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m Paper IF Citations

283 weneticHstudiesHofHbodyHmassHindexHyieldHnewHinsightsHforHobesityHbiologyWHNatureUH2015UHeahUHaigVbYf 50.4 2687

282 weneticsHofHrheumatoidHarthritisHcontributesHtoHbiologyHandHdrugHdiscoveryWHNatureUH2014UHeYfUHcgfVha 50.4 1426

281 tefiningHtheHroleHofHcommonHvariationHinHtheHgenomicHandHbiologicalHarchitectureHofHadultHhumanH
heightWHNatureeGeneticsUH2014UHdfUHaagcVhf 36.3 1339

280 qssociationHanalysesHidentifyHchHsusceptibilityHlociHforHinflammatoryHbowelHdiseaseHandHhighlightH
sharedHgeneticHriskHacrossHpopulationsWHNatureeGeneticsUH2015UHdgUHigiVihf 36.3 1278

279 SystematicHidentificationHofHtransHeQT sHasHputativeHdriversHofHknownHdiseaseHassociationsWHNaturee
GeneticsUH2013UHdeUHabchVabdc 36.3 1244

278 γetaVanalysisHidentifiesHbiHadditionalHulcerativeHcolitisHriskHlociUHincreasingHtheHnumberHofHconfirmedH
associationsHtoHdgWHNatureeGeneticsUH2011UHdcUHbdfVeb 36.3 1028

277 PopulationVbasedHmetagenomicsHanalysisHrevealsHmarkersHforHgutHmicrobiomeHcompositionHandH
diversityWHScienceUH2016UHcebUHefeVi 33.3 929

276 NewHgeneticHlociHlinkHadiposeHandHinsulinHbiologyHtoHbodyHfatHdistributionWHNatureUH2015UHeahUHahgVaif 50.4 920

275 rayesianHtestHforHcolocalisationHbetweenHpairsHofHgeneticHassociationHstudiesHusingHsummaryH
statisticsWHPLoSeGeneticsUH2014UHaYUHeaYYdchc 6 868

274 wenomeVwideHassociationHstudyHidentifiesHgdHlociHassociatedHwithHeducationalHattainmentWHNatureUH
2016UHeccUHeciVdb 50.4 850

273 γultipleHcommonHvariantsHforHceliacHdiseaseHinfluencingHimmuneHgeneHexpressionWHNatureeGeneticsUH
2010UHdbUHbieVcYb 36.3 727

272 γodelingH inkageHtisequilibriumHyncreasesHqccuracyHofHPolygenicHRiskHScoresWHAmericaneJournaleofe
HumaneGeneticsUH2015UHigUHegfVib 11 649

271 weneticHvariantsHassociatedHwithHsubjectiveHwellVbeingUHdepressiveHsymptomsUHandHneuroticismH
identifiedHthroughHgenomeVwideHanalysesWHNatureeGeneticsUH2016UHdhUHfbdVcc 36.3 602

270 ProtonHpumpHinhibitorsHaffectHtheHgutHmicrobiomeWHGutUH2016UHfeUHgdYVh 19.2 575

269 wWqSHofHabfUeeiHindividualsHidentifiesHgeneticHvariantsHassociatedHwithHeducationalHattainmentWH
ScienceUH2013UHcdYUHadfgVga 33.3 563

268 tenseHgenotypingHidentifiesHandHlocalizesHmultipleHcommonHandHrareHvariantHassociationHsignalsHinH
celiacHdiseaseWHNatureeGeneticsUH2011UHdcUHaaicVbYa 36.3 535

267 sontributionHofHcopyHnumberHvariantsHtoHschizophreniaHfromHaHgenomeVwideHstudyHofHdaUcbaH
subjectsWHNatureeGeneticsUH2017UHdiUHbgVce 36.3 530
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266 NewlyHidentifiedHgeneticHriskHvariantsHforHceliacHdiseaseHrelatedHtoHtheHimmuneHresponseWHNaturee
GeneticsUH2008UHdYUHcieVdYb 36.3 524

265 qHgenomeVwideHassociationHstudyHforHceliacHdiseaseHidentifiesHriskHvariantsHinHtheHregionHharboringH
y bHandHy baWHNatureeGeneticsUH2007UHciUHhbgVi 36.3 518

