
Wolfgang Huber

ListiofiPublicationsibyiCitations

Source:ihttps:yyexalyxcomyauthorwpdfy2621498ywolfgangwhuberwpublicationswbywcitationsxpdf

Version:i2024w04w27i

ThisidocumentihasibeenigeneratedibasedionitheipublicationsiandicitationsirecordedibyiexalyxcomxiFori

theilatestiversioniofithisipublicationilistvivisititheilinkigiveniabovex

TheithirdicolumniisitheiimpactifactorirIFsiofitheijournalvianditheifourthicolumniisitheinumberiofi

citationsiofitheiarticlex

188
papers

87,890
citations

72
h-index

209
g-index

209
ext. papers

123,690
ext. citations

14.1
avg, IF

8.8
L-index



l Paper IF Citations

188 ModeratedNestimationNofNfoldNchangeNandNdispersionNforNRNuaseqNdataNwithNxySeqfbNGenomed
BiologyZN2014ZNeiZNiid 18.3 28138

187 HTSeqaaaNPythonNframeworkNtoNworkNwithNhighathroughputNsequencingNdatabNBioinformaticsZN2015ZN
geZNejjam 7.2 10519

186 xifferentialNexpressionNanalysisNforNsequenceNcountNdatabNGenomedBiologyZN2010ZNeeZNRedj 18.3 9952

185 vioconductornNopenNsoftwareNdevelopmentNforNcomputationalNbiologyNandNbioinformaticsbNGenomed
BiologyZN2004ZNiZNRld 18.3 9148

184 ynterotypesNofNtheNhumanNgutNmicrobiomebNNatureZN2011ZNhkgZNekhald 50.4 4240

183 OrchestratingNhighathroughputNgenomicNanalysisNwithNvioconductorbNNaturedMethodsZN2015ZNefZNeeiafe 21.6 1949

182 SoftwareNforNcomputingNandNannotatingNgenomicNrangesbNPLoSdComputationaldBiologyZN2013ZNmZNeeddgeel5 1845

181 MappingNidentifiersNforNtheNintegrationNofNgenomicNdatasetsNwithNtheNRcvioconductorNpackageN
biomaRtbNNaturedProtocolsZN2009ZNhZNeelhame 18.8 1626

180 VarianceNstabilizationNappliedNtoNmicroarrayNdataNcalibrationNandNtoNtheNquantificationNofN
differentialNexpressionbNBioinformaticsZN2002ZNelNSupplNeZNSmjaedh 7.2 1554

179 vioMartNandNvioconductornNaNpowerfulNlinkNbetweenNbiologicalNdatabasesNandNmicroarrayNdataN
analysisbNBioinformaticsZN2005ZNfeZNghgmahd 7.2 1069

178 xetectingNdifferentialNusageNofNexonsNfromNRNuaseqNdatabNGenomedResearchZN2012ZNffZNfddlaek 9.7 882

177 wountabasedNdifferentialNexpressionNanalysisNofNRNuNsequencingNdataNusingNRNandNvioconductorbN
NaturedProtocolsZN2013ZNlZNekjialj 18.8 788

176 vidirectionalNpromotersNgenerateNpervasiveNtranscriptionNinNyeastbNNatureZN2009ZNhikZNedggak 50.4 725

175 PhenotypicNprofilingNofNtheNhumanNgenomeNbyNtimealapseNmicroscopyNrevealsNcellNdivisionNgenesbN
NatureZN2010ZNhjhZNkfeak 50.4 668

174 arrayQualityMetricsaaaNbioconductorNpackageNforNqualityNassessmentNofNmicroarrayNdatabN
BioinformaticsZN2009ZNfiZNheiaj 7.2 635

173 uNhigharesolutionNmapNofNtranscriptionNinNtheNyeastNgenomebNProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaZN2006ZNedgZNigfdai 11.5 546

172 IndependentNfilteringNincreasesNdetectionNpowerNforNhighathroughputNexperimentsbNProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaZN2010ZNedkZNmihjaie 11.5 499
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171 VariationNinNtranscriptionNfactorNbindingNamongNhumansbNScienceZN2010ZNgflZNfgfai 33.3 447

170 HumanNhaematopoieticNstemNcellNlineageNcommitmentNisNaNcontinuousNprocessbNNaturedCelldBiologyZN
2017ZNemZNfkeafle 23.4 441

169 HigharesolutionNmappingNofNmeioticNcrossoversNandNnonacrossoversNinNyeastbNNatureZN2008ZNhihZNhkmali 50.4 441

168 yvImageaaanNRNpackageNforNimageNprocessingNwithNapplicationsNtoNcellularNphenotypesbN
BioinformaticsZN2010ZNfjZNmkmale 7.2 425

167 yxpressionNutlasNupdateaaanNintegratedNdatabaseNofNgeneNandNproteinNexpressionNinNhumansZN
animalsNandNplantsbNNucleicdAcidsdResearchZN2016ZNhhZNxkhjaif 20.1 404

166 uddressingNaccuracyNandNprecisionNissuesNinNiTRuQNquantitationbNMoleculardanddCellulardProteomicsZN
2010ZNmZNelliamk 7.6 400

165 ModelabasedNvarianceastabilizingNtransformationNforNIlluminaNmicroarrayNdatabNNucleicdAcidsd
ResearchZN2008ZNgjZNeee 20.1 390

164 ynhancerNloopsNappearNstableNduringNdevelopmentNandNareNassociatedNwithNpausedNpolymerasebN
NatureZN2014ZNiefZNmjaedd 50.4 332

163 IdentificationNofNregulatoryNnetworksNinNHSwsNandNtheirNimmediateNprogenyNviaNintegratedN
proteomeZNtranscriptomeZNandNxNuNmethylomeNanalysisbNCelldStemdCellZN2014ZNeiZNidkaiff 18 320

162 ThermalNproteomeNprofilingNforNunbiasedNidentificationNofNdirectNandNindirectNdrugNtargetsNusingN
multiplexedNquantitativeNmassNspectrometrybNNaturedProtocolsZN2015ZNedZNeijkamg 18.8 293

161 MultiaOmicsNzactorNunalysisaaNframeworkNforNunsupervisedNintegrationNofNmultiaomicsNdataNsetsbN
MoleculardSystemsdBiologyZN2018ZNehZNelefh 12.2 287

160 TheNRNuabindingNproteomesNfromNyeastNtoNmanNharbourNconservedNenigmRvPsbNNatured
CommunicationsZN2015ZNjZNedefk 17.4 286

159 uNglobalNmapNofNhumanNgeneNexpressionbNNaturedBiotechnologyZN2010ZNflZNgffah 44.5 271

158 TheNgenomicNandNtranscriptomicNlandscapeNofNaNHeLaNcellNlinebNGy:dGenesqdGenomesqdGeneticsZN2013ZN
gZNefegafh 3.2 269

157 xirectionalNtissueNmigrationNthroughNaNselfageneratedNchemokineNgradientbNNatureZN2013ZNidgZNfliam 50.4 252

156 ’eneticNwontrolNofNwhromatinNStatesNinNHumansNInvolvesNLocalNandNxistalNwhromosomalN
InteractionsbNCellZN2015ZNejfZNedieaji 56.2 240

155 unalysisNofNcellabasedNRNuiNscreensbNGenomedBiologyZN2006ZNkZNRjj 18.3 234

154 HTSeqNaNuNPythonNframeworkNtoNworkNwithNhighathroughputNsequencingNdata 227

(-2010)
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153 yxpressionNutlasnNgeneNandNproteinNexpressionNacrossNmultipleNstudiesNandNorganismsbNNucleicdAcidsd
ResearchZN2018ZNhjZNxfhjaxfie 20.1 222

152 xataadrivenNhypothesisNweightingNincreasesNdetectionNpowerNinNgenomeascaleNmultipleNtestingbN
NaturedMethodsZN2016ZNegZNikkald 21.6 219

151 wellatoacellNexpressionNvariabilityNfollowedNbyNsignalNreinforcementNprogressivelyNsegregatesNearlyN
mouseNlineagesbNNaturedCelldBiologyZN2014ZNejZNfkagk 23.4 213

150 HighlyNcoordinatedNproteomeNdynamicsNduringNreprogrammingNofNsomaticNcellsNtoNpluripotencybNCelld
ReportsZN2012ZNfZNeikmamf 10.6 183

149 RNuaSeqNworkflownNgenealevelNexploratoryNanalysisNandNdifferentialNexpressionbNFvuuuResearchZN
2015ZNhZNedkd 3.6 181

148 ’eneNexpressionNacrossNmammalianNorganNdevelopmentbNNatureZN2019ZNikeZNidiaidm 50.4 179

147 SomaticSignaturesnNinferringNmutationalNsignaturesNfromNsingleanucleotideNvariantsbNBioinformaticsZN
2015ZNgeZNgjkgai 7.2 174

146 OrchestratingNsingleacellNanalysisNwithNvioconductorbNNaturedMethodsZN2020ZNekZNegkaehi 21.6 174

145 ThermalNproteomeNprofilingNmonitorsNligandNinteractionsNwithNcellularNmembraneNproteinsbNNatured
MethodsZN2015ZNefZNeefmage 21.6 173

144 TandemNfluorescentNproteinNtimersNforNinNvivoNanalysisNofNproteinNdynamicsbNNaturedBiotechnologyZN
2012ZNgdZNkdlaeh 44.5 172

