKstandardsKforKcurationKandKannotationKofKlogicalKmodelsKinK
biologyZhighlightsKofKtheK[st]cKcabjKtoLoMoTo]SysModKWorkshop[KBriefingsgingBioinformaticsWK
2021WKccWKbieiZbifj

13.4 9

37 windingKgeneKregulatoryKnetworkKcandidatesKusingKtheKgeneKexpressionKknowledgeKbase[KBMCg
BioinformaticsWK2014WKbfWKdig 3.6 7

36 TheKstatusKofKcausalityKinKbiologicalKdatabaseskKdataKresourcesKandKdataKretrievalKpossibilitiesKtoK
supportKlogicalKmodeling[KBriefingsgingBioinformaticsWK2021WKccWK 13.4 7

35 TheKtytoscapeKsioxatewayKrppkKexplorativeKnetworkKbuildingKfromKtheKsioxatewayKtripleKstore[K
BioinformaticsWK2019WK 7.2 7

34 SimulatingKgeneticKnetworksKmadeKeasykKnetworkKconstructionKwithKsimpleKbuildingKblocks[K
BioinformaticsWK2005WKcbWKcgjZhb 7.2 6

33 xeneKexpressionKtrendsKandKproteinKfeaturesKeffectivelyKcomplementKeachKotherKinKgeneKfunctionK
prediction[KBioinformaticsWK2009WKcfWKdccZda 7.2 5

32 ReliableKSelfZassemblyKbyKSelfZtriggeredKrctivationKofKvnvelopedKuNrKTiles[KLecturegNotesging
ComputergScienceWK2013WKgiZhj 0.9 5

31 TheKMinimumKznformationKaboutKaKMolecularKznteractionKtrusalKSTatementKSMzctrSTT[K
BioinformaticsWK2021WKdgWKfhbcZfhbi 7.2 5

30 rKtellZtycleKKnowledgeKzntegrationKwramework[KLecturegNotesgingComputergScienceWK2006WKbjZde 0.9 5

29 StrategiesKtoKvnhanceKLogicKModelingZsasedKtellKLineZSpecificKurugKSynergyKPrediction[KFrontiersging
PhysiologyWK2020WKbbWKigc 4.6 4

28 ONTOZToolKitkKenablingKbioZontologyKengineeringKviaKxalaxy[KBMCgBioinformaticsWK2010WKbbKSupplK
bcWKSi 3.6 4

27 rKxOKcatalogueKofKhumanKuNrZbindingKtranscriptionKfactors 4

26 rKMiddleZOutKModelingKStrategyKtoKvxtendKaKtolonKtancerKLogicalKModelKzmprovesKurugKSynergyK
PredictionsKinKvpithelialZuerivedKtancerKtellKLines[KFrontiersgingMoleculargBiosciencesWK2020WKhWKfacfhd 5.6 4
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25 urSSZxUzkKaKuserKinterfaceKforKidentificationKandKanalysisKofKsignificantKpatternsKinKnonZsequentialK
data[KBioinformaticsWK2010WKcgWKjihZj 7.2 3

24 wormalizationKofKgeneKregulationKknowledgeKusingKontologiesKandKgeneKontologyKcausalKactivityK
models[KBiochimicagEtgBiophysicagActagugGenegRegulatorygMechanismsWK2021WKbigeWKbjehgg 6 3

23 znitializationKuependenceKofKtlusteringKrlgorithms[KLecturegNotesgingComputergScienceWK2009WKgbfZgcc 0.9 3

22 SilencingKtrustkKconfidenceKandKfamiliarityKinKreZengineeringKknowledgeKinfrastructures[KMedicinetg
HealthgCaregandgPhilosophyWK2020WKcdWKehbZeie 2 2

21 TheKemergenceKofKSemanticKSystemsKsiology[KNewgBiotechnologyWK2013WKdaWKcigZja 6.4 2

20 UsingKtheKrelationKontologyKMetarelKforKmodellingKLinkedKuataKasKmultiZdigraphs[KSemanticgWebWK
2014WKfWKbbfZbcg 2.4 2

19 ®ointlyKcreatingKdigitalKabstractskKdealingKwithKsynonymyKandKpolysemy[KBMCgResearchgNotesWK2012WK
fWKgab 2.3 2

18 SystemsKsiologykKrKPromisingKToolKtoKStudyKrbioticKStressKResponsesK2011WKbgdZbhc 2

17 xeneKOntologyKrepresentationKforKtranscriptionKfactorKfunctions[KBiochimicagEtgBiophysicagActagug
GenegRegulatorygMechanismsWK2021WKbigeWKbjehfc 6 2

16 UnisiouictskKUnifiedKaccessKtoKbiologicalKdictionaries[KBioinformaticsWK2020WK 7.2 2

15 wlexibilityKandKutilityKofKtheKcellKcycleKontology[KAppliedgOntologyWK2011WKgWKcehZcgb 1.4 1

14 TechnologiesKandKsestKPracticesKforKsuildingKsioZOntologiesK2010WKghZig 1

13
zntegrationKandKexpressionKofKdpZtruncatedKderivativesKofKtheKNeurosporaKcrassaKcytZcbKVKgeneWK
encodingKaKmitochondrialKribosomalKproteinWKinKNeurosporaKtransformants[KMoleculargGeneticsgandg
GenomicsWK1988WKcbdWKfbjZfci

1

12 sooleanKfunctionKmetricsKcanKassistKmodelersKtoKcheckKandKchooseKlogicalKrules[[KJournalgofg
TheoreticalgBiologyWK2022WKfdiWKbbbacf 2.3 1

11 vxTRzkKvxtractionKofKtranscriptionKregulationKinteractionsKfromKliterature[KBiochimicagEtgBiophysicag
ActagugGenegRegulatorygMechanismsWK2021WKbjehhi 6 1

10 xenescxOkKrKwebKapplicationKforKqueryingKgeneKsetsKforKspecificKxOKterms[KBioinformationWK2016WK
bcWKcdbZcdc 1.1 1

9 TheKgeneKregulationKknowledgeKcommonskKtheKactionKareaKofKxRvvKt[KBiochimicagEtgBiophysicagActag
ugGenegRegulatorygMechanismsWK2021WKbigfWKbjehgi 6 1

8 tausalsuilderkKbringingKtheKMzctrSTKcausalKinteractionKannotationKstandardKtoKtheKcurator[K
Database:gthegJournalgofgBiologicalgDatabasesgandgCurationWK2021WKcacbWK 5 1
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7 NetworkKsuildingKwithKtheKtytoscapeKsioxatewayKrppKvxplainedKinKwiveKUseKtases[KCurrentg
ProtocolsgingBioinformaticsWK2020WKhcWKebag 24.2 0

6 uealingKwithKdifferentKconceptionsKofKpollutionKinKtheKxeneKRegulationKKnowledgeKtommons[[K
BiochimicagEtgBiophysicagActagugGenegRegulatorygMechanismsWK2021WKbjehhj 6 0

5 LogicalKandKexperimentalKmodelingKofKcytokineKandKeicosanoidKsignalingKinKpsoriaticKkeratinocytes[K
IScienceWK2021WKceWKbadefb 6.1 0

4 rKxOKcatalogueKofKhumanKuNrZbindingKtranscriptionKfactors[KBiochimicagEtgBiophysicagActagugGeneg
RegulatorygMechanismsWK2021WKbigeWKbjehgf 6 0

3 wlexibleKnetworkKreconstructionKfromKrelationalKdatabasesKwithKtytoscapeKandKtytoSQL[KBMCg
BioinformaticsWK2010WKbbWKdga 3.6

2 embakKRKpackageKforKanalysisKandKvisualizationKofKbiomarkersKinKbooleanKmodelKensembles[KJournalg
ofgOpengSourcegSoftwareWK2020WKfWKcfid 5.2

1 WordViskK®avaScriptKandKrnimationKtoKVisualizeKtheKWordNetKRelationalKuictionary[KAdvancesging
IntelligentgSystemsgandgComputingWK2013WKbdhZbef 0.4
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