264 upigenomeVwideHassociationHstudyHofHbodyHmassHindexUHandHtheHadverseHoutcomesHofHadiposityWH
NatureUH2017UHedaUHhaVhf 50.4 511

263 riologicalHinterpretationHofHgenomeVwideHassociationHstudiesHusingHpredictedHgeneHfunctionsWH
NatureeCommunicationsUH2015UHfUHehiY 17.4 489

262 wenomeVwideHmetaVanalysisHidentifiesHaaHnewHlociHforHanthropometricHtraitsHandHprovidesHinsightsH
intoHgeneticHarchitectureWHNatureeGeneticsUH2013UHdeUHeYaVab 36.3 437

261 xighVdensityHgeneticHmappingHidentifiesHnewHsusceptibilityHlociHforHrheumatoidHarthritisWHNaturee
GeneticsUH2012UHddUHaccfVdY 36.3 436

260 TheHeffectHofHhostHgeneticsHonHtheHgutHmicrobiomeWHNatureeGeneticsUH2016UHdhUHadYgVadab 36.3 434

259 ReconstructionHofHaHfunctionalHhumanHgeneHnetworkUHwithHanHapplicationHforHprioritizingHpositionalH
candidateHgenesWHAmericaneJournaleofeHumaneGeneticsUH2006UHghUHaYaaVbe 11 420

258 PartitioningHheritabilityHofHregulatoryHandHcellVtypeVspecificHvariantsHacrossHaaHcommonHdiseasesWH
AmericaneJournaleofeHumaneGeneticsUH2014UHieUHeceVeb 11 411

257 qnalysisHofHfiveHchronicHinflammatoryHdiseasesHidentifiesHbgHnewHassociationsHandHhighlightsH
diseaseVspecificHpatternsHatHsharedHlociWHNatureeGeneticsUH2016UHdhUHeaYVh 36.3 404

256 ParentVofVoriginVspecificHallelicHassociationsHamongHaYfHgenomicHlociHforHageHatHmenarcheWHNatureUH
2014UHeadUHibVig 50.4 401

255 sausalHrelationshipsHamongHtheHgutHmicrobiomeUHshortVchainHfattyHacidsHandHmetabolicHdiseasesWH
NatureeGeneticsUH2019UHeaUHfYYVfYe 36.3 378

254 weneHcoVexpressionHanalysisHforHfunctionalHclassificationHandHgeneVdiseaseHpredictionsWHBriefingseine
BioinformaticsUH2018UHaiUHegeVeib 13.4 377

253 TheHwutHγicrobiomeHsontributesHtoHaHSubstantialHProportionHofHtheHVariationHinHrloodH ipidsWH
CirculationeResearchUH2015UHaagUHhagVbd 15.7 368

252 ynterplayHofHhostHgeneticsHandHgutHmicrobiotaHunderlyingHtheHonsetHandHclinicalHpresentationHofH
inflammatoryHbowelHdiseaseWHGutUH2018UHfgUHaYhVaai 19.2 368

251 wenomicHtissectionHofHripolarHtisorderHandHSchizophreniaUHyncludingHbhHSubphenotypesWHCellUH2018UH
agcUHagYeVagaeWeaf 56.2 360

250 γetaVanalysisHofHcgeUYYYHindividualsHidentifiesHchHsusceptibilityHlociHforHmigraineWHNatureeGeneticsUH
2016UHdhUHhefVff 36.3 355

249 TheHtranscriptionalHlandscapeHofHageHinHhumanHperipheralHbloodWHNatureeCommunicationsUH2015UHfUHhegY 17.4 335
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248 wenomeVwideHassociationHanalysesHidentifyHnewHriskHvariantsHandHtheHgeneticHarchitectureHofH
amyotrophicHlateralHsclerosisWHNatureeGeneticsUH2016UHdhUHaYdcVh 36.3 328

247 weneticHassociationsHatHecHlociHhighlightHcellHtypesHandHbiologicalHpathwaysHrelevantHforHkidneyH
functionWHNatureeCommunicationsUH2016UHgUHaYYbc 17.4 295