143 ProteomeawideNidentificationNofNubiquitinNinteractionsNusingNUbIuaMSbNNaturedProtocolsZN2018ZNegZNigdaiid18.8 151

142 ModeratedNestimationNofNfoldNchangeNandNdispersionNforNRNuaseqNdataNwithNxySeqf 151

141 MappingNofNsignalingNnetworksNthroughNsyntheticNgeneticNinteractionNanalysisNbyNRNuibNNatured
MethodsZN2011ZNlZNgheaj 21.6 150

140 ProteinNqualityNcontrolNatNtheNinnerNnuclearNmembranebNNatureZN2014ZNiejZNhedag 50.4 134

139 RingoaaanNRcvioconductorNpackageNforNanalyzingNwhIPachipNreadoutsbNBMCdBioinformaticsZN2007ZNlZNffe 3.6 134

138 TheNShhNTopologicalNxomainNzacilitatesNtheNuctionNofNRemoteNynhancersNbyNReducingNtheNyffectsNofN
’enomicNxistancesbNDevelopmentaldCellZN2016ZNgmZNifmaihg 10.2 134

137 untisenseNexpressionNincreasesNgeneNexpressionNvariabilityNandNlocusNinterdependencybNMoleculard
SystemsdBiologyZN2011ZNkZNhjl 12.2 131

136 TranscriptNmappingNwithNhighadensityNoligonucleotideNtilingNarraysbNBioinformaticsZN2006ZNffZNemjgakd 7.2 120
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135 wlusteringNphenotypeNpopulationsNbyNgenomeawideNRNuiNandNmultiparametricNimagingbNMoleculard
SystemsdBiologyZN2010ZNjZNgkd 12.2 119

134 ulternativeNstartNandNterminationNsitesNofNtranscriptionNdriveNmostNtranscriptNisoformNdifferencesN
acrossNhumanNtissuesbNNucleicdAcidsdResearchZN2018ZNhjZNilfaimf 20.1 113

133 NuclearNurchitectureNOrganizedNbyNRifeNUnderpinsNtheNReplicationaTimingNProgrambNMoleculardCellZN
2016ZNjeZNfjdakg 17.6 111

132 ParameterNestimationNforNtheNcalibrationNandNvarianceNstabilizationNofNmicroarrayNdatabNStatisticald
ApplicationsdindGeneticsdanddMoleculardBiologyZN2003ZNfZNurticleg 1.2 103

131 viologicalNplasticityNrescuesNtargetNactivityNinNwRISPRNknockNoutsbNNaturedMethodsZN2019ZNejZNedlkaedmg 21.6 94

130 MappingNgeneticNinteractionsNinNhumanNcancerNcellsNwithNRNuiNandNmultiparametricNphenotypingbN
NaturedMethodsZN2013ZNedZNhfkage 21.6 94

129 ’enomeawideNanalysisNofNmRNuNdecayNpatternsNduringNearlyNxrosophilaNdevelopmentbNGenomed
BiologyZN2010ZNeeZNRmg 18.3 92

128 ProteomeawideNsolubilityNandNthermalNstabilityNprofilingNrevealsNdistinctNregulatoryNrolesNforNuTPbN
NaturedCommunicationsZN2019ZNedZNeeii 17.4 88

127 SingleacellNtranscriptomeNanalysisNrevealsNcoordinatedNectopicNgeneaexpressionNpatternsNinN
medullaryNthymicNepithelialNcellsbNNaturedImmunologyZN2015ZNejZNmggahe 19.1 88

126 TransparencyNandNreproducibilityNinNartificialNintelligencebNNatureZN2020ZNiljZNyehayej 50.4 85

125 cuMPNresponseNelementabindingNproteinNisNaNprimaryNhubNofNactivityadrivenNneuronalNgeneN
expressionbNJournaldofdNeuroscienceZN2011ZNgeZNelfgkaid 6.6 83

124 HigharesolutionNtranscriptionNatlasNofNtheNmitoticNcellNcycleNinNbuddingNyeastbNGenomedBiologyZN2010ZN
eeZNRfh 18.3 81

123 RelatingNwNVsNtoNtranscriptomeNdataNatNfineNresolutionnNassessmentNofNtheNeffectNofNvariantNsizeZN
typeZNandNoverlapNwithNfunctionalNregionsbNGenomedResearchZN2011ZNfeZNfddhaeg 9.7 80

122 ’raphsNinNmolecularNbiologybNBMCdBioinformaticsZN2007ZNlNSupplNjZNSl 3.6 76

121 zourwSeqnNanalysisNofNhwNsequencingNdatabNBioinformaticsZN2015ZNgeZNgdliame 7.2 74

120 MultiadomainNproteinNfamiliesNandNdomainNpairsnNcomparisonNwithNknownNstructuresNandNaNrandomN
modelNofNdomainNrecombinationbNJournaldofdStructuraldanddFunctionaldGenomicsZN2003ZNhZNjkakl 74

119 ShrinkageNestimationNofNdispersionNinNNegativeNvinomialNmodelsNforNRNuaseqNexperimentsNwithN
smallNsampleNsizebNBioinformaticsZN2013ZNfmZNefkialf 7.2 73

118 TheNSmallNNonacodingNVaultNRNueaeNuctsNasNaNRiboregulatorNofNuutophagybNCellZN2019ZNekjZNedihaedjkbeef56.2 73

(2019-2010)
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117 xrugaperturbationabasedNstratificationNofNbloodNcancerbNJournaldofdClinicaldInvestigationZN2018ZNeflZNhfkahhi15.9 72

116 ImportingNurrayyxpressNdatasetsNintoNRcvioconductorbNBioinformaticsZN2009ZNfiZNfdmfah 7.2 68

115 RecurrentNwxKNevNVpfkWNmutationsNinNhairyNcellNleukemiabNBloodZN2015ZNefjZNeddial 2.2 66

114 SystematicNanalysisNofNTkNRNuNpolymeraseNbasedNinNvitroNlinearNRNuNamplificationNforNuseNinN
microarrayNexperimentsbNBMCdGenomicsZN2004ZNiZNfm 4.5 66

113 miRaejNandNmiRaefibNareNinvolvedNinNbarrierNfunctionNdysregulationNthroughNtheNmodulationNofN
claudinafNandNcingulinNexpressionNinNtheNjejunumNinNIvSNwithNdiarrhoeabNGutZN2017ZNjjZNeigkaeigl 19.2 65

112 MicroarrayNdataNqualityNcontrolNimprovesNtheNdetectionNofNdifferentiallyNexpressedNgenesbNGenomicsZN
2010ZNmiZNeglahf 4.3 65

111 ulternativeNpolyadenylationNdiversifiesNpostatranscriptionalNregulationNbyNselectiveNRNuaproteinN
interactionsbNMoleculardSystemsdBiologyZN2014ZNedZNkem 12.2 64

110 uNcompendiumNtoNensureNcomputationalNreproducibilityNinNhighadimensionalNclassificationNtasksbN
StatisticaldApplicationsdindGeneticsdanddMoleculardBiologyZN2004ZNgZNurticlegk 1.2 61

109 ’eneNexpressionNinNkidneyNcancerNisNassociatedNwithNcytogeneticNabnormalitiesZNmetastasisN
formationZNandNpatientNsurvivalbNClinicaldCancerdResearchZN2005ZNeeZNjhjaii 12.9 61

108 womparisonNofNnormalizationNmethodsNforNIlluminaNveadwhipNHumanHTaefNvgbNBMCdGenomicsZN2010ZN
eeZNghm 4.5 60

107 ussessingNaffymetrixN’enewhipNmicroarrayNqualitybNBMCdBioinformaticsZN2011ZNefZNegk 3.6 59

106 xifferentialNexpressionNanalysisNforNsequenceNcountNdatabNNaturedPrecedingsZN2010ZN 59

105 uNmapNofNdirectionalNgeneticNinteractionsNinNaNmetazoanNcellbNELifeZN2015ZNhZN 8.9 59

104 xiscoveryNofNnovelNdrugNsensitivitiesNinNTaPLLNbyNhighathroughputNexNvivoNdrugNtestingNandNmutationN
profilingbNLeukemiaZN2018ZNgfZNkkhaklk 10.7 56

103 InNsituNanalysisNofNcrossahybridisationNonNmicroarraysNandNtheNinferenceNofNexpressionNcorrelationbN
BMCdBioinformaticsZN2007ZNlZNhje 3.6 55

102 uNchemicalageneticNinteractionNmapNofNsmallNmoleculesNusingNhighathroughputNimagingNinNcancerN
cellsbNMoleculardSystemsdBiologyZN2015ZNeeZNlhj 12.2 51

101 ’enomicNorganizationNofNtranscriptomesNinNmammalsnNworegulationNandNcofunctionalitybNGenomicsZN
2007ZNlmZNildak 4.3 50

100 uNdiscreteNtransitionNzoneNorganizesNtheNtopologicalNandNregulatoryNautonomyNofNtheNadjacentN
tfapfcNandNbmpkNgenesbNPLoSdGeneticsZN2015ZNeeZNeeddhlmk 6 46
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99 IdentifyingNdrugNtargetsNinNtissuesNandNwholeNbloodNwithNthermalashiftNprofilingbNNatured
BiotechnologyZN2020ZNglZNgdgagdl 44.5 46

98 vioconductorNwaseNStudiesN2008ZN 46

97 arrayMagicnNtwoacolourNcxNuNmicroarrayNqualityNcontrolNandNpreprocessingbNBioinformaticsZN2005ZN
feZNiihaj 7.2 46

96 OrganelleNproteomicsNexperimentalNdesignsNandNanalysisbNProteomicsZN2010ZNedZNgmikajm 4.8 44

95 IdentifyingNsplitsNwithNclearNseparationnNaNnewNclassNdiscoveryNmethodNforNgeneNexpressionNdatabN
BioinformaticsZN2001ZNekNSupplNeZNSedkaeh 7.2 44

94 HighacontentNsiRNuNscreenNrevealsNglobalNyNawNregulatorsNandNpotentialNcysticNfibrosisNtherapyN
targetsbNCellZN2013ZNeihZNegmdahdd 56.2 42

93 zunctionalNOutcomesNandNQualityNofNLifeNufterNRadicalNProstatectomyNOnlyNVersusNaNwombinationN
ofNProstatectomyNwithNRadiationNandNHormonalNTherapybNEuropeandUrologyZN2017ZNkeZNggdaggj 10.2 42

92 QualityNassessmentNandNdataNanalysisNforNmicroRNuNexpressionNarraysbNNucleicdAcidsdResearchZN2009ZN
gkZNeek 20.1 41

91 SingleacellNpolyadenylationNsiteNmappingNrevealsNgUNisoformNchoiceNvariabilitybNMoleculardSystemsd
BiologyZN2015ZNeeZNlef 12.2 40

90 zromNORzeomeNtoNbiologynNaNfunctionalNgenomicsNpipelinebNGenomedResearchZN2004ZNehZNfegjahh 9.7 40

89 SystematicNcomparisonNofNsurfaceNcoatingsNforNproteinNmicroarraysbNProteomicsZN2005ZNiZNhkdiaef 4.8 40

88 wombinatorialNeffectsNofNfourNhistoneNmodificationsNinNtranscriptionNandNdifferentiationbNGenomicsZN
2008ZNmeZNheaie 4.3 38

87 ReducedNproteasomeNactivityNinNtheNagingNbrainNresultsNinNribosomeNstoichiometryNlossNandN
aggregationbNMoleculardSystemsdBiologyZN2020ZNejZNemimj 12.2 37

86 ’ainNofNwTwzaunchoredNwhromatinNLoopsNMarksNtheNyxitNfromNNaiveNPluripotencybNCelldSystemsZN
2018ZNkZNhlfahmibeed 10.6 37

85 MakingNtheNmostNofNhighathroughputNproteinainteractionNdatabNGenomedBiologyZN2007ZNlZNeef 18.3 36

84 NonparametricNunalysisNofNThermalNProteomeNProfilesNRevealsNNovelNxrugabindingNProteinsbN
MoleculardanddCellulardProteomicsZN2019ZNelZNfidjafiei 7.6 34

83 uNlargeascaleNRNuiNscreenNidentifiesNxeafeNasNaNregulatorNofNinnateNimmuneNresponsesNinNxrosophilabN
JournaldofdInnatedImmunityZN2010ZNfZNeleamh 6.9 34

82 TheNLIzydbNdatabaseNinNfddjbNNucleicdAcidsdResearchZN2006ZNghZNxheial 20.1 33

(2006-2020)
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81 woverageNandNerrorNmodelsNofNproteinaproteinNinteractionNdataNbyNdirectedNgraphNanalysisbNGenomed
BiologyZN2007ZNlZNRelj 18.3 32

80 womparativeNanalysisNofNstructuredNRNusNinNSbNcerevisiaeNindicatesNaNmultitudeNofNdifferentN
functionsbNBMCdBiologyZN2007ZNiZNfi 7.3 31

79 xissectingNintratumourNheterogeneityNofNnodalNvacellNlymphomasNatNtheNtranscriptionalZNgeneticNandN
drugaresponseNlevelsbNNaturedCelldBiologyZN2020ZNffZNlmjamdj 23.4 30

78 matchprobesnNaNvioconductorNpackageNforNtheNsequenceamatchingNofNmicroarrayNprobeNelementsbN
BioinformaticsZN2004ZNfdZNejieaf 7.2 30

77 ’enomeawideNalleleaNandNstrandaspecificNexpressionNprofilingbNMoleculardSystemsdBiologyZN2009ZNiZNfkh 12.2 28

76 RNuaSeqNworkflownNgenealevelNexploratoryNanalysisNandNdifferentialNexpressionbNFvuuuResearchZhZNedkd 3.6 28

75 QuantificationNofNxifferentialNTranscriptionNzactorNuctivityNandNMultiomicsavasedNwlassificationNintoN
uctivatorsNandNRepressorsnNdiffTzbNCelldReportsZN2019ZNfmZNgehkageimbeef 10.6 26

74 TranscriptomeawideNprofilingNandNposttranscriptionalNanalysisNofNhematopoieticNstemcprogenitorN
cellNdifferentiationNtowardNmyeloidNcommitmentbNStemdCelldReportsZN2014ZNgZNlilaki 8 25

73 TheNRNuavindingNProteinNYvXgNwontrolsNuminoNucidNLevelsNbyNRegulatingNSLwNmRNuNubundancebN
CelldReportsZN2019ZNfkZNgdmkagedjbei 10.6 23

72 StatisticalNmethodsNandNsoftwareNforNtheNanalysisNofNhighthroughputNreverseNgeneticNassaysNusingN
flowNcytometryNreadoutsbNGenomedBiologyZN2006ZNkZNRkk 18.3 19

71 zunctionalNprofilingnNfromNmicroarraysNviaNcellabasedNassaysNtoNnovelNtumorNrelevantNmodulatorsNofN
theNcellNcyclebNCancerdResearchZN2005ZNjiZNkkggahf 10.1 18

70 TRRuPNisNessentialNforNregulatingNtheNaccumulationNofNmutantNandNwildatypeNpigNinNlymphomabN
BloodZN2018ZNegeZNfklmafldf 2.2 17

69 ’enomeawideNsurveyNofNpostameioticNsegregationNduringNyeastNrecombinationbNGenomedBiologyZN
2011ZNefZNRgj 18.3 17

68 unalyzingNwhIPachipNdataNusingNbioconductorbNPLoSdComputationaldBiologyZN2008ZNhZNeedddffk 5 17

67 glm’amPoinNfittingN’ammaaPoissonNgeneralizedNlinearNmodelsNonNsingleNcellNcountNdatabN
BioinformaticsZN2021ZNgjZNikdeaikdf 7.2 17

66 xrugabasedNperturbationNscreenNuncoversNsynergisticNdrugNcombinationsNinNvurkittNlymphomabN
ScientificdReportsZN2018ZNlZNefdhj 4.9 15

65 MeasuringNgeneticNinteractionsNinNhumanNcellsNbyNRNuiNandNimagingbNNaturedProtocolsZN2014ZNmZNfgheaig 18.8 15

64 SpewondnNaNmethodNtoNdetectNconditionaspecificNgeneNexpressionbNGenomedBiologyZN2011ZNefZNRede 18.3 15
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63 ystimatingNnodeNdegreeNinNbaitapreyNgraphsbNBioinformaticsZN2008ZNfhZNfelafh 7.2 15

62 TopadownNstandardsNwillNnotNserveNsystemsNbiologybNNatureZN2006ZNhhdZNfh 50.4 15

61 TimerabasedNproteomicNprofilingNofNtheNubiquitinaproteasomeNsystemNrevealsNaNsubstrateNreceptorN
ofNtheN’IxNubiquitinNligasebNMoleculardCellZN2021ZNleZNfhjdafhkjbeee 17.6 15

60 gscreendnNmodellingNasymmetricNcountNratiosNinNwRISPRNscreensNtoNdecreaseNexperimentNsizeNandN
improveNphenotypeNdetectionbNGenomedBiologyZN2020ZNfeZNig 18.3 14

59 uNgeneticNinteractionNmapNofNcellNcycleNregulatorsbNMoleculardBiologydofdthedCellZN2016ZNfkZNegmkahdk 3.5 13

58 yxtractingNquantitativeNgeneticNinteractionNphenotypesNfromNmatrixNcombinatorialNRNuibNBMCd
BioinformaticsZN2011ZNefZNghf 3.6 12

57 xetectingNdifferentialNusageNofNexonsNfromNRNuaSeqNdatabNNaturedPrecedingsZN2012ZN 11

56 wellHinNaNformatNforNdataNexchangeNinNhighacontentNscreeningbNBioinformaticsZN2013ZNfmZNeildaf 7.2 11

55 xevelopmentalN’eneNyxpressionNxifferencesNbetweenNHumansNandNMammalianNModelsbNCelld
ReportsZN2020ZNggZNedlgdl 10.6 11

54 xynamicalNmodellingNofNphenotypesNinNaNgenomeawideNRNuiNliveacellNimagingNassaybNBMCd
BioinformaticsZN2013ZNehZNgdl 3.6 10

53 TimerQuantnNaNmodellingNapproachNtoNtandemNfluorescentNtimerNdesignNandNdataNinterpretationNforN
measuringNproteinNturnoverNinNembryosbNDevelopmentdmCambridgenZN2016ZNehgZNekham 6.6 9

52
ReplyNtoNTalloenNetNalbnNIndependentNfilteringNisNaNgenericNapproachNthatNneedsNdomainNspecificN
adaptationbNProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaZN2010ZN
edkZNyekiayeki

11.5 9

51 RintactnNenablingNcomputationalNanalysisNofNmolecularNinteractionNdataNfromNtheNIntuctNrepositorybN
BioinformaticsZN2008ZNfhZNeeddae 7.2 9

50 wontributionsNofNtheNyMyRuLxNprojectNtoNassessingNandNimprovingNmicroarrayNdataNqualitybN
BioTechniquesZN2011ZNidZNfkage 2.5 9

49 OrchestratingNSingleawellNunalysisNwithNvioconductor 9

48 TransformationNandNPreprocessingNofNSingleawellNRNuaSeqNxata 9

47 MxMhNIsNTargetedNbyNeqN’ainNandNxrivesNxiseaseNinNvurkittNLymphomabNCancerdResearchZN2019ZNkmZNgefiagegl10.1 8

46 ynergyNmetabolismNisNcoadeterminedNbyNgeneticNvariantsNinNchronicNlymphocyticNleukemiaNandN
influencesNdrugNsensitivitybNHaematologicaZN2019ZNedhZNelgdaelhd 6.6 8

(2019-2008)
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45 ResearchNTechniquesNMadeNSimplenNvioinformaticsNforN’enomeaScaleNviologybNJournaldofd
InvestigativedDermatologyZN2017ZNegkZNeejgaeejl 4.3 8

44 xetectingNdifferentialNusageNofNexonsNfromNRNuaSeqNdatabNNaturedPrecedingsZN2012ZN 8

43 uNcomputationalNmethodNforNdetectionNofNligandabindingNproteinsNfromNdoseNrangeNthermalN
proteomeNprofilesbNNaturedCommunicationsZN2020ZNeeZNiklg 17.4 8

42 uNuserNguideNforNtheNonlineNexplorationNandNvisualizationNofNPwuW’NdatabNNaturedCommunicationsZN
2020ZNeeZNghdd 17.4 7

41 xissectionNofNwxfdNregulationNinNlymphomaNusingNRNuibNLeukemiaZN2016ZNgdZNfhdmafhef 10.7 7

40 HighathroughputNflowNcytometryabasedNassayNtoNidentifyNapoptosisainducingNproteinsbNJournaldofd
BiomoleculardScreeningZN2007ZNefZNiedafd 6

39 TheNProteinNLandscapeNofNwhronicNLymphocyticNLeukemiaNVwLLWbNBloodZN2021ZN 2.2 6

38 uNclashNofNculturesNinNdiscussionsNofNtheNPNvaluebNNaturedMethodsZN2016ZNegZNjdk 21.6 6

37 SurveyNofNexNvivoNdrugNcombinationNeffectsNinNchronicNlymphocyticNleukemiaNrevealsNsynergisticNdrugN
effectsNandNgeneticNdependenciesbNLeukemiaZN2020ZNghZNfmghafmid 10.7 5

36 urrayabasedNgenotypingNinNSbcerevisiaeNusingNsemiasupervisedNclusteringbNBioinformaticsZN2009ZNfiZNedijajf7.2 5

35 xataadrivenNhypothesisNweightingNincreasesNdetectionNpowerNinNmultipleNtesting 5

34 udaptiveNpenalizationNinNhighadimensionalNregressionNandNclassificationNwithNexternalNcovariatesN
usingNvariationalNvayesbNBiostatisticsZN2021ZNffZNghlagjh 3.7 5

33 UpregulationNofNSPSeddNgeneNexpressionNbyNanNantisenseNRNuNviaNaNswitchNofNmRNuNisoformsNwithN
differentNstabilitiesbNNucleicdAcidsdResearchZN2017ZNhiZNeeehhaeeeil 20.1 4

32 TheNvioconductorNchannelNinNzedddResearchbNFvuuuResearchZN2015ZNhZNfek 3.6 4

31 ReducedNproteasomeNactivityNinNtheNagingNbrainNresultsNinNribosomeNstoichiometryNlossNandNaggregation 4

30 viologicalNPlasticityNRescuesNTargetNuctivityNinNwRISPRNKnockouts 4

29 MiniaturizedNxrugNSensitivityNandNResistanceNTestNonNPatientaxerivedNwellsNUsingN
xropletaMicroarraybNSLASdTechnologyZN2021ZNfjZNfkhaflj 3 4

28 wovariateNpoweredNcrossaweightedNmultipleNtestingbNJournaldofdthedRoyaldStatisticaldSocietydSeriesdB:d
StatisticaldMethodologyZN2021ZNlgZNkfdakie 3.9 4
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27 unalysisNofNMicroarrayN’eneNyxpressionNxataN2004ZN 3

26 zastNMonteNwarloNalgorithmNforNnonequilibriumNsystemsbNPhysicaldReviewdEZN1996ZNigZNhfgfahfgi 2.4 3

25 usymptomaticNMultipleNMyelomaNaNvackgroundNofNProgressionZNyvolutionZNandNPrognosisbNBloodZN
2016ZNeflZNfgiafgi 2.2 3

24 TheNvioconductorNchannelNinNzedddResearchbNFvuuuResearchZN2015ZNhZNfek 3.6 3

23 SomaticSignaturesnNInferringNMutationalNSignaturesNfromNSingleNNucleotideNVariants 3

22 SingleNcellNgâ��UTRNanalysisNidentifiesNchangesNinNalternativeNpolyadenylationNthroughoutNneuronalN
differentiationNandNinNautism 3

21 MutationalNlandscapeNandNcomplexityNinNwLLbNBloodZN2015ZNefjZNfdklam 2.2 2

20 hivcnNscalableNnucleotideNtalliesNwithNHxzibNBioinformaticsZN2014ZNgdZNehjhaj 7.2 2

19 glm’amPoinNzittingN’ammaaPoissonN’eneralizedNLinearNModelsNonNSingleNwellNwountNxata 2

18 NonaparametricNanalysisNofNthermalNproteomeNprofilesNrevealsNnovelNdrugabindingNproteins 2

17 MultiaomicsNrevealsNclinicallyNrelevantNproliferativeNdriveNassociatedNwithNmTORaMYwaOXPHOSN
activityNinNchronicNlymphocyticNleukemiabNNaturedCancerZN2021ZNfZNligaljh 15.4 2

16 xRU’NPyRTURvuTIONNvuSyxNSTRuTIzIwuTIONNOzNLYMPHOPROLIzyRuTIVyNxISORxyRSbN
HematologicaldOncologyZN2017ZNgiZNijaij 1.3 1

15 LargeNerrorNmodelsNforNmicroarrayNintensitiesN2005ZN 1

14 SystematicNInvestigationNofNMicroenvironmentalNxrugNResistanceNMechanismsNinNwhronicN
LymphocyticNLeukemiabNBloodZN2019ZNeghZNggjgaggjg 2.2 1

13 TranscriptNisoformNdifferencesNacrossNhumanNtissuesNareNpredominantlyNdrivenNbyNalternativeNstartN
andNterminationNsitesNofNtranscription 1

12 TheNsmallNnonacodingNvaultNRNueaeNactsNasNaNriboregulatorNofNautophagy 1

11 womputationalNanalysisNofNligandNdoseNrangeNthermalNproteomeNprofiles 1

10 wontrolNofNPxaLeNexpressionNinNwLLacellsNbyNstromalNtriggeringNofNtheNNotchacaMycayZHfNoncogenicN
signalingNaxisN2021ZNmZN 1

(2021-2004)
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9 SubgroupaspecificNgeneNexpressionNprofilesNandNmixedNepistasisNinNchronicNlymphocyticNleukemia 1

8 unNautologousNcultureNmodelNofNnodalNvacellNlymphomaNidentifiesNexNvivoNdeterminantsNofNresponseN
toNbispecificNantibodiesbNBlooddAdvancesZN2021ZNiZNidjdaidke 7.8 1

7 PairwiseNeffectsNbetweenNlipidN’WuSNgenesNmodulateNlipidNplasmaNlevelsNandNcellularNuptakebN
NaturedCommunicationsZN2021ZNefZNjhee 17.4 0

6 THyNLuNxSwuPyNOzNxRU’NPyRTURvuTIONNyzzywTSNINNLyUKyMIuNuNxNLYMPHOMubN
HematologicaldOncologyZN2019ZNgkZNefkaefk 1.3

5 unalysisNofNMicroarrayN’eneNyxpressionNxataN2008ZNfdeafgd

4 wowonNaNwebNapplicationNtoNdisplayZNstoreNandNcurateNwhIPaonachipNdataNintegratedNwithNdiverseN
typesNofNgeneNexpressionNdatabNBioinformaticsZN2007ZNfgZNkkeag 7.2

3 uuthoringNvioconductorNworkflowsNwithNviocWorkflowToolsbNFvuuuResearchZkZNhge 3.6

2 xiscoveryNofNNovelNxrugNSensitivitiesNinNTaProlymphocyticNLeukemiaNVTaPLLWNvyNHighaThroughputNyxN
VivoNxrugNTestingNandN’eneticNProfilingbNBloodZN2014ZNefhZNmekamek 2.2

1 SystematicNMappingNOfNxrugNandNPathwayNSensitivityNInNwhronicNLymphocyticNLeukemiaNIdentifiesN
SyntheticNLethalNInteractionsNOfNMutantNpigbNBloodZN2013ZNeffZNekgaekg 2.2
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