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l Paper IF Citations

235 InitialLsequencingLandLanalysisLofLtheLhumanLgenomebLNatureXL2001XLhdmXLljdamfe 50.4 17366

234 unLintegratedLencyclopediaLofLxNuLelementsLinLtheLhumanLgenomebLNatureXL2012XLhlmXLikakh 50.4 11449

233 VelvetnLalgorithmsLforLdeLnovoLshortLreadLassemblyLusingLdeLvruijnLgraphsbLGenomecResearchXL2008XL
elXLlfeam 9.7 7156

232 InitialLsequencingLandLcomparativeLanalysisLofLtheLmouseLgenomebLNatureXL2002XLhfdXLifdajf 50.4 5376

231 IdentificationLandLanalysisLofLfunctionalLelementsLinLeQLofLtheLhumanLgenomeLbyLtheLyNwOxyLpilotL
projectbLNatureXL2007XLhhkXLkmmalej 50.4 4121

230 uLdraftLsequenceLofLtheLNeandertalLgenomebLScienceXL2010XLgflXLkedakff 33.3 2599

229 PatternsLofLsomaticLmutationLinLhumanLcancerLgenomesbLNatureXL2007XLhhjXLeigal 50.4 2400

228 TheLPfamLproteinLfamiliesLdatabasebLNucleiccAcidscResearchXL2002XLgdXLfkjald 20.1 1839

227 ’enomeLsequenceLofLtheLvrownLNorwayLratLyieldsLinsightsLintoLmammalianLevolutionbLNatureXL2004
XLhflXLhmgaife 50.4 1689

226 MappingLidentifiersLforLtheLintegrationLofLgenomicLdatasetsLwithLtheLRcvioconductorLpackageL
biomaRtbLNaturecProtocolsXL2009XLhXLeelhame 18.8 1626

225 TheLgenomeLsequenceLofLtheLmalariaLmosquitoLunophelesLgambiaebLScienceXL2002XLfmlXLefmahm 33.3 1622

224 InternationalLnetworkLofLcancerLgenomeLprojectsbLNatureXL2010XLhjhXLmmgal 50.4 1613

223 uutomatedLgenerationLofLheuristicsLforLbiologicalLsequenceLcomparisonbLBMCcBioinformaticsXL2005XL
jXLge 3.6 1485

222 ’eneWiseLandL’enomewisebLGenomecResearchXL2004XLehXLmllami 9.7 1467

221 womparativeLgenomicsLofLtheLeukaryotesbLScienceXL2000XLflkXLffdhaei 33.3 1364

220 TheLvioperlLtoolkitnLPerlLmodulesLforLtheLlifeLsciencesbLGenomecResearchXL2002XLefXLejeeal 9.7 1234

219 LandscapeLofLsomaticLmutationsLinLijdLbreastLcancerLwholeagenomeLsequencesbLNatureXL2016XLighXLhkaih50.4 1193
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218 TheLReactomeLpathwayLknowledgebasebLNucleiccAcidscResearchXL2014XLhfXLxhkfak 20.1 1188

217 TheLgenomicLbasisLofLadaptiveLevolutionLinLthreespineLsticklebacksbLNatureXL2012XLhlhXLiiaje 50.4 1187

216 OasesnLrobustLdeLnovoLRNuaseqLassemblyLacrossLtheLdynamicLrangeLofLexpressionLlevelsbL
BioinformaticsXL2012XLflXLedljamf 7.2 1129

215 ynsemblLfdejbLNucleiccAcidscResearchXL2016XLhhXLxkedaj 20.1 1094

214 ReactomenLaLdatabaseLofLreactionsXLpathwaysLandLbiologicalLprocessesbLNucleiccAcidscResearchXL2011
XLgmXLxjmeak 20.1 1090

213 ynsemblLfdehbLNucleiccAcidscResearchXL2014XLhfXLxkhmaii 20.1 1087

212 MouseLgenomicLvariationLandLitsLeffectLonLphenotypesLandLgeneLregulationbLNatureXL2011XLhkkXLflmamh 50.4 1087

211 TheLPfamLproteinLfamiliesLdatabasebLNucleiccAcidscResearchXL2000XLflXLfjgaj 20.1 1074

210 yvolutionaryLandLbiomedicalLinsightsLfromLtheLrhesusLmacaqueLgenomebLScienceXL2007XLgejXLfffagh 33.3 1072

209 uLuserSsLguideLtoLtheLencyclopediaLofLxNuLelementsLTyNwOxyUbLPLoScBiologyXL2011XLmXLeeddedhj 9.7 1060

208 ynsemblLfdeibLNucleiccAcidscResearchXL2015XLhgXLxjjfam 20.1 1013

207 ’enomeLsequenceLofLuedesLaegyptiXLaLmajorLarbovirusLvectorbLScienceXL2007XLgejXLekelafg 33.3 867

206 uLsmallacellLlungLcancerLgenomeLwithLcomplexLsignaturesLofLtobaccoLexposurebLNatureXL2010XLhjgXLelhamd50.4 852

205 ynsemblwomparaL’eneTreesnLwompleteXLduplicationaawareLphylogeneticLtreesLinLvertebratesbL
GenomecResearchXL2009XLemXLgfkagi 9.7 836

204 uLhigharesolutionLmapLofLhumanLevolutionaryLconstraintLusingLfmLmammalsbLNatureXL2011XLhklXLhkjalf 50.4 802

203 ynsemblLfdefbLNucleiccAcidscResearchXL2012XLhdXLxlhamd 20.1 798

202 ynsemblLfdegbLNucleiccAcidscResearchXL2013XLheXLxhlaii 20.1 797

201 TheLUKedKLprojectLidentifiesLrareLvariantsLinLhealthLandLdiseasebLNatureXL2015XLifjXLlfamd 50.4 776

(2015-2014)
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200 ImmunityarelatedLgenesLandLgeneLfamiliesLinLunophelesLgambiaebLScienceXL2002XLfmlXLeimaji 33.3 743

199 ReactomeLknowledgebaseLofLhumanLbiologicalLpathwaysLandLprocessesbLNucleiccAcidscResearchXL
2009XLgkXLxjemaff 20.1 675

198 TheLInternationalLProteinLIndexnLanLintegratedLdatabaseLforLproteomicsLexperimentsbLProteomicsXL
2004XLhXLemlial 4.8 650

197 unalysisLofLtheLRNuarecognitionLmotifLandLRSLandLR’’LdomainsnLconservationLinLmetazoanL
preamRNuLsplicingLfactorsbLNucleiccAcidscResearchXL1993XLfeXLildgaej 20.1 610

196 SequenceLfeaturesLandLchromatinLstructureLaroundLtheLgenomicLregionsLboundLbyLeemLhumanL
transcriptionLfactorsbLGenomecResearchXL2012XLffXLekmlalef 9.7 596

195 ynsemblLfdeebLNucleiccAcidscResearchXL2011XLgmXLxlddaj 20.1 590

194 ’enomeLanalysisLofLtheLplatypusLrevealsLuniqueLsignaturesLofLevolutionbLNatureXL2008XLhigXLekialg 50.4 545

193 uLvayesianLdeconvolutionLstrategyLforLimmunoprecipitationabasedLxNuLmethylomeLanalysisbL
NaturecBiotechnologyXL2008XLfjXLkkmali 44.5 533

192 TowardsLpracticalXLhighacapacityXLlowamaintenanceLinformationLstorageLinLsynthesizedLxNubLNatureXL
2013XLhmhXLkkald 50.4 501

191 TheLvioPuXLcommunityLstandardLforLpathwayLdataLsharingbLNaturecBiotechnologyXL2010XLflXLmgiahf 44.5 499

190 xefiningLfunctionalLxNuLelementsLinLtheLhumanLgenomebLProceedingscofcthecNationalcAcademycofc
SciencescofcthecUnitedcStatescofcAmericaXL2014XLeeeXLjegeal 11.5 490

189 womparativeLgenomeLandLproteomeLanalysisLofLunophelesLgambiaeLandLxrosophilaLmelanogasterbL
ScienceXL2002XLfmlXLehmaim 33.3 455

188 ReactomenLaLknowledgeLbaseLofLbiologicLpathwaysLandLprocessesbLGenomecBiologyXL2007XLlXLRgm 18.3 454

187 HRxetectLisLaLpredictorLofLvRwueLandLvRwufLdeficiencyLbasedLonLmutationalLsignaturesbLNaturec
MedicineXL2017XLfgXLiekaifi 50.5 444

186 TheLconsensusLcodingLsequenceLTwwxSULprojectnLIdentifyingLaLcommonLproteinacodingLgeneLsetLforL
theLhumanLandLmouseLgenomesbLGenomecResearchXL2009XLemXLegejafg 9.7 415

185 HighlyLaccurateLproteinLstructureLpredictionLforLtheLhumanLproteomebLNatureXL2021XLimjXLimdaimj 50.4 399

184 OpenLchromatinLdefinedLbyLxNaseILandLzuIRyLidentifiesLregulatoryLelementsLthatLshapeLcellatypeL
identitybLGenomecResearchXL2011XLfeXLekikajk 9.7 391

183 IntegrativeLannotationLofLchromatinLelementsLfromLyNwOxyLdatabLNucleiccAcidscResearchXL2013XLheXLlfkahe20.1 383
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182 TheLyuropeanLNucleotideLurchivebLNucleiccAcidscResearchXL2011XLgmXLxflage 20.1 322

181 unLoverviewLofLynsemblbLGenomecResearchXL2004XLehXLmfial 9.7 316

180 TheLlandscapeLofLhistoneLmodificationsLacrossLeQLofLtheLhumanLgenomeLinLfiveLhumanLcellLlinesbL
GenomecResearchXL2007XLekXLjmeakdk 9.7 315

179 ynsMartnLaLgenericLsystemLforLfastLandLflexibleLaccessLtoLbiologicalLdatabLGenomecResearchXL2004XL
ehXLejdam 9.7 306

178 PHLdomainnLtheLfirstLanniversarybLTrendscincBiochemicalcSciencesXL1994XLemXLghmaig 10.3 306

177 unLintegratedLresourceLforLgenomeawideLidentificationLandLanalysisLofLhumanLtissueaspecificL
differentiallyLmethylatedLregionsLTtxMRsUbLGenomecResearchXL2008XLelXLeielafm 9.7 304

176 wommonLgeneticLvariationLdrivesLmolecularLheterogeneityLinLhumanLiPSwsbLNatureXL2017XLihjXLgkdagki 50.4 294

175 ’eneticLfineLmappingLandLgenomicLannotationLdefinesLcausalLmechanismsLatLtypeLfLdiabetesL
susceptibilityLlocibLNaturecGeneticsXL2015XLhkXLeheiafi 36.3 292

174 ulphazoldLProteinLStructureLxatabasenLmassivelyLexpandingLtheLstructuralLcoverageLofL
proteinasequenceLspaceLwithLhighaaccuracyLmodelsbLNucleiccAcidscResearchXL2021XL 20.1 285

173 uLphysicalLmapLofLtheLmouseLgenomebLNatureXL2002XLhelXLkhgaid 50.4 282

172 whallengesLandLstandardsLinLintegratingLsurveysLofLstructuralLvariationbLNaturecGeneticsXL2007XLgmXLSkaei 36.3 279

171 ’enomeawideLmetaaanalysisLidentifiesLnewLsusceptibilityLlociLforLmigrainebLNaturecGeneticsXL2013XL
hiXLmefamek 36.3 276

170 UsingL’eneWiseLinLtheLxrosophilaLannotationLexperimentbLGenomecResearchXL2000XLedXLihkal 9.7 263

169 SenseLfromLsequenceLreadsnLmethodsLforLalignmentLandLassemblybLNaturecMethodsXL2009XLjXLSjaSef 21.6 261

168 HeritableLindividualaspecificLandLalleleaspecificLchromatinLsignaturesLinLhumansbLScienceXL2010XLgflXLfgiam33.3 260

167 HigharesolutionLgenomeawideLinLvivoLfootprintingLofLdiverseLtranscriptionLfactorsLinLhumanLcellsbL
GenomecResearchXL2011XLfeXLhijajh 9.7 250

166 OpenLTargetsnLaLplatformLforLtherapeuticLtargetLidentificationLandLvalidationbLNucleiccAcidscResearch
XL2017XLhiXLxmliaxmmh 20.1 241

165 ynsemblSsLedthLyearbLNucleiccAcidscResearchXL2010XLglXLxiikajf 20.1 240

(2010-2011)
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164 yfficientLstorageLofLhighLthroughputLxNuLsequencingLdataLusingLreferenceabasedLcompressionbL
GenomecResearchXL2011XLfeXLkghahd 9.7 233

163 ynredoLandLPecannLgenomeawideLmammalianLconsistencyabasedLmultipleLalignmentLwithLparalogsbL
GenomecResearchXL2008XLelXLelehafl 9.7 218

162 zactorbookborgnLaLWikiabasedLdatabaseLforLtranscriptionLfactorabindingLdataLgeneratedLbyLtheL
yNwOxyLconsortiumbLNucleiccAcidscResearchXL2013XLheXLxekeaj 20.1 212

161 MinIONLunalysisLandLReferenceLwonsortiumnLPhaseLeLdataLreleaseLandLanalysisbLFvuuuResearchXL
2015XLhXLedki 3.6 210

160 VectorvasenLaLdataLresourceLforLinvertebrateLvectorLgenomicsbLNucleiccAcidscResearchXL2009XLgkXLxilgak 20.1 200

159 PrepublicationLdataLsharingbLNatureXL2009XLhjeXLejlakd 50.4 197

158 wlassificationLofLhumanLgenomicLregionsLbasedLonLexperimentallyLdeterminedLbindingLsitesLofL
moreLthanLeddLtranscriptionarelatedLfactorsbLGenomecBiologyXL2012XLegXLRhl 18.3 194

157 uLtranscriptionLfactorLcollectiveLdefinesLcardiacLcellLfateLandLreflectsLlineageLhistorybLCellXL2012XL
ehlXLhkgalj 56.2 191

156 y’uSPnLtheLhumanLyNwOxyL’enomeLunnotationLussessmentLProjectbLGenomecBiologyXL2006XLkL
SupplLeXLSfbeage 18.3 187

155 ModelingLgeneLexpressionLusingLchromatinLfeaturesLinLvariousLcellularLcontextsbLGenomecBiologyXL
2012XLegXLRig 18.3 182

154 TheLimplicationsLofLalternativeLsplicingLinLtheLyNwOxyLproteinLcomplementbLProceedingscofcthec
NationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaXL2007XLedhXLihmiaidd 11.5 177

153 TheLtopographyLofLmutationalLprocessesLinLbreastLcancerLgenomesbLNaturecCommunicationsXL2016XL
kXLeeglg 17.4 172

152 womparativeLgenomicsnLgenomeawideLanalysisLinLmetazoanLeukaryotesbLNaturecReviewscGeneticsXL
2003XLhXLfieajf 30.1 172

151 IdentificationLofLnovelLpeptideLhormonesLinLtheLhumanLproteomeLbyLhiddenLMarkovLmodelL
screeningbLGenomecResearchXL2007XLekXLgfdak 9.7 170

150 IntegratingL’enomicsLintoLHealthcarenLuL’lobalLResponsibilitybLAmericancJournalcofcHumancGeneticsXL
2019XLedhXLegafd 11 166

149 unalysesLofLdeepLmammalianLsequenceLalignmentsLandLconstraintLpredictionsLforLeQLofLtheLhumanL
genomebLGenomecResearchXL2007XLekXLkjdakh 9.7 163

148 TheLH’NwLxatabaseLinLfddlnLaLresourceLforLtheLhumanLgenomebLNucleiccAcidscResearchXL2008XLgjXLxhhial20.1 163

147 TheLyvILRxzLplatformnLlinkedLopenLdataLforLtheLlifeLsciencesbLBioinformaticsXL2014XLgdXLegglam 7.2 160
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146 PebbleLandLrockLbandnLheuristicLresolutionLofLrepeatsLandLscaffoldingLinLtheLvelvetLshortareadLdeL
novoLassemblerbLPLoScONEXL2009XLhXLelhdk 3.7 151

145 SNPLandLhaplotypeLmappingLforLgeneticLanalysisLinLtheLratbLNaturecGeneticsXL2008XLhdXLijdaj 36.3 150

144 ynsemblL’enomesnLanLintegrativeLresourceLforLgenomeascaleLdataLfromLnonavertebrateLspeciesbL
NucleiccAcidscResearchXL2012XLhdXLxmeak 20.1 141

143 womparativeLanalysisLofLnoncodingLregionsLofLkkLorthologousLmouseLandLhumanLgeneLpairsbL
GenomecResearchXL1999XLmXLleiafh 9.7 141

142 ypigenomeawideLussociationLStudiesLandLtheLInterpretationLofLxiseaseLaOmicsbLPLoScGeneticsXL2016XL
efXLeeddjedi 6 137

141 ’enomeawideLnucleotidealevelLmammalianLancestorLreconstructionbLGenomecResearchXL2008XLelXLelfmahg9.7 136

140 UnderstandingLtranscriptionalLregulationLbyLintegrativeLanalysisLofLtranscriptionLfactorLbindingL
databLGenomecResearchXL2012XLffXLejilajk 9.7 133

139 wancerLandLgenomicsbLNatureXL2001XLhdmXLlidaf 50.4 108

138 ynsemblLvariationLresourcesbLBMCcGenomicsXL2010XLeeXLfmg 4.5 104

137 TheLynsemblLcoreLsoftwareLlibrariesbLGenomecResearchXL2004XLehXLmfmagg 9.7 100

136 VectorvasenLaLhomeLforLinvertebrateLvectorsLofLhumanLpathogensbLNucleiccAcidscResearchXL2007XLgiXLxidgai20.1 97

135 TheLyuropeanLvioinformaticsLInstituteLinLfdejnLxataLgrowthLandLintegrationbLNucleiccAcidscResearchXL
2016XLhhXLxfdaj 20.1 91

134 LocusLReferenceL’enomicLsequencesnLanLimprovedLbasisLforLdescribingLhumanLxNuLvariantsbL
GenomecMedicineXL2010XLfXLfh 14.4 86

133 wellatypeLspecificLandLcombinatorialLusageLofLdiverseLtranscriptionLfactorsLrevealedLbyL
genomeawideLbindingLstudiesLinLmultipleLhumanLcellsbLGenomecResearchXL2012XLffXLmafh 9.7 86

132 UpdateLofLtheLunophelesLgambiaeLPySTLgenomeLassemblybLGenomecBiologyXL2007XLlXLRi 18.3 82

131 MinIONLunalysisLandLReferenceLwonsortiumnLPhaseLfLdataLreleaseLandLanalysisLofLRmbdLchemistrybL
FvuuuResearchXL2017XLjXLkjd 3.6 79

130 TheLmakingLofLyNwOxynLLessonsLforLbigadataLprojectsbLNatureXL2012XLhlmXLhmaie 50.4 77

129 TheLgenomeLsequenceLofLtheLspontaneouslyLhypertensiveLratnLunalysisLandLfunctionalLsignificancebL
GenomecResearchXL2010XLfdXLkmealdg 9.7 77

(2010-2009)
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128 IntegratingLbiologicalLdataaatheLxistributedLunnotationLSystembLBMCcBioinformaticsXL2008XLmLSupplL
lXLSg 3.6 77

127 vreastLcancerLgenomeLandLtranscriptomeLintegrationLimplicatesLspecificLmutationalLsignaturesLwithL
immuneLcellLinfiltrationbLNaturecCommunicationsXL2016XLkXLefmed 17.4 74

126 PetabyteascaleLinnovationsLatLtheLyuropeanLNucleotideLurchivebLNucleiccAcidscResearchXL2009XLgkXLxemafi20.1 72

125 ’uRzIyLxLclassifiesLdiseasearelevantLgenomicLfeaturesLthroughLintegrationLofLfunctionalL
annotationsLwithLassociationLsignalsbLNaturecGeneticsXL2019XLieXLghgagig 36.3 71

124 unalysisLofLvariationLatLtranscriptionLfactorLbindingLsitesLinLxrosophilaLandLhumansbLGenomecBiology
XL2012XLegXLRhm 18.3 71

123 TranscriptomeLanalysisLforLtheLchickenLbasedLonLemXjfjLfinishedLcxNuLsequencesLandLhliXggkL
expressedLsequenceLtagsbLGenomecResearchXL2005XLeiXLekhalg 9.7 71

122 ezOR’ynLuLToolLforLIdentifyingLwellLTypeaSpecificLSignalLinLypigenomicLxatabLCellcReportsXL2016XLekXLfegkafeid10.6 70

121 yvolutionaryLconstraintsLofLphosphorylationLinLeukaryotesXLprokaryotesXLandLmitochondriabL
MolecularcandcCellularcProteomicsXL2010XLmXLfjhfaig 7.6 70

120 uLsurveyLofLhomozygousLdeletionsLinLhumanLcancerLgenomesbLProceedingscofcthecNationalcAcademyc
ofcSciencescofcthecUnitedcStatescofcAmericaXL2005XLedfXLhihfak 11.5 70

119 TrawlernLdeLnovoLregulatoryLmotifLdiscoveryLpipelineLforLchromatinLimmunoprecipitationbLNaturec
MethodsXL2007XLhXLijgai 21.6 66

118 uLcallLforLpublicLarchivesLforLbiologicalLimageLdatabLNaturecMethodsXL2018XLeiXLlhmalih 21.6 61

117 TheLunophelesLgambiaeLgenomenLanLupdatebLTrendscincParasitologyXL2004XLfdXLhmaif 6.4 56

116
womparisonLofLhumanLchromosomeLfeLconservedLnongenicLsequencesLTwN’sULwithLtheLmouseLandL
dogLgenomesLshowsLthatLtheirLselectiveLconstraintLisLindependentLofLtheirLgenicLenvironmentbL
GenomecResearchXL2004XLehXLlifam

9.7 55

115 ’enomeLinformationLresourcesLaLdevelopmentsLatLynsemblbLTrendscincGeneticsXL2004XLfdXLfjlakf 8.5 55

114 uLsomaticamutationalLprocessLrecurrentlyLduplicatesLgermlineLsusceptibilityLlociLandLtissueaspecificL
superaenhancersLinLbreastLcancersbLNaturecGeneticsXL2017XLhmXLgheaghl 36.3 54

113
IntegrativeLanalysisLofLgeneLexpressionXLxNuLmethylationXLphysiologicalLtraitsXLandLgeneticLvariationL
inLhumanLskeletalLmusclebLProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofc
AmericaXL2019XLeejXLedllgaedlll

11.5 54

112 TheLyuropeanLvioinformaticsLInstituteSsLdataLresourcesLfdehbLNucleiccAcidscResearchXL2014XLhfXLxelafi 20.1 54

111 RNucentralnLuLvisionLforLanLinternationalLdatabaseLofLRNuLsequencesbLRnaXL2011XLekXLemheaj 5.8 54
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110 wonfoundingLbetweenLrecombinationLandLselectionXLandLtheLPedcPopLmethodLforLdetectingL
selectionbLGenomecResearchXL2008XLelXLegdhaeg 9.7 52

109 PromoterLshapeLvariesLacrossLpopulationsLandLaffectsLpromoterLevolutionLandLexpressionLnoisebL
NaturecGeneticsXL2017XLhmXLiidaiil 36.3 51

108 MiningLtheLdraftLhumanLgenomebLNatureXL2001XLhdmXLlfkal 50.4 51

107 HumanLgenomicsnLTheLendLofLtheLstartLforLpopulationLsequencingbLNatureXL2015XLifjXLifag 50.4 48

106 ImprovementsLtoLservicesLatLtheLyuropeanLNucleotideLurchivebLNucleiccAcidscResearchXL2010XLglXLxgmahi 20.1 47

105 ’enomeawideLmetaaanalysisLidentifiesLefkLopenaangleLglaucomaLlociLwithLconsistentLeffectLacrossL
ancestriesbLNaturecCommunicationsXL2021XLefXLefil 17.4 47

104 OptimizedLdesignLandLassessmentLofLwholeLgenomeLtilingLarraysbLBioinformaticsXL2007XLfgXLiemiafdh 7.2 46

103 PolicyLchallengesLofLclinicalLgenomeLsequencingbLBMJpcTheXL2013XLghkXLfjlhi 5.9 44

102 urabidopsisLreactomenLaLfoundationLknowledgebaseLforLplantLsystemsLbiologybLPlantcCellXL2008XLfdXLehfjagj11.6 44

101 uLSNPLmapLofLtheLratLgenomeLgeneratedLfromLcxNuLsequencesbLScienceXL2004XLgdgXLldk 33.3 44

100 SequenceLprogressiveLalignmentXLaLframeworkLforLpracticalLlargeascaleLprobabilisticLconsistencyL
alignmentbLBioinformaticsXL2009XLfiXLfmiagde 7.2 42

99 upproachesLtoLcomparativeLsequenceLanalysisnLtowardsLaLfunctionalLviewLofLvertebrateLgenomesbL
NaturecReviewscGeneticsXL2008XLmXLgdgaeg 30.1 42

98 ’eneticLvariantsLregulatingLexpressionLlevelsLandLisoformLdiversityLduringLembryogenesisbLNatureXL
2017XLiheXLhdfahdj 50.4 39

97 PrioritiesLforLnucleotideLtraceXLsequenceLandLannotationLdataLcaptureLatLtheLynsemblLTraceLurchiveL
andLtheLyMvLLNucleotideLSequenceLxatabasebLNucleiccAcidscResearchXL2008XLgjXLxiaef 20.1 39

96 QuantitativeLgeneticsLofLwTwzLbindingLrevealLlocalLsequenceLeffectsLandLdifferentLmodesLofL
XachromosomeLassociationbLPLoScGeneticsXL2014XLedXLeeddhkml 6 38

95 yMMuaamouseLmutantLresourcesLforLtheLinternationalLscientificLcommunitybLNucleiccAcidscResearchXL
2010XLglXLxikdaj 20.1 38

94 InLvivoLvalidationLofLaLcomputationallyLpredictedLconservedLuthiLtargetLgeneLsetbLPLoScGeneticsXL
2007XLgXLejjeake 6 38

93 TheLdiscoveryXLpositioningLandLverificationLofLaLsetLofLtranscriptionaassociatedLmotifsLinL
vertebratesbLGenomecBiologyXL2005XLjXLRedh 18.3 38

(2005-2008)
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92 TheLyuropeanLvioinformaticsLInstituteSsLdataLresourcesbLNucleiccAcidscResearchXL2003XLgeXLhgaid 20.1 38

91 ’enomicsLinLhealthcarenL’uh’HLlooksLtoLfdff 38

90 WhatLeverybodyLshouldLknowLaboutLtheLratLgenomeLandLitsLonlineLresourcesbLNaturecGeneticsXL2008
XLhdXLifgak 36.3 37

89 LeveragingLyuropeanLinfrastructuresLtoLaccessLeLmillionLhumanLgenomesLbyLfdffbLNaturecReviewsc
GeneticsXL2019XLfdXLjmgakde 30.1 36

88 TheLyuropeanLvioinformaticsLInstituteLinLfdeknLdataLcoordinationLandLintegrationbLNucleiccAcidsc
ResearchXL2018XLhjXLxfeaxfm 20.1 36

87 ’enomicLandLphenotypicLcharacterizationLofLaLwildLmedakaLpopulationnLtowardsLtheLestablishmentL
ofLanLisogenicLpopulationLgeneticLresourceLinLfishbLGy:cGenespcGenomespcGeneticsXL2014XLhXLhggahi 3.2 34

86 RNuLmodificationsLdetectionLbyLcomparativeLNanoporeLdirectLRNuLsequencing 33

85 ynsemblLregulationLresourcesbLDatabase:cthecJournalcofcBiologicalcDatabasescandcCurationXL2016XL
fdejXL 5 33

84 TheLhumanLleukemiaLvirusLHTLVaeLaltersLtheLstructureLandLtranscriptionLofLhostLchromatinLinLcisbL
ELifeXL2018XLkXL 8.9 30

83 MajorLsubmissionsLtoolLdevelopmentsLatLtheLyuropeanLNucleotideLurchivebLNucleiccAcidscResearchXL
2012XLhdXLxhgak 20.1 27

82 ’enomeLbrowsingLwithLynsemblnLaLpracticalLoverviewbLBriefingscincFunctionalcGenomicscicProteomics
XL2007XLjXLfdfaem 27

81 ParalogousLannotationLofLdiseaseacausingLvariantsLinLlongLQTLsyndromeLgenesbLHumancMutationXL
2012XLggXLeellaeeme 4.7 26

80 uLdatabaseLandLuPILforLvariationXLdenseLgenotypingLandLresequencingLdatabLBMCcBioinformaticsXL
2010XLeeXLfgl 3.6 26

79 ’eneLfindingLinLtheLchickenLgenomebLBMCcBioinformaticsXL2005XLjXLege 3.6 26

78 OpenLannotationLoffersLaLdemocraticLsolutionLtoLgenomeLsequencingbLNatureXL2000XLhdgXLlfi 50.4 26

77 ’eneticLandLfunctionalLinsightsLintoLtheLfractalLstructureLofLtheLheartbLNatureXL2020XLilhXLilmaimh 50.4 26

76 ystimatingLtheLneutralLrateLofLnucleotideLsubstitutionLusingLintronsbLMolecularcBiologycandc
EvolutionXL2007XLfhXLiffage 8.3 25

75 ussembliesnLtheLgoodXLtheLbadXLtheLuglybLNaturecMethodsXL2011XLlXLimajd 21.6 24
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74 ulleleaspecificLandLheritableLchromatinLsignaturesLinLhumansbLHumancMolecularcGeneticsXL2010XLemXLRfdham5.6 24

73 uLnewLstrategyLforLgenomeLassemblyLusingLshortLsequenceLreadsLandLreducedLrepresentationL
librariesbLGenomecResearchXL2010XLfdXLfhmaij 9.7 24

72 UsingLhumanLgeneticsLtoLmakeLnewLmedicinesbLNaturecReviewscGeneticsXL2015XLejXLijeaf 30.1 22

71
ReplyLtoLvrunetLandLxoolittlenLvothLselectedLeffectLandLcausalLroleLelementsLcanLinfluenceLhumanL
biologyLandLdiseasebLProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmerica
XL2014XLeeeXLyggjj

11.5 22

70 unLinternationalLbioinformaticsLinfrastructureLtoLunderpinLtheLurabidopsisLcommunitybLPlantcCellXL
2010XLffXLfigdaj 11.6 22

69 unLeffectiveLmodelLforLnaturalLselectionLinLpromotersbLGenomecResearchXL2010XLfdXLjliamf 9.7 22

68 SockeyenLaLgxLenvironmentLforLcomparativeLgenomicsbLGenomecResearchXL2004XLehXLmijajf 9.7 22

67 ’enomeLannotationLtechniquesnLnewLapproachesLandLchallengesbLDrugcDiscoverycTodayXL2002XLkXLSkdaj 8.8 21

66 TheLyuropeanLvioinformaticsLInstituteLinLfdelnLtoolsXLinfrastructureLandLtrainingbLNucleiccAcidsc
ResearchXL2019XLhkXLxeiaxff 20.1 21

65 HighlyLconservedLelementsLdiscoveredLinLvertebratesLareLpresentLinLnonasyntenicLlociLofLtunicatesXL
actLasLenhancersLandLcanLbeLtranscribedLduringLdevelopmentbLNucleiccAcidscResearchXL2013XLheXLgjddael 20.1 20

64 ’uh’HnLInternationalLpoliciesLandLstandardsLforLdataLsharingLacrossLgenomicLresearchLandL
healthcarebbLCellcGenomicsXL2021XLeXLedddfmaedddfm 20

63 womparisonLofLussociationsLwithLxifferentLMacularLInnerLRetinalLThicknessLParametersLinLaLLargeL
wohortnLTheLUKLviobankbLOphthalmologyXL2020XLefkXLjfake 7.3 20

62 TheLfutureLofLxNuLsequenceLarchivingbLGigaScienceXL2012XLeXLf 7.6 19

61 whromatinLandLheritabilitynLhowLepigeneticLstudiesLcanLcomplementLgeneticLapproachesbLTrendscinc
GeneticsXL2011XLfkXLekfaj 8.5 18

60 xiscoveringLnovelLcisaregulatoryLmotifsLusingLfunctionalLnetworksbLGenomecResearchXL2003XLegXLllgami 9.7 18

59 RNuLmodificationsLdetectionLbyLcomparativeLNanoporeLdirectLRNuLsequencingbLNaturec
CommunicationsXL2021XLefXLkeml 17.4 18

58 TheLyuropeanLvioinformaticsLInstituteLinLfdfdnLbuildingLaLglobalLinfrastructureLofLinterconnectedL
dataLresourcesLforLtheLlifeLsciencesbLNucleiccAcidscResearchXL2020XLhlXLxekaxfg 20.1 18

57 TheLsystematicLannotationLofLtheLthreeLmainL’PwRLfamiliesLinLReactomebLDatabase:cthecJournalcofc
BiologicalcDatabasescandcCurationXL2010XLfdedXLbaqdel 5 17

(2010-2010)
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56 MuPULfbdnLhighaaccuracyLproteomesLmappedLtoLgenomesbLNucleiccAcidscResearchXL2009XLgkXLxmdfaj 20.1 17

55 ProgressLinLsequencingLtheLmouseLgenomebLGenesisXL2001XLgeXLegkahe 1.9 17

54 xatabasesLandLtoolsLforLbrowsingLgenomesbLAnnualcReviewcofcGenomicscandcHumancGeneticsXL2002XL
gXLfmgaged 9.7 17

53 ’enomicLinformationLinfrastructureLafterLtheLdelugebLGenomecBiologyXL2010XLeeXLhdf 18.3 16

52 ’enomicLreconstructionLofLtheLSuRSawoVafLepidemicLinLynglandbLNatureXL2021XL 50.4 16

51 ’uRzIyLxLaL’WuSLunalysisLofLRegulatoryLorLzunctionalLInformationLynrichmentLwithLLxLcorrection 16

50 RyMvInLRecommendedLMetadataLforLviologicalLImagesaenablingLreuseLofLmicroscopyLdataLinL
biologybLNaturecMethodsXL2021XLelXLehelaehff 21.6 16

49 IdentifyingLyxtrinsicLversusLIntrinsicLxriversLofLVariationLinLwellLvehaviorLinLHumanLiPSwLLinesLfromL
HealthyLxonorsbLCellcReportsXL2019XLfjXLfdklafdlkbeg 10.6 16

48 SearchingLdatabasesLtoLfindLproteinLdomainLorganizationbLAdvancescincProteincChemistryXL2000XLihXLegkaik 15

47 xryLworkLinLaLwetLworldnLcomputationLinLsystemsLbiologybLMolecularcSystemscBiologyXL2006XLfXLhd 12.2 14

46 TranscriptSNPViewnLaLgenomeawideLcatalogLofLmouseLcodingLvariationbLNaturecGeneticsXL2006XLglXLlig 36.3 14

45 zOR’ynLuLtoolLtoLdiscoverLcellLspecificLenrichmentsLofL’WuSLassociatedLSNPsLinLregulatoryLregionsbL
FvuuuResearchXhXLel 3.6 13

44 TheLyuropeanLvioinformaticsLInstitutenLempoweringLcooperationLinLresponseLtoLaLglobalLhealthL
crisisbLNucleiccAcidscResearchXL2021XLhmXLxfmaxgk 20.1 12

43 udvancedLgenomicLdataLminingbLPLoScComputationalcBiologyXL2008XLhXLeedddefe 5 11

42 viologicalLdatabaseLdesignLandLimplementationbLBriefingscincBioinformaticsXL2004XLiXLgeal 13.4 11

41 uLroadmapLforLrestoringLtrustLinLvigLxatabLLancetcOncologypcTheXL2018XLemXLedehaedei 21.7 10

40 uLputativeLhomologLofLUfuzjiLinLSbLcerevisiaebLNucleiccAcidscResearchXL1992XLfdXLhjjg 20.1 10

39 PhenotypeSimulatornLuLcomprehensiveLframeworkLforLsimulatingLmultiatraitXLmultialocusLgenotypeL
toLphenotypeLrelationshipsbLBioinformaticsXL2018XLghXLfmieafmij 7.2 9
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38 IntegrativeLknowledgeLmanagementLtoLenhanceLpharmaceuticalLRRxbLNaturecReviewscDrugc
DiscoveryXL2014XLegXLfgmahd 64.1 9

37 TheLconsequenceLofLnaturalLselectionLonLgeneticLvariationLinLtheLmousebLGenomicsXL2010XLmiXLemjafdf 4.3 9

36 PickingLpyknonsLoutLofLtheLhumanLgenomebLCellXL2006XLefiXLlgjal 56.2 9

35 ’enomicLreconstructionLofLtheLSuRSawoVafLepidemicLinLyngland 9

34 InteractionsLbetweenLgeneticLvariationLandLcellularLenvironmentLinLskeletalLmuscleLgeneL
expressionbLPLoScONEXL2018XLegXLedemikll 3.7 9

33 zindingLandLsharingnLnewLapproachesLtoLregistriesLofLdatabasesLandLservicesLforLtheLbiomedicalL
sciencesbLDatabase:cthecJournalcofcBiologicalcDatabasescandcCurationXL2010XLfdedXLbaqdeh 5 8

32 yNzINLaLnetworkLtoLenhanceLintegrativeLsystemsLbiologybLAnnalscofcthecNewcYorkcAcademycofc
SciencesXL2007XLeeeiXLfgage 6.5 8

31 wonsiderationsLforLtheLinclusionLofLfxLmammalianLgenomesLinLphylogeneticLanalysesbLGenomec
BiologyXL2011XLefXLhde 18.3 7

30 viomolecularLxataLResourcesnLvioinformaticsLInfrastructureLforLviomedicalLxataLSciencebLAnnualc
ReviewcofcBiomedicalcDatacScienceXL2019XLfXLemmafff 5.6 6

29 yNzINaauLyuropeanLnetworkLforLintegrativeLsystemsLbiologybLComptescRenduscrcBiologiesXL2009XLggfXLedidal1.4 6

28 UnrestrictedLfreeLaccessLworksLandLmustLcontinuebLNatureXL2003XLhffXLlde 50.4 5

27 zOR’yLnLuLtoolLtoLdiscoverLcellLspecificLenrichmentsLofL’WuSLassociatedLSNPsLinLregulatoryLregionsb 5

26 ’eneticLvariationLaffectsLmorphologicalLretinalLphenotypesLextractedLfromLUKLviobankLopticalL
coherenceLtomographyLimagesbLPLoScGeneticsXL2021XLekXLeeddmhmk 6 5

25 PersonalizedLprofilesLforLdiseaseLriskLmustLcaptureLallLfacetsLofLhealthbLNatureXL2021XLimkXLekiaekk 50.4 5

24 uLlargeLcrossaancestryLmetaaanalysisLofLgenomeawideLassociationLstudiesLidentifiesLjmLnovelLriskL
lociLforLprimaryLopenaangleLglaucomaLandLincludesLaLgeneticLlinkLwithLulzheimerâ��sLdisease 4

23 VisualizationLofLloopLextrusionLbyLxNuLnanoscaleLtracingLinLsingleLhumanLcells 4

22 TheL’eneLwurationLwoalitionnLuLglobalLeffortLtoLharmonizeLgeneadiseaseLevidenceLresourcesbbL
GeneticscincMedicineXL2022XL 8.1 4

21 TheLwonvergenceLofLResearchLandLwlinicalL’enomicsbLAmericancJournalcofcHumancGeneticsXL2019XL
edhXLkleaklg 11 3

(2019-2014)
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20 ynsemblL’enomeLvrowserL2010XLmfgamgm 3

19 ’enomicLvariationsLandLepigenomicLlandscapeLofLtheLMedakaLInbredLKiyosuaKarlsruheLTMIKKULpanel 3

18 TheLInternationalLHumanL’enomeLProjectbLHumancMolecularcGeneticsXL2021XLgdXLRejeaRejg 5.6 3

17 StrengthsLandLWeaknessesLofLSelectedLModelingLMethodsLUsedLinLSystemsLviologyL2011XL 2

16 TheLMightyLzruitLzlyLMovesLintoLOutbredL’eneticsbLPLoScGeneticsXL2016XLefXLeeddjgll 6 2

15 TheLyuropeanLvioinformaticsLInstituteLTyMvLayvIULinLfdfebLNucleiccAcidscResearchXL2021XL 20.1 2

14 LiMMvonLaLsimpleXLscalableLapproachLforLlinearLmixedLmodelsLinLhighadimensionalLgeneticL
associationLstudies 2

13 NanoporeLRewappableLsequencingLmapsLSuRSawoVafLiSLcappingLsitesLandLprovidesLnewLinsightsL
intoLtheLstructureLofLsgRNusbbLNucleiccAcidscResearchXL2022XL 20.1 2

12 OptimisingLoligonucleotideLarrayLdesignLforLwhIPaonachipbLBMCcBioinformaticsXL2007XLlXL 3.6 1

11 whromoTracenLwomputationalLreconstructionLofLgxLchromosomeLconfigurationsLforL
superaresolutionLmicroscopybLPLoScComputationalcBiologyXL2018XLehXLeeddjddf 5 1

10 TheLvioperlLprojectbLACMcSIGBIOcNewsletterXL2000XLfdXLegaeh 1

9 ’enomicLanalysisLrevealsLaLfunctionalLroleLforLmyocardialLtrabeculaeLinLadults 1

8 TheLMedakaLInbredLKiyosuaKarlsruheLTMIKKULPanel 1

7 ’enomicLvariationsLandLepigenomicLlandscapeLofLtheLMedakaLInbredLKiyosuaKarlsruheLTMIKKUL
panelbbLGenomecBiologyXL2022XLfgXLil 18.3 1

6 SelectiveLclonalLpersistenceLofLhumanLretrovirusesLinLvivonLRadialLchromatinLorganizationXL
integrationLsiteXLandLhostLtranscriptionbbLSciencecAdvancesXL2022XLlXLeabmjfed 14.3 1

5 TheLMedakaLInbredLKiyosuaKarlsruheLTMIKKULpanelbbLGenomecBiologyXL2022XLfgXLim 18.3 0

4 ReactomenLunLintegratedLexpertLmodelLofLhumanLmolecularLprocessesLandLaccessLtoolkitbLJournalcofc
IntegrativecBioinformaticsXL2007XLhXLfljafmj 3.8

3 VisualisingLtheLypigenomeL2009XLiiajj
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2 yNzINLaLunLIntegrativeLStructureLforLSystemsLviologybLLecturecNotescincComputercScienceXL2008XLegfaehg 0.9

1 TheLyMvLayvILchannelbLFvuuuResearchXL2016XLiXLif 3.6
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