246 TransVeQT sHrevealHthatHindependentHgeneticHvariantsHassociatedHwithHaHcomplexHphenotypeH
convergeHonHintermediateHgenesUHwithHaHmajorHroleHforHtheHx qWHPLoSeGeneticsUH2011UHgUHeaYYbaig 6 261

245 γetaVanalysisHofHgenomeVwideHassociationHstudiesHinHceliacHdiseaseHandHrheumatoidHarthritisH
identifiesHfourteenHnonVx qHsharedHlociWHPLoSeGeneticsUH2011UHgUHeaYYbYYd 6 260

244 wenomicHanalysesHidentifyHhundredsHofHvariantsHassociatedHwithHageHatHmenarcheHandHsupportHaHroleH
forHpubertyHtimingHinHcancerHriskWHNatureeGeneticsUH2017UHdiUHhcdVhda 36.3 257

243 SeventyVfiveHgeneticHlociHinfluencingHtheHhumanHredHbloodHcellWHNatureUH2012UHdibUHcfiVge 50.4 257

242 ydentificationHofHnovelHautismHcandidateHregionsHthroughHanalysisHofHreportedHcytogeneticH
abnormalitiesHassociatedHwithHautismWHMolecularePsychiatryUH2006UHaaUHahVbh 15.1 256

241 tiseaseHvariantsHalterHtranscriptionHfactorHlevelsHandHmethylationHofHtheirHbindingHsitesWHNaturee
GeneticsUH2017UHdiUHacaVach 36.3 252

240 TheHgeneticsHofHbloodHpressureHregulationHandHitsHtargetHorgansHfromHassociationHstudiesHinHcdbUdaeH
individualsWHNatureeGeneticsUH2016UHdhUHaagaVaahd 36.3 251

239 sommonHvariantsHinHbbHlociHareHassociatedHwithHQRSHdurationHandHcardiacHventricularHconductionWH
NatureeGeneticsUH2010UHdbUHaYfhVgf 36.3 249

238 ydentificationHofHcontextVdependentHexpressionHquantitativeHtraitHlociHinHwholeHbloodWHNaturee
GeneticsUH2017UHdiUHaciVade 36.3 240

237 TheHimpactHofHlowVfrequencyHandHrareHvariantsHonHlipidHlevelsWHNatureeGeneticsUH2015UHdgUHehiVig 36.3 229

236 TransVancestryHgenomeVwideHassociationHstudyHidentifiesHabHgeneticHlociHinfluencingHbloodHpressureH
andHimplicatesHaHroleHforHtNqHmethylationWHNatureeGeneticsUH2015UHdgUHabhbVabic 36.3 223

235 TheHynfluenceHofHqgeHandHSexHonHweneticHqssociationsHwithHqdultHrodyHSizeHandHShapejHqH
 argeVScaleHwenomeVWideHynteractionHStudyWHPLoSeGeneticsUH2015UHaaUHeaYYecgh 6 220

234 weneHexpressionHanalysisHidentifiesHglobalHgeneHdosageHsensitivityHinHcancerWHNatureeGeneticsUH2015UH
dgUHaaeVbe 36.3 219

233 ydentificationHofHheartHrateVassociatedHlociHandHtheirHeffectsHonHcardiacHconductionHandHrhythmH
disordersWHNatureeGeneticsUH2013UHdeUHfbaVca 36.3 219

232 xumanHdiseaseVassociatedHgeneticHvariationHimpactsHlargeHintergenicHnonVcodingHRNqHexpressionWH
PLoSeGeneticsUH2013UHiUHeaYYcbYa 6 209

231 wenomeVwideHassociationHanalysisHidentifiesHthreeHnewHsusceptibilityHlociHforHchildhoodHbodyHmassH
indexWHHumaneMoleculareGeneticsUH2016UHbeUHchiVdYc 5.6 202
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230 wenomeVwideHassociationHstudyHidentifiesHvariantsHassociatedHwithHautoimmuneHhepatitisHtypeHaWH
GastroenterologyUH2014UHadgUHddcVebWee 13.3 201

229 weneticHassociationHstudyHofHQTHintervalHhighlightsHroleHforHcalciumHsignalingHpathwaysHinH
myocardialHrepolarizationWHNatureeGeneticsUH2014UHdfUHhbfVcf 36.3 199

228 wenomeVwideHanalysisHidentifiesHabHlociHinfluencingHhumanHreproductiveHbehaviorWHNatureeGeneticsUH
2016UHdhUHadfbVadgb 36.3 198

227 weneticHanalysisHofHinnateHimmunityHinHsrohnPsHdiseaseHandHulcerativeHcolitisHidentifiesHtwoH
susceptibilityHlociHharboringHsqRtiHandHy ahRqPWHAmericaneJournaleofeHumaneGeneticsUH2008UHhbUHabYbVaY11 196

226 γyosinHyXrHvariantHincreasesHtheHriskHofHceliacHdiseaseHandHpointsHtowardHaHprimaryHintestinalHbarrierH
defectWHNatureeGeneticsUH2005UHcgUHacdaVd 36.3 184

225
sommonHgeneticHvariantsHassociatedHwithHcognitiveHperformanceHidentifiedHusingHtheH
proxyVphenotypeHmethodWHProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofe
AmericaUH2014UHaaaUHacgiYVd

11.5 181

224 NewHlociHforHbodyHfatHpercentageHrevealHlinkHbetweenHadiposityHandHcardiometabolicHdiseaseHriskWH
NatureeCommunicationsUH2016UHgUHaYdie 17.4 180

223 weneticHvariationHinHtPPfHisHassociatedHwithHsusceptibilityHtoHamyotrophicHlateralHsclerosisWHNaturee
GeneticsUH2008UHdYUHbiVca 36.3 177

222 UnravelingHtheHpolygenicHarchitectureHofHcomplexHtraitsHusingHbloodHeQT Hmetaanalysis 175

221
NovelHassociationHinHchromosomeHdqbgHregionHwithHrheumatoidHarthritisHandHconfirmationHofHtypeHaH
diabetesHpointHtoHaHgeneralHriskHlocusHforHautoimmuneHdiseasesWHAmericaneJournaleofeHumaneGenetics
UH2007UHhaUHabhdVh

11 171

220 ydentificationHofHnovelHautismHcandidateHregionsHthroughHanalysisHofHreportedHcytogeneticH
abnormalitiesHassociatedHwithHautismWHMolecularePsychiatryUH2006UHaaUHaUHahVbh 15.1 169

219 yTPRbHasHaHsusceptibilityHgeneHinHsporadicHamyotrophicHlateralHsclerosisjHaHgenomeVwideHassociationH
studyWHLanceteNeurologyseTheUH2007UHfUHhfiVgg 24.1 168

218 wenomeVwideHmetaVanalysisHidentifiesHsixHnovelHlociHassociatedHwithHhabitualHcoffeeHconsumptionWH
MolecularePsychiatryUH2015UHbYUHfdgVfef 15.1 167

217 undothelialHT RdHandHtheHmicrobiomeHdriveHcerebralHcavernousHmalformationsWHNatureUH2017UHedeUHcYeVcaY50.4 166

216 SingleVcellHRNqHsequencingHidentifiesHcelltypeVspecificHcisVeQT sHandHcoVexpressionHQT sWHNaturee
GeneticsUH2018UHeYUHdicVdig 36.3 164

215 qHvunctionalHwenomicsHqpproachHtoHUnderstandHVariationHinHsytokineHProductionHinHxumansWHCellUH
2016UHafgUHaYiiVaaaYWead 56.2 163

214 UnravelingHtheHregulatoryHmechanismsHunderlyingHtissueVdependentHgeneticHvariationHofHgeneH
expressionWHPLoSeGeneticsUH2012UHhUHeaYYbdca 6 163

213 γappingHtheHhumanHgeneticHarchitectureHofHsOVytVaiWHNatureUH2021UH 50.4 162
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212 UsingHgenomeVwideHpathwayHanalysisHtoHunravelHtheHetiologyHofHcomplexHdiseasesWHGenetice
EpidemiologyUH2009UHccUHdaiVca 2.6 159

211 wutHmicrobiotaHcompositionHandHfunctionalHchangesHinHinflammatoryHbowelHdiseaseHandHirritableH
bowelHsyndromeWHScienceeTranslationaleMedicineUH2018UHaYUH 17.5 159

210 WntHsignalingHandHtupuytrenPsHdiseaseWHNeweEnglandeJournaleofeMedicineUH2011UHcfeUHcYgVag 59.2 153

209 wenomeVwideHanalysisHofHallelicHexpressionHimbalanceHinHhumanHprimaryHcellsHbyHhighVthroughputH
transcriptomeHresequencingWHHumaneMoleculareGeneticsUH2010UHaiUHabbVcd 5.6 152

208 tetectionHandHreplicationHofHepistasisHinfluencingHtranscriptionHinHhumansWHNatureUH2014UHeYhUHbdiVec 50.4 149

207 soeliacHdiseaseVassociatedHriskHvariantsHinHTNvqyPcHandHRu HimplicateHalteredHNvVkapparHsignallingWH
GutUH2009UHehUHaYghVhc 19.2 147

206 wenomeVwideHassociationHstudyHidentifiesHnovelHlociHassociatedHwithHcirculatingHphosphoVHandH
sphingolipidHconcentrationsWHPLoSeGeneticsUH2012UHhUHeaYYbdiY 6 145

205 rloodHpressureHlociHidentifiedHwithHaHgeneVcentricHarrayWHAmericaneJournaleofeHumaneGeneticsUH2011UH
hiUHfhhVgYY 11 137

204 sohortHprofilejH ife inesHtuuPUHaHprospectiveUHgeneralHpopulationHcohortHstudyHinHtheHnorthernH
NetherlandsjHstudyHdesignHandHbaselineHcharacteristicsWHBMJeOpenUH2015UHeUHeYYfggb 3 136

203 uvolutionaryHandHfunctionalHanalysisHofHceliacHriskHlociHrevealsHSxbrcHasHaHprotectiveHfactorHagainstH
bacterialHinfectionWHAmericaneJournaleofeHumaneGeneticsUH2010UHhfUHigYVg 11 130

202 wenomeVwideHassociationHstudyHidentifiesHnovelHgeneticHvariantsHcontributingHtoHvariationHinHbloodH
metaboliteHlevelsWHNatureeCommunicationsUH2015UHfUHgbYh 17.4 126

201 NovelHlociHaffectingHironHhomeostasisHandHtheirHeffectsHinHindividualsHatHriskHforHhemochromatosisWH
NatureeCommunicationsUH2014UHeUHdibf 17.4 121

200 rloodHlipidsHinfluenceHtNqHmethylationHinHcirculatingHcellsWHGenomeeBiologyUH2016UHagUHach 18.3 118

199 ynterVindividualHvariabilityHandHgeneticHinfluencesHonHcytokineHresponsesHtoHbacteriaHandHfungiWH
NatureeMedicineUH2016UHbbUHiebVfY 50.5 106

198 weneVnetworkHanalysisHidentifiesHsusceptibilityHgenesHrelatedHtoHglycobiologyHinHautismWHPLoSeONEUH
2009UHdUHeecbd 3.7 104

197 tifferentialHuffectsHofHunvironmentalHandHweneticHvactorsHonHTHandHrHsellHymmuneHTraitsWHCelle
ReportsUH2016UHagUHbdgdVbdhg 10.6 100

196 ThreeHulcerativeHcolitisHsusceptibilityHlociHareHassociatedHwithHprimaryHsclerosingHcholangitisHandH
indicateHaHroleHforHy bUHRu UHandHsqRtiWHHepatologyUH2011UHecUHaiggVhe 11.2 96

195 vromHgenomeHtoHfunctionHbyHstudyingHeQT sWHBiochimicaeEteBiophysicaeActaeteMoleculareBasiseofe
DiseaseUH2014UHahdbUHahifVaiYb 6.9 95
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194 ymprovingHcoeliacHdiseaseHriskHpredictionHbyHtestingHnonVx qHvariantsHadditionalHtoHx qHvariantsWH
GutUH2014UHfcUHdaeVbb 19.2 92

193 weneticHvariantsHlinkedHtoHeducationHpredictHlongevityWHProceedingseofetheeNationaleAcademyeofe
ScienceseofetheeUnitedeStateseofeAmericaUH2016UHaacUHaccffVaccga 11.5 90

192 weneticHandHepigeneticHregulationHofHgeneHexpressionHinHfetalHandHadultHhumanHliversWHBMCe
GenomicsUH2014UHaeUHhfY 4.5 90

191 xighVthroughputHidentificationHofHhumanHSNPsHaffectingHregulatoryHelementHactivityWHNaturee
GeneticsUH2019UHeaUHaafYVaafi 36.3 87

190 wWqSHforHexecutiveHfunctionHandHprocessingHspeedHsuggestsHinvolvementHofHtheHsqtγbHgeneWH
MolecularePsychiatryUH2016UHbaUHahiVaig 15.1 85

189 ymprovingHPhenotypicHPredictionHbyHsombiningHweneticHandHupigeneticHqssociationsWHAmericane
JournaleofeHumaneGeneticsUH2015UHigUHgeVhe 11 85

188 tNqHγethylationHqnalysisHydentifiesH ociHforHrloodHPressureHRegulationWHAmericaneJournaleofeHumane
GeneticsUH2017UHaYaUHhhhViYb 11 83

187 qnalysisHofHSNPsHwithHanHeffectHonHgeneHexpressionHidentifiesHUrub cHandHrs cHasHpotentialHnewH
riskHgenesHforHsrohnPsHdiseaseWHHumaneMoleculareGeneticsUH2010UHaiUHcdhbVh 5.6 82

186 sellHSpecificHeQT HqnalysisHwithoutHSortingHsellsWHPLoSeGeneticsUH2015UHaaUHeaYYebbc 6 81

185 wenomeVwideHassociationHanalysesHidentifyHvariantsHinHdevelopmentalHgenesHassociatedHwithH
hypospadiasWHNatureeGeneticsUH2014UHdfUHiegVfc 36.3 81

184 weneVageHinteractionsHinHbloodHpressureHregulationjHaHlargeVscaleHinvestigationHwithHtheHsxqRwuUH
wlobalHrPgenUHandHysrPHsonsortiaWHAmericaneJournaleofeHumaneGeneticsUH2014UHieUHbdVch 11 80

183 qgeVrelatedHaccrualHofHmethylomicHvariabilityHisHlinkedHtoHfundamentalHageingHmechanismsWHGenomee
BiologyUH2016UHagUHaia 18.3 80

182  argeVscaleHassociationHanalysesHidentifyHhostHfactorsHinfluencingHhumanHgutHmicrobiomeH
compositionWHNatureeGeneticsUH2021UHecUHaefVafe 36.3 80

181 uxpressionHprofilesHofHlongHnonVcodingHRNqsHlocatedHinHautoimmuneHdiseaseVassociatedHregionsH
revealHimmuneHcellVtypeHspecificityWHGenomeeMedicineUH2014UHfUHhh 14.4 79

180 sopyVnumberHvariationHinHsporadicHamyotrophicHlateralHsclerosisjHaHgenomeVwideHscreenWHLancete
NeurologyseTheUH2008UHgUHcaiVbf 24.1 78

179 qHnovelHcommonHvariantHinHtsSTbHisHassociatedHwithHlengthHinHearlyHlifeHandHheightHinHadulthoodWH
HumaneMoleculareGeneticsUH2015UHbdUHaaeeVfh 5.6 77

178 SγyγaHunderliesHtheHVelHbloodHgroupHandHinfluencesHredHbloodHcellHtraitsWHNatureeGeneticsUH2013UHdeUHedbVede36.3 77

177 ebHweneticH ociHynfluencingHγyocardial´ γassWHJournaleofetheeAmericaneCollegeeofeCardiologyUH2016UH
fhUHadceVaddh 15.1 76
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176 PathogenicHimplicationsHforHautoimmuneHmechanismsHderivedHbyHcomparativeHeQT HanalysisHofH
stdTHversusHsthTHTHcellsWHPLoSeGeneticsUH2017UHacUHeaYYffdc 6 75

175 sommonHvariantsHinHtheHx qVtQHregionHconferHsusceptibilityHtoHidiopathicHachalasiaWHNaturee
GeneticsUH2014UHdfUHiYaVd 36.3 75

174 wenomeVwideHassociationHstudyHinHprematureHovarianHfailureHpatientsHsuggestsHqtqγTSaiHasHaH
possibleHcandidateHgeneWHHumaneReproductionUH2009UHbdUHbcgbVh 5.7 75

173 ymprovedHimputationHqualityHofHlowVfrequencyHandHrareHvariantsHinHuuropeanHsamplesHusingHtheH
PwenomeHofHTheHNetherlandsPWHEuropeaneJournaleofeHumaneGeneticsUH2014UHbbUHacbaVf 5.3 74

172 wenotypeHharmonizerjHautomaticHstrandHalignmentHandHformatHconversionHforHgenotypeHdataH
integrationWHBMCeResearcheNotesUH2014UHgUHiYa 2.3 74

171 somplexHnatureHofHSNPHgenotypeHeffectsHonHgeneHexpressionHinHprimaryHhumanHleucocytesWHBMCe
MedicaleGenomicsUH2009UHbUHa 3.7 74

170 qHlargeHlungHgeneHexpressionHstudyHidentifyingHfibulinVeHasHaHnovelHplayerHinHtissueHrepairHinHsOPtWH
ThoraxUH2015UHgYUHbaVcb 7.3 73

169 uxomeHsequencingHandHnetworkHanalysisHidentifiesHsharedHmechanismsHunderlyingHspinocerebellarH
ataxiaWHBrainUH2017UHadYUHbhfYVbhgh 11.2 68

168  argeVscaleHgenomeVwideHanalysisHidentifiesHgeneticHvariantsHassociatedHwithHcardiacHstructureHandH
functionWHJournaleofeClinicaleInvestigationUH2017UHabgUHagihVahab 15.9 68

167 TheHsingleVcellHeQT wenHconsortiumWHELifeUH2020UHiUH 8.9 68

166 ydentificationHofHcoVexpressionHgeneHnetworksUHregulatoryHgenesHandHpathwaysHforHobesityHbasedHonH
adiposeHtissueHRNqHSequencingHinHaHporcineHmodelWHBMCeMedicaleGenomicsUH2014UHgUHeg 3.7 66

165 x qVtRraSYcjYaHandHx qVtRraSYdjYaHmodifyHtheHpresentationHandHoutcomeHinHautoimmuneH
hepatitisHtypeVaWHGeneseandeImmunityUH2015UHafUHbdgVeb 4.4 63

164 RelationshipHbetweenHgutHmicrobiotaHandHcirculatingHmetabolitesHinHpopulationVbasedHcohortsWH
NatureeCommunicationsUH2019UHaYUHehac 17.4 63

163 qHlinearHmixedVmodelHapproachHtoHstudyHmultivariateHgeneVenvironmentHinteractionsWHNaturee
GeneticsUH2019UHeaUHahYVahf 36.3 63

162 yntegrationHofHmultiVomicsHdataHandHdeepHphenotypingHenablesHpredictionHofHcytokineHresponsesWH
NatureeImmunologyUH2018UHaiUHggfVghf 19.1 63

161 ymmunochipHSNPHarrayHidentifiesHnovelHgeneticHvariantsHconferringHsusceptibilityHtoHcandidaemiaWH
NatureeCommunicationsUH2014UHeUHdfge 17.4 62

160 qHmicroarrayHscreenHforHnovelHcandidateHgenesHinHcoeliacHdiseaseHpathogenesisWHGutUH2004UHecUHiddVea 19.2 62

159 wenomicHandHdrugHtargetHevaluationHofHiYHcardiovascularHproteinsHinHcYUicaHindividualsWHNaturee
MetabolismUH2020UHbUHaaceVaadh 14.6 61
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158 qTRHinhibitionHpreferentiallyHtargetsHhomologousHrecombinationVdeficientHtumorHcellsWHOncogeneUH
2015UHcdUHcdgdVha 9.2 60

157 γixupγapperjHcorrectingHsampleHmixVupsHinHgenomeVwideHdatasetsHincreasesHpowerHtoHdetectHsmallH
geneticHeffectsWHBioinformaticsUH2011UHbgUHbaYdVaa 7.2 60

156  argeVscaleHcisVHandHtransVeQT HanalysesHidentifyHthousandsHofHgeneticHlociHandHpolygenicHscoresH
thatHregulateHbloodHgeneHexpressionWHNatureeGeneticsUH2021UHecUHacYYVacaY 36.3 60

155 tiscoveryHandHfineHmappingHofHserumHproteinHