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l Paper IF Citations

214 VarianceLcomponentLmodelLtoLaccountLforLsampleLstructureLinLgenomeYwideLassociationLstudies_L
NaturegGeneticsXL2010XLfdXLefjYgf 36.3 1624

213 wfficientLcontrolLofLpopulationLstructureLinLmodelLorganismLassociationLmapping_LGeneticsXL2008XL
cijXLcibkYde 4 1244

212 MouseLgenomicLvariationLandLitsLeffectLonLphenotypesLandLgeneLregulation_LNatureXL2011XLfiiXLdjkYkf 50.4 1087

211 WholeYgenomeLpatternsLofLcommonLvNsLvariationLinLthreeLhumanLpopulations_LScienceXL2005XLebiXLcbidYk33.3 972

210 sssessingLcomputationalLtoolsLforLtheLdiscoveryLofLtranscriptionLfactorLbindingLsites_LNatureg
BiotechnologyXL2005XLdeXLceiYff 44.5 950

209 uomparativeLanalysisLofLproteomeLandLtranscriptomeLvariationLinLmouse_LPLoSgGeneticsXL2011XLiXLecbbceke6 417

208 yeneticLcontrolLofLobesityLandLgutLmicrobiotaLcompositionLinLresponseLtoLhighYfatXLhighYsucroseL
dietLinLmice_LCellgMetabolismXL2013XLciXLcfcYgd 24.6 383

207 MismatchLstringLkernelsLforLdiscriminativeLproteinLclassification_LBioinformaticsXL2004XLdbXLfhiYih 7.2 377

206 sLsequenceYbasedLvariationLmapLofLj_diLmillionLSNPsLinLinbredLmouseLstrains_LNatureXL2007XLffjXLcbgbYe 50.4 352

205 RandomYeffectsLmodelLaimedLatLdiscoveringLassociationsLinLmetaYanalysisLofLgenomeYwideL
associationLstudies_LAmericangJournalgofgHumangGeneticsXL2011XLjjXLgjhYkj 11 351

204 uhromosomeLconformationLelucidatesLregulatoryLrelationshipsLinLdevelopingLhumanLbrain_LNatureXL
2016XLgejXLgdeYgdi 50.4 334

203 uolocalizationLofLyWsSLandLeQTLLSignalsLvetectsLTargetLyenes_LAmericangJournalgofgHumang
GeneticsXL2016XLkkXLcdfgYcdhb 11 311

202 IntegratingLfunctionalLdataLtoLprioritizeLcausalLvariantsLinLstatisticalLfineYmappingLstudies_LPLoSg
GeneticsXL2014XLcbXLecbbfidd 6 305

201 sLcomparisonLofLphasingLalgorithmsLforLtriosLandLunrelatedLindividuals_LAmericangJournalgofgHumang
GeneticsXL2006XLijXLfeiYgb 11 267

200 IdentifyingLcausalLvariantsLatLlociLwithLmultipleLsignalsLofLassociation_LGeneticsXL2014XLckjXLfkiYgbj 4 266

199 sLhighYresolutionLassociationLmappingLpanelLforLtheLdissectionLofLcomplexLtraitsLinLmice_LGenomeg
ResearchXL2010XLdbXLdjcYkb 9.7 246

198 UsingLanLatlasLofLgeneLregulationLacrossLffLhumanLtissuesLtoLinformLcomplexLdiseaseYLandL
traitYassociatedLvariation_LNaturegGeneticsXL2018XLgbXLkghYkhi 36.3 239
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197 ImprovedLlinearLmixedLmodelsLforLgenomeYwideLassociationLstudies_LNaturegMethodsXL2012XLkXLgdgYh 21.6 228

196 yeneticLandLenvironmentalLcontrolLofLhostYgutLmicrobiotaLinteractions_LGenomegResearchXL2015XLdgXLcggjYhk9.7 199

195 xindingLcompositeLregulatoryLpatternsLinLvNsLsequences_LBioinformaticsXL2002XLcjLSupplLcXLSegfYhe 7.2 199

194 LociLassociatedLwithLskinLpigmentationLidentifiedLinLsfricanLpopulations_LScienceXL2017XLegjXL 33.3 179

193 zaplotypeLreconstructionLfromLgenotypeLdataLusingLImperfectLPhylogeny_LBioinformaticsXL2004XLdbXLcjfdYk7.2 169

192 SparseLPusLcorrectsLforLcellLtypeLheterogeneityLinLepigenomeYwideLassociationLstudies_LNatureg
MethodsXL2016XLceXLffeYg 21.6 154

191 WholeYgenomeLanalysisLofLsluLrepeatLelementsLrevealsLcomplexLevolutionaryLhistory_LGenomeg
ResearchXL2004XLcfXLddfgYgd 9.7 146

190 yenomeYwideLassociationLstudiesLinLmice_LNaturegReviewsgGeneticsXL2012XLceXLjbiYci 30.1 141

189 RapidLandLaccurateLmultipleLtestingLcorrectionLandLpowerLestimationLforLmillionsLofLcorrelatedL
markers_LPLoSgGeneticsXL2009XLgXLecbbbfgh 6 132

188 yenomeYwideLanalysisLrevealsLnovelLgenesLinfluencingLtemporalLlobeLstructureLwithLrelevanceLtoL
neurodegenerationLinLslzheimerSsLdisease_LNeuroImageXL2010XLgcXLgfdYgf 7.9 119

187 sLmodelYbasedLapproachLforLanalysisLofLspatialLstructureLinLgeneticLdata_LNaturegGeneticsXL2012XLffXLidgYec36.3 114

186 InterpretingLmetaYanalysesLofLgenomeYwideLassociationLstudies_LPLoSgGeneticsXL2012XLjXLecbbdggg 6 109

185 sccurateLdiscoveryLofLexpressionLquantitativeLtraitLlociLunderLconfoundingLfromLspuriousLandL
genuineLregulatoryLhotspots_LGeneticsXL2008XLcjbXLckbkYdg 4 107

184 zybridLmouseLdiversityLpanellLaLpanelLofLinbredLmouseLstrainsLsuitableLforLanalysisLofLcomplexL
geneticLtraits_LMammaliangGenomeXL2012XLdeXLhjbYkd 3.2 101

183 TheLimpactLofLsexLonLgeneLexpressionLacrossLhumanLtissues_LScienceXL2020XLehkXL 33.3 100

182 MouseLgenomeYwideLassociationLandLsystemsLgeneticsLidentifyLssxldLasLaLregulatorLofLboneLmineralL
densityLandLosteoclastogenesis_LPLoSgGeneticsXL2011XLiXLecbbdbej 6 95

181 OptimalLalgorithmsLforLhaplotypeLassemblyLfromLwholeYgenomeLsequenceLdata_LBioinformaticsXL
2010XLdhXLicjeYkb 7.2 91

180
uatecholamineLreleaseYinhibitoryLpeptideLcatestatinLTchromograninLsTegdYeidUUlLnaturallyLoccurringL
aminoLacidLvariantLylyehfSerLcausesLprofoundLchangesLinLhumanLautonomicLactivityLandLaltersLriskL
forLhypertension_LCirculationXL2007XLccgXLddicYjc

16.7 91
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179 TheLzybridLMouseLviversityLPanellLaLresourceLforLsystemsLgeneticsLanalysesLofLmetabolicLandL
cardiovascularLtraits_LJournalgofgLipidgResearchXL2016XLgiXLkdgYfd 6.3 86

178 yeneticLsrchitectureLofLstherosclerosisLinLMicelLsLSystemsLyeneticsLsnalysisLofLuommonLInbredL
Strains_LPLoSgGeneticsXL2015XLccXLecbbgicc 6 83

177 xineLmappingLinLkfLinbredLmouseLstrainsLusingLaLhighYdensityLhaplotypeLresource_LGeneticsXL2010XL
cjgXLcbjcYkg 4 82

176 wfficientLreconstructionLofLhaplotypeLstructureLviaLperfectLphylogeny_LJournalgofgBioinformaticsgandg
ComputationalgBiologyXL2003XLcXLcYdb 1 82

175 wffectivelyLidentifyingLeQTLsLfromLmultipleLtissuesLbyLcombiningLmixedLmodelLandLmetaYanalyticL
approaches_LPLoSgGeneticsXL2013XLkXLecbbefkc 6 78

174 IdentificationLandLfunctionalLvalidationLofLtheLnovelLantimalarialLresistanceLlocusLPxcb_beggLinL
PlasmodiumLfalciparum_LPLoSgGeneticsXL2011XLiXLecbbceje 6 71

173 TzwLSPwuTRUMLKwRNwLlLsLSTRINyLKwRNwLLxORLSVMLPROTwINLuLsSSIxIusTIONL2001XL 69

172 NyoodLenoughLsolutionsNLandLtheLgeneticsLofLcomplexLdiseases_LCirculationgResearchXL2012XLcccXLfkeYgbf15.7 68

171 LeveragingLmolecularLquantitativeLtraitLlociLtoLunderstandLtheLgeneticLarchitectureLofLdiseasesLandL
complexLtraits_LNaturegGeneticsXL2018XLgbXLcbfcYcbfi 36.3 67

170 yeneLnetworksLassociatedLwithLconditionalLfearLinLmiceLidentifiedLusingLaLsystemsLgeneticsL
approach_LBMCgSystemsgBiologyXL2011XLgXLfe 3.5 64

169 SystematicLbenchmarkingLofLomicsLcomputationalLtools_LNaturegCommunicationsXL2019XLcbXLceke 17.4 62

168 PolymorphismsLandLhaplotypesLofLtheLregulatorLofLyLproteinLsignalingYdLgeneLinLnormotensivesLandL
hypertensives_LHypertensionXL2006XLfiXLfcgYdb 8.5 62

167 PopulationLstructureLinLgeneticLstudieslLuonfoundingLfactorsLandLmixedLmodels_LPLoSgGeneticsXL
2018XLcfXLecbbiebk 6 62

166 TheLyeneticLtasisLofLzostLPreferenceLandLRestingLtehaviorLinLtheLMajorLsfricanLMalariaLVectorXL
snophelesLarabiensis_LPLoSgGeneticsXL2016XLcdXLecbbhebe 6 55

165 LeveragingLtheLzapMapLcorrelationLstructureLinLassociationLstudies_LAmericangJournalgofgHumang
GeneticsXL2007XLjbXLhjeYkc 11 53

164 IdentificationLofLcausalLgenesLforLcomplexLtraits_LBioinformaticsXL2015XLecXLidbhYce 7.2 51

163 IdentificationLofLnovelLgenesLthatLmediateLinnateLimmunityLusingLinbredLmice_LGeneticsXL2009XLcjeXLcgegYff4 51

162 SelectionLinLwuropeansLonLxattyLscidLvesaturasesLsssociatedLwithLvietaryLuhanges_LMolecularg
BiologygandgEvolutionXL2017XLefXLcebiYcecj 8.3 50
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161 WidespreadLsllelicLzeterogeneityLinLuomplexLTraits_LAmericangJournalgofgHumangGeneticsXL2017XL
cbbXLijkYjbd 11 49

160 zighYresolutionLmappingLofLgeneLexpressionLusingLassociationLinLanLoutbredLmouseLstock_LPLoSg
GeneticsXL2008XLfXLecbbbcfk 6 48

159 MultipleLtestingLcorrectionLinLlinearLmixedLmodels_LGenomegBiologyXL2016XLciXLhd 18.3 44

158 yeneticLvariationLandLgeneLexpressionLacrossLmultipleLtissuesLandLdevelopmentalLstagesLinLaL
nonhumanLprimate_LNaturegGeneticsXL2017XLfkXLcicfYcidc 36.3 43

157 sccurateLviralLpopulationLassemblyLfromLultraYdeepLsequencingLdata_LBioinformaticsXL2014XLebXLiedkYei 7.2 42

156 IncreasingLpowerLinLassociationLstudiesLbyLusingLlinkageLdisequilibriumLstructureLandLmolecularL
functionLasLpriorLinformation_LGenomegResearchXL2008XLcjXLhgeYhb 9.7 42

155 yenomeYwideLassociationLstudyLidentifiesLnoxeLasLaLcriticalLgeneLforLsusceptibilityLtoLnoiseYinducedL
hearingLloss_LPLoSgGeneticsXL2015XLccXLecbbgbkf 6 41

154 SystemsLgeneticLanalysisLofLosteoblastYlineageLcells_LPLoSgGeneticsXL2012XLjXLecbbecgb 6 40

153 wfficientLmultipleYtraitLassociationLandLestimationLofLgeneticLcorrelationLusingLtheLmatrixYvariateL
linearLmixedLmodel_LGeneticsXL2015XLdbbXLgkYhj 4 39

152 slleleYspecificLexpressionLandLeQTLLanalysisLinLmouseLadiposeLtissue_LBMCgGenomicsXL2014XLcgXLfic 4.5 39

151 snLoptimalLweightedLaggregatedLassociationLtestLforLidentificationLofLrareLvariantsLinvolvedLinL
commonLdiseases_LGeneticsXL2011XLcjjXLcjcYj 4 37

150 SearchingLgenomesLforLnoncodingLRNsLusingLxastR_LIEEEyACMgTransactionsgongComputationalg
BiologygandgBioinformaticsXL2005XLdXLehhYik 3 37

149 yenomeYwideLassociationLmappingLwithLlongitudinalLdata_LGeneticgEpidemiologyXL2012XLehXLfheYic 2.6 35

148 sccountingLforLPopulationLStructureLinLyeneYbyYwnvironmentLInteractionsLinLyenomeYWideL
sssociationLStudiesLUsingLMixedLModels_LPLoSgGeneticsXL2016XLcdXLecbbgjfk 6 35

147 uellYtypeYspecificLresolutionLepigeneticsLwithoutLtheLneedLforLcellLsortingLorLsingleYcellLbiology_L
NaturegCommunicationsXL2019XLcbXLefci 17.4 34

146 MetaYanalysisLidentifiesLgeneYbyYenvironmentLinteractionsLasLdemonstratedLinLaLstudyLofLfXkhgL
mice_LPLoSgGeneticsXL2014XLcbXLecbbfbdd 6 34

145 snalysisLofLalleleYspecificLexpressionLinLmouseLliverLbyLRNsYSeqlLaLcomparisonLwithLuisYeQTLL
identifiedLusingLgeneticLlinkage_LGeneticsXL2013XLckgXLccgiYhh 4 34

144 yenomeYwideLanalysisLhighlightsLcontributionLofLimmuneLsystemLpathwaysLtoLtheLgeneticL
architectureLofLasthma_LNaturegCommunicationsXL2020XLccXLciih 17.4 33

(2020-2017)
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143 yenomeYwideLassociationLmappingLofLbloodLcellLtraitsLinLmice_LMammaliangGenomeXL2013XLdfXLcbgYcj 3.2 32

142 snalysisLofLgeneticLvariationLinLsshkenaziLJewsLbyLhighLdensityLSNPLgenotyping_LBMCgGeneticsXL2008
XLkXLcf 2.6 30

141 sLmachineLlearningLalgorithmLtoLincreaseLuOVIvYckLinpatientLdiagnosticLcapacity_LPLoSgONEXL2020XL
cgXLebdekfif 3.7 29

140 SwabYSeqlLsLhighYthroughputLplatformLforLmassivelyLscaledLupLSsRSYuoVYdLtestingL2021XL 28

139 sLgeneralLframeworkLforLmetaYanalyzingLdependentLstudiesLwithLoverlappingLsubjectsLinL
associationLmapping_LHumangMoleculargGeneticsXL2016XLdgXLcjgiYhh 5.6 28

138 uorrectingLforLcellYtypeLheterogeneityLinLvNsLmethylationlLaLcomprehensiveLevaluation_LNatureg
MethodsXL2017XLcfXLdcjYdck 21.6 27

137 yeneticLimplicationLofLaLnovelLthiamineLtransporterLinLhumanLhypertension_LJournalgofgthegAmericang
CollegegofgCardiologyXL2014XLheXLcgfdYgg 15.1 27

136 viversityXLdifferentiationXLandLlinkageLdisequilibriumlLprospectsLforLassociationLmappingLinLtheL
malariaLvectorLsnophelesLarabiensis_LG3:gGenesvgGenomesvgGeneticsXL2014XLfXLcdcYec 3.2 27

135 IncorporatingLpriorLinformationLintoLassociationLstudies_LBioinformaticsXL2012XLdjXLicfiYge 7.2 27

134 ROPlLdumpsterLdivingLinLRNsYsequencingLtoLfindLtheLsourceLofLcLtrillionLreadsLacrossLdiverseLadultL
humanLtissues_LGenomegBiologyXL2018XLckXLeh 18.3 26

133 UsingLnetworkLcomponentLanalysisLtoLdissectLregulatoryLnetworksLmediatedLbyLtranscriptionL
factorsLinLyeast_LPLoSgComputationalgBiologyXL2009XLgXLecbbbecc 5 26

132 zypothalamicLtranscriptomesLofLkkLmouseLstrainsLrevealLtransLeQTLLhotspotsXLsplicingLQTLsLandL
novelLnonYcodingLgenes_LELifeXL2016XLgXL 8.9 26

131 wffectivelyLidentifyingLregulatoryLhotspotsLwhileLcapturingLexpressionLheterogeneityLinLgeneL
expressionLstudies_LGenomegBiologyXL2014XLcgXLrhc 18.3 25

130 zighYvensityLyenotypesLofLInbredLMouseLStrainslLImprovedLPowerLandLPrecisionLofLsssociationL
Mapping_LG3:gGenesvgGenomesvgGeneticsXL2015XLgXLdbdcYh 3.2 25

129 yenomeYwideLassociationLstudyLforLageYrelatedLhearingLlossLTszLULinLtheLmouselLaLmetaYanalysis_L
JAROgwgJournalgofgthegAssociationgforgResearchgingOtolaryngologyXL2014XLcgXLeegYgd 3.3 24

128 uhallengesLandLrecommendationsLtoLimproveLtheLinstallabilityLandLarchivalLstabilityLofLomicsL
computationalLtools_LPLoSgBiologyXL2019XLciXLeebbbeee 9.7 23

127 yenomeYwideLcaseacontrolLstudiesLinLhypertensionlLonlyLtheLStipLofLtheLicebergS_LJournalgofg
HypertensionXL2010XLdjXLcccgYde 1.9 23

126 tayesuuwlLaLtayesianLframeworkLforLestimatingLcellYtypeLcompositionLfromLvNsLmethylationL
withoutLtheLneedLforLmethylationLreference_LGenomegBiologyXL2018XLckXLcfc 18.3 23
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125 LimitedLRNsLeditingLinLexonsLofLmouseLliverLandLadipose_LGeneticsXL2013XLckeXLccbiYcg 4 22

124 IncreasedLpowerLofLmixedLmodelsLfacilitatesLassociationLmappingLofLcbLlociLforLmetabolicLtraitsLinL
anLisolatedLpopulation_LHumangMoleculargGeneticsXL2011XLdbXLjdiYek 5.6 22

123 LocalLgeneticLeffectsLonLgeneLexpressionLacrossLffLhumanLtissues 22

122 vetectingLMaliciousLSoftwareLbyLMonitoringLsnomalousLWindowsLRegistryLsccesses_LLecturegNotesg
ingComputergScienceXL2002XLehYge 0.9 21

121 xorestPMPlotlLsLxlexibleLToolLforLVisualizingLzeterogeneityLtetweenLStudiesLinLMetaYanalysis_LG3:g
GenesvgGenomesvgGeneticsXL2016XLhXLcikeYj 3.2 21

120 TheLyeneticLsrchitectureLofLNoiseYInducedLzearingLLosslLwvidenceLforLaLyeneYbyYwnvironmentL
Interaction_LG3:gGenesvgGenomesvgGeneticsXL2016XLhXLedckYeddj 3.2 20

119 snLintegratedLYomicsLanalysisLofLtheLepigeneticLlandscapeLofLgeneLexpressionLinLhumanLbloodLcells_L
BMCgGenomicsXL2018XLckXLfih 4.5 20

118 LeveragingLreadsLthatLspanLmultipleLsingleLnucleotideLpolymorphismsLforLhaplotypeLinferenceLfromL
sequencingLdata_LBioinformaticsXL2013XLdkXLddfgYgd 7.2 20

117 IncreasingLpowerLofLgenomeYwideLassociationLstudiesLbyLcollectingLadditionalLsingleYnucleotideL
polymorphisms_LGeneticsXL2011XLcjjXLffkYhb 4 20

116 wfficientLalgorithmsLforLtandemLcopyLnumberLvariationLreconstructionLinLrepeatYrichLregions_L
BioinformaticsXL2011XLdiXLcgceYdb 7.2 19

115 wfficientLassociationLstudyLdesignLviaLpowerYoptimizedLtagLSNPLselection_LAnnalsgofgHumangGenetics
XL2008XLidXLjefYfi 2.2 19

114 TheLyeneticLLandscapeLofLzematopoieticLStemLuellLxrequencyLinLMice_LStemgCellgReportsXL2015XLgXLcdgYej8 18

113 xastLandLsccurateLuonstructionLofLuonfidenceLIntervalsLforLzeritability_LAmericangJournalgofgHumang
GeneticsXL2016XLkjXLccjcYcckd 11 18

112 ImputingLPhenotypesLforLyenomeYwideLsssociationLStudies_LAmericangJournalgofgHumangGeneticsXL
2016XLkkXLjkYcbe 11 18

111 ImprovingLtheLaccuracyLandLefficiencyLofLpartitioningLheritabilityLintoLtheLcontributionsLofLgenomicL
regions_LAmericangJournalgofgHumangGeneticsXL2013XLkdXLggjYhf 11 18

110 MixedLmodelsLcanLcorrectLforLpopulationLstructureLforLgenomicLregionsLunderLselection_LNatureg
ReviewsgGeneticsXL2013XLcfXLebb 30.1 18

109 sccurateLandLfastLmultipleYtestingLcorrectionLinLeQTLLstudies_LAmericangJournalgofgHumangGeneticsXL
2015XLkhXLjgiYhj 11 18

108 uNVeMlLcopyLnumberLvariationLdetectionLusingLuncertaintyLofLreadLmapping_LJournalgofg
ComputationalgBiologyXL2013XLdbXLddfYeh 1.7 18

(2013-2013)
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107 PostassociationLcleaningLusingLlinkageLdisequilibriumLinformation_LGeneticgEpidemiologyXL2011XLegXLcYcb 2.6 18

106 xurtherLevidenceLforLassociationLofLyRKeLtoLbipolarLdisorderLsuggestsLaLsecondLdiseaseLmutation_L
PsychiatricgGeneticsXL2007XLciXLecgYdd 2.9 18

105 ProfilingLalleleYspecificLgeneLexpressionLinLbrainsLfromLindividualsLwithLautismLspectrumLdisorderL
revealsLpreferentialLminorLalleleLusage_LNaturegNeuroscienceXL2019XLddXLcgdcYcged 25.5 17

104 ImputationLawareLmetaYanalysisLofLgenomeYwideLassociationLstudies_LGeneticgEpidemiologyXL2010XL
efXLgeiYfd 2.6 17

103 ProteinLfamilyLclassificationLusingLsparseLmarkovLtransducers_LJournalgofgComputationalgBiologyXL
2003XLcbXLcjiYdce 1.7 16

102 spplyingLmetaYanalysisLtoLgenotypeYtissueLexpressionLdataLfromLmultipleLtissuesLtoLidentifyLeQTLsL
andLincreaseLtheLnumberLofLeyenes_LBioinformaticsXL2017XLeeXLihiYiif 7.2 15

101 xunctionalLgenomicLassessmentLofLphosgeneYinducedLacuteLlungLinjuryLinLmice_LAmericangJournalgofg
RespiratorygCellgandgMoleculargBiologyXL2013XLfkXLehjYje 5.7 15

100 vealingLwithLlargeLdiagonalsLinLkernelLmatrices_LAnnalsgofgthegInstitutegofgStatisticalgMathematicsXL
2003XLggXLekcYfbj 1 15

99 viscoveringLSingleLNucleotideLPolymorphismsLRegulatingLzumanLyeneLwxpressionLUsingLslleleL
SpecificLwxpressionLfromLRNsYseqLvata_LGeneticsXL2016XLdbfXLcbgiYcbhf 4 14

98 SpatialLlocalizationLofLrecentLancestorsLforLadmixedLindividuals_LG3:gGenesvgGenomesvgGeneticsXL2014XL
fXLdgbgYcj 3.2 14

97 zapYseqlLanLoptimalLalgorithmLforLhaplotypeLphasingLwithLimputationLusingLsequencingLdata_L
JournalgofgComputationalgBiologyXL2013XLdbXLjbYkd 1.7 14

96 MixedYmodelLcoexpressionlLcalculatingLgeneLcoexpressionLwhileLaccountingLforLexpressionL
heterogeneity_LBioinformaticsXL2011XLdiXLidjjYkf 7.2 14

95 viscoveringLgenesLinvolvedLinLdiseaseLandLtheLmysteryLofLmissingLheritability_LCommunicationsgofg
thegACMXL2015XLgjXLjbYji 2.5 14

94 MassivelyLscaledYupLtestingLforLSsRSYuoVYdLRNsLviaLnextYgenerationLsequencingLofLpooledLandL
barcodedLnasalLandLsalivaLsamples_LNaturegBiomedicalgEngineeringXL2021XLgXLhgiYhhg 19 14

93 wfficientLandLsccurateLMultipleYPhenotypeLRegressionLMethodLforLzighLvimensionalLvataL
uonsideringLPopulationLStructure_LGeneticsXL2016XLdbfXLceikYcekb 4 14

92 sddressingLtheLvigitalLvivideLinLuontemporaryLtiologylLLessonsLfromLTeachingLUNIX_LTrendsging
BiotechnologyXL2017XLegXLkbcYkbe 15.1 13

91 TheLyeneticLsrchitectureLofLzearingLImpairmentLinLMicelLwvidenceLforLxrequencyYSpecificLyeneticL
veterminants_LG3:gGenesvgGenomesvgGeneticsXL2015XLgXLdedkYek 3.2 13

90 InLsilicoLQTLLmappingLofLbasalLliverLironLlevelsLinLinbredLmouseLstrains_LPhysiologicalgGenomicsXL2011XL
feXLcehYfi 3.6 13
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89 InferenceLandLanalysisLofLhaplotypesLfromLcombinedLgenotypingLstudiesLdepositedLinLdbSNP_L
GenomegResearchXL2005XLcgXLcgkfYhbb 9.7 13

88 ProfilingLimmunoglobulinLrepertoiresLacrossLmultipleLhumanLtissuesLusingLRNsLsequencing_LNatureg
CommunicationsXL2020XLccXLecdh 17.4 12

87 wMINIMlLanLadaptiveLandLmemoryYefficientLalgorithmLforLgenotypeLimputation_LJournalgofg
ComputationalgBiologyXL2010XLciXLgfiYhb 1.7 12

86 IncreasingLpowerLofLgroupwiseLassociationLtestLwithLlikelihoodLratioLtest_LJournalgofgComputationalg
BiologyXL2011XLcjXLchccYdf 1.7 12

85 zighYresolutionLassociationLmappingLofLatherosclerosisLlociLinLmice_LArteriosclerosisvgThrombosisvgandg
VasculargBiologyXL2012XLedXLcikbYj 9.4 12

84 WordLandLSentenceLwmbeddingLToolsLtoLMeasureLSemanticLSimilarityLofLyeneLOntologyLTermsLbyL
TheirLvefinitions_LJournalgofgComputationalgBiologyXL2019XLdhXLejYgd 1.7 12

83 zowLbioinformaticsLandLopenLdataLcanLboostLbasicLscienceLinLcountriesLandLuniversitiesLwithLlimitedL
resources_LNaturegBiotechnologyXL2019XLeiXLedfYedh 44.5 11

82 tenchmarkingLofLcomputationalLerrorYcorrectionLmethodsLforLnextYgenerationLsequencingLdata_L
GenomegBiologyXL2020XLdcXLic 18.3 11

81 IncreasingLassociationLmappingLpowerLandLresolutionLinLmouseLgeneticLstudiesLthroughLtheLuseLofL
metaYanalysisLforLstructuredLpopulations_LGeneticsXL2012XLckcXLkgkYhi 4 11

80 MetalignlLefficientLalignmentYbasedLmetagenomicLprofilingLviaLcontainmentLminLhash_LGenomeg
BiologyXL2020XLdcXLdfd 18.3 11

79 snLancestryYbasedLapproachLforLdetectingLinteractions_LGeneticgEpidemiologyXL2018XLfdXLfkYhe 2.6 11

78 LongLSingleYMoleculeLReadsLuanLResolveLtheLuomplexityLofLtheLInfluenzaLVirusLuomposedLofLRareXL
uloselyLRelatedLMutantLVariants_LJournalgofgComputationalgBiologyXL2017XLdfXLggjYgib 1.7 10

77 RareLvariantLassociationLtestingLunderLlowYcoverageLsequencing_LGeneticsXL2013XLckfXLihkYik 4 10

76 viscoveringLtightlyLregulatedLandLdifferentiallyLexpressedLgeneLsetsLinLwholeLgenomeLexpressionL
data_LBioinformaticsXL2007XLdeXLejfYkb 7.2 10

75 UsingLgenomicLannotationsLincreasesLstatisticalLpowerLtoLdetectLeyenes_LBioinformaticsXL2016XLedXLicghYiche7.2 10

74 sdaptiveLModelLyeneration_LAdvancesgingInformationgSecurityXL2002XLcgeYcke 0.7 10

73 yenomeYwideLanalysisLofLbacterialLpromoterLregions_LPacificgSymposiumgongBiocomputinggPacificg
SymposiumgongBiocomputingXL2003XLdkYfb 1.3 10

72 sssemblyLofLnonYuniqueLinsertionLcontentLusingLnextYgenerationLsequencing_LBMCgBioinformaticsXL
2011XLcdLSupplLhXLSe 3.6 9

(2011-2005)
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71 MultiYmarkerLtaggingLsingleLnucleotideLpolymorphismLselectionLusingLestimationLofLdistributionL
algorithms_LArtificialgIntelligencegingMedicineXL2010XLgbXLckeYdbc 7.4 9

70 sLKernelLspproachLforLLearningLfromLalmostLOrthogonalLPatterns_LLecturegNotesgingComputerg
ScienceXL2002XLgccYgdj 0.9 9

69 zapYseqXlLexpediteLalgorithmLforLhaplotypeLphasingLwithLimputationLusingLsequenceLdata_LGeneXL
2013XLgcjXLdYh 3.8 8

68 MappingLgeneticLvariantsLassociatedLwithLbetaYadrenergicLresponsesLinLinbredLmice_LPLoSgONEXL
2012XLiXLefcbed 3.7 8

67
NaturalLvariationLwithinLtheLneuronalLnicotinicLacetylcholineLreceptorLclusterLonLhumanL
chromosomeLcgqdflLinfluenceLonLheritableLautonomicLtraitsLinLtwinLpairs_LJournalgofgPharmacologyg
andgExperimentalgTherapeuticsXL2009XLeecXLfckYdj

4.7 8

66 vetectionLandLreconstructionLofLtandemlyLorganizedLdeLnovoLcopyLnumberLvariations_LBMCg
BioinformaticsXL2010XLccLSupplLccXLScd 3.6 8

65 UsingLwxpressionLvataLtoLviscoverLRNsLandLvNsLRegulatoryLSequenceLMotifs_LLecturegNotesging
ComputergScienceXL2005XLhgYij 0.9 8

64 LeveragingLallelicLimbalanceLtoLrefineLfineYmappingLforLeQTLLstudies_LPLoSgGeneticsXL2019XLcgXLecbbjfjc6 8

63 MiuoPlLmicrobialLcommunityLprofilingLmethodLforLdetectingLviralLandLfungalLorganismsLinL
metagenomicLsamples_LBMCgGenomicsXL2019XLdbXLfde 4.5 7

62 PrivacyLpreservingLprotocolLforLdetectingLgeneticLrelativesLusingLrareLvariants_LBioinformaticsXL2014XL
ebXLidbfYcc 7.2 7

61 IdentificationLofLveletionLPolymorphismsLfromLzaplotypesL2007XLegfYehg 7

60 sLnoteLonLphasingLlongLgenomicLregionsLusingLlocalLhaplotypeLpredictions_LJournalgofgBioinformaticsg
andgComputationalgBiologyXL2006XLfXLhekYfi 1 6

59 RapidLcostYeffectiveLviralLgenomeLsequencingLbyLVYseq 6

58 yeneYyeneLInteractionsLvetectionLUsingLaLTwoYstageLModel_LJournalgofgComputationalgBiologyXL
2015XLddXLgheYih 1.7 5

57 xastLpairwiseLItvLassociationLtestingLinLgenomeYwideLassociationLstudies_LBioinformaticsXL2014XLebXLdbhYce7.2 5

56 vetectingLtheLpresenceLandLabsenceLofLcausalLrelationshipsLbetweenLexpressionLofLyeastLgenesL
withLveryLfewLsamples_LJournalgofgComputationalgBiologyXL2010XLciXLgeeYfh 1.7 5

55 LinkageLeffectsLandLanalysisLofLfiniteLsampleLerrorsLinLtheLzapMap_LHumangHeredityXL2009XLhjXLieYjh 1.1 5

54
IntegratedLcomputationalLandLexperimentalLanalysisLofLtheLneuroendocrineLtranscriptomeLinL
geneticLhypertensionLidentifiesLnovelLcontrolLpointsLforLtheLcardiometabolicLsyndrome_LCirculation:g
CardiovasculargGeneticsXL2012XLgXLfebYfb
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53 ywNOMwYWIvwLsNsLYSISLOxLtsuTwRIsLLPROMOTwRLRwyIONSL2002XL 5

52 uolocalizationLofLyWsSLandLeQTLLSignalsLvetectsLTargetLyenes 5

51 IdentifyingLuausalLVariantsLbyLxineLMappingLscrossLMultipleLStudies 5

50 LeveragingLmolecularLQTLLtoLunderstandLtheLgeneticLarchitectureLofLdiseasesLandLcomplexLtraits 5

49 ImprovingLtheLusabilityLandLcomprehensivenessLofLmicrobialLdatabases_LBMCgBiologyXL2020XLcjXLei 7.3 5

48 snLsssociationLMappingLxrameworkLToLsccountLforLPotentialLSexLvifferenceLinLyeneticL
srchitectures_LGeneticsXL2018XLdbkXLhjgYhkj 4 4

47 zapYseqlLsnLOptimalLslgorithmLforLzaplotypeLPhasingLwithLImputationLUsingLSequencingLvata_L
LecturegNotesgingComputergScienceXL2012XLhfYij 0.9 4

46 uharacterizationLofLwxpressionLQuantitativeLTraitLLociLinLPedigreesLfromLuolombiaLandLuostaLRicaL
sscertainedLforLtipolarLvisorder_LPLoSgGeneticsXL2016XLcdXLecbbhbfh 6 4

45 sLyWsSLapproachLidentifiesLvappcLasLaLdeterminantLofLairLpollutionYinducedLairwayL
hyperreactivity_LPLoSgGeneticsXL2019XLcgXLecbbjgdj 6 4

44 wfficientlyLidentifyingLsignificantLassociationsLinLgenomeYwideLassociationLstudies_LJournalgofg
ComputationalgBiologyXL2013XLdbXLjciYeb 1.7 3

43 yenotypingLcommonLandLrareLvariationLusingLoverlappingLpoolLsequencing_LBMCgBioinformaticsXL
2011XLcdLSupplLhXLSd 3.6 3

42 wfficientLgenotypingLofLindividualsLusingLoverlappingLpoolLsequencingLandLimputationL2012XL 3

41 IncorporatingLhomologuesLintoLsequenceLembeddingsLforLproteinLanalysis_LJournalgofgBioinformaticsg
andgComputationalgBiologyXL2007XLgXLiciYej 1 3

40 yeneticLprogrammingLappliedLtoLOthello_LSIGCSEgBulletinXL1999XLecXLdfdYdfh 0 3

39 wfficientLyenomeLWideLTaggingLbyLReductionLtoLSsT_LLecturegNotesgingComputergScienceXL2008XLcegYcfi 0.9 3

38 sLcomprehensiveLbenchmarkingLofLWySYbasedLstructuralLvariantLcallers 3

37 WidespreadLallelicLheterogeneityLinLcomplexLtraits 3

36 IdentifyingLcausalLvariantsLbyLfineLmappingLacrossLmultipleLstudies_LPLoSgGeneticsXL2021XLciXLecbbkiee 6 3
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35 InvolvingLundergraduatesLinLgenomicsLresearchLtoLnarrowLtheLeducationYresearchLgap_LNatureg
BiotechnologyXL2018XLehXLehkYeic 44.5 2

34 yenomeLreassemblyLwithLhighYthroughputLsequencingLdata_LBMCgGenomicsXL2013XLcfLSupplLcXLSj 4.5 2

33 uNVeMlLuopyLNumberLVariationLvetectionLUsingLUncertaintyLofLReadLMapping_LLecturegNotesging
ComputergScienceXL2012XLedhYefb 0.9 2

32 _LAnnalsgofgthegInstitutegofgStatisticalgMathematicsXL2003XLggXLekcYfbj 1 2

31 vetectingLtheLPresenceLandLsbsenceLofLuausalLRelationshipsLbetweenLwxpressionLofLYeastLyenesL
withLVeryLxewLSamples_LLecturegNotesgingComputergScienceXL2009XLfhhYfjc 0.9 2

30 snLsdaptiveLandLMemoryLwfficientLslgorithmLforLyenotypeLImputation_LLecturegNotesgingComputerg
ScienceXL2009XLfjdYfkg 0.9 2

29 IncreasingLPowerLofLyroupwiseLsssociationLTestLwithLLikelihoodLRatioLTest_LLecturegNotesging
ComputergScienceXL2011XLfgdYfhi 0.9 2

28 TheLgeneticLbasisLofLhostLchoiceLandLrestingLbehaviorLinLtheLmajorLsfricanLmalariaLvectorXL
snophelesLarabiensis 2

27 LargeYscaleLyeneticLsnalysisLIdentifiesLhhLNovelLLociLforLssthma 2

26 ReviewlLPopulationLStructureLinLyeneticLStudieslLuonfoundingLxactorsLandLMixedLModels 2

25 yeneticLdeterminantsLofLammoniaYinducedLacuteLlungLinjuryLinLmice_LAmericangJournalgofgPhysiologyg
wgLunggCellulargandgMoleculargPhysiologyXL2021XLedbXLLfcYLhd 5.8 2

24 PLwIOlLaLmethodLtoLmapLandLinterpretLpleiotropicLlociLwithLyWsSLsummaryLstatistics_LAmericang
JournalgofgHumangGeneticsXL2021XLcbjXLehYfj 11 2

23 xindingLassociatedLvariantsLinLgenomeYwideLassociationLstudiesLonLmultipleLtraits_LBioinformaticsXL
2018XLefXLifhiYifif 7.2 2

22 SimultaneousLModelingLofLviseaseLStatusLandLulinicalLPhenotypesLToLIncreaseLPowerLinL
yenomeYWideLsssociationLStudies_LGeneticsXL2017XLdbgXLcbfcYcbfi 4 1

21 sLUnifyingLxrameworkLforLImputingLSummaryLStatisticsLinLyenomeYWideLsssociationLStudies_L
JournalgofgComputationalgBiologyXL2020XLdiXLfcjYfdj 1.7 1

20 UsingLzLsLbindingLpredictionLalgorithmsLforLepitopeLmappingLinLzIVLvaccineLclinicalLtrialsL2011XL 1

19 viscreteLprofileLcomparisonLusingLinformationLbottleneck_LBMCgBioinformaticsXL2006XLiLSupplLcXLSj 3.6 1

18 UsingLsubstitutionLmatricesLtoLestimateLprobabilityLdistributionsLforLbiologicalLsequences_LJournalg
ofgComputationalgBiologyXL2002XLkXLiigYkc 1.7 1
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17 sLSpatialYswareLzaplotypeLuopyingLModelLwithLspplicationsLtoLyenotypeLImputation_LLectureg
NotesgingComputergScienceXL2014XLeicYejf 0.9 1

16 wfficientLandLsccurateLMultipleYPhenotypesLRegressionLMethodLforLzighLvimensionalLvataL
uonsideringLPopulationLStructure_LLecturegNotesgingComputergScienceXL2015XLcehYcge 0.9 1

15 ImprovingLImputationLsccuracyLbyLInferringLuausalLVariantsLinLyeneticLStudies_LLecturegNotesging
ComputergScienceXL2017XLebeYeci 0.9 1

14 TheLMultivariateLNormalLvistributionLxrameworkLforLsnalyzingLsssociationLStudies 1

13 wfficientlyLIdentifyingLSignificantLsssociationsLinLyenomeYWideLsssociationLStudies_LLecturegNotesg
ingComputergScienceXL2013XLccjYcec 0.9 1

12 MsRSlLleveragingLallelicLheterogeneityLtoLincreaseLpowerLofLassociationLtesting_LGenomegBiologyXL
2021XLddXLcdj 18.3 1

11 RobustLMendelianLrandomizationLinLtheLpresenceLofLresidualLpopulationLstratificationXLbatchL
effectsLandLhorizontalLpleiotropy__LNaturegCommunicationsXL2022XLceXLcbke 17.4 0

10 sLlinearLmixedLmodelLapproachLtoLgeneLexpressionYtumorLaneuploidyLassociationLstudies_LScientificg
ReportsXL2019XLkXLcckff 4.9

9 sLspatialLhaplotypeLcopyingLmodelLwithLapplicationsLtoLgenotypeLimputation_LJournalgofg
ComputationalgBiologyXL2015XLddXLfgcYhd 1.7

8 ReconstructingLtheLPhylogenyLofLMobileLwlementsL2007XLckhYdcb

7 MicrobiomeaMetabolicLSyndromeaviabetesLandLuVv_LFASEBgJournalXL2015XLdkXLddd_e 0.9

6 yeneYyeneLInteractionsLvetectionLUsingLaLTwoYStageLModel_LLecturegNotesgingComputergScienceXL
2014XLefbYegg 0.9

5 ImprovingLImputationLsccuracyLbyLInferringLuausalLVariantsLinLyeneticLStudies_LJournalgofg
ComputationalgBiologyXL2019XLdhXLcdbeYcdce 1.7

4 yenomicLepidemiologyLofLtheLLosLsngelesLuOVIvYckLoutbreakLandLtheLearlyLhistoryLofLtheLt_c_feL
strainLinLtheLUSs__LBMCgGenomicsXL2022XLdeXLdhb 4.5

3 sLmachineLlearningLalgorithmLtoLincreaseLuOVIvYckLinpatientLdiagnosticLcapacityL2020XLcgXLebdekfif

2 sLmachineLlearningLalgorithmLtoLincreaseLuOVIvYckLinpatientLdiagnosticLcapacityL2020XLcgXLebdekfif

1 truinsYinYyenomicslLwvaluationLofLtheLimpactLofLaLUuLsLundergraduateLsummerLprogramLinL
computationalLbiologyLonLparticipatingLstudents_LPLoSgONEXL2022XLciXLebdhjjhc 3.7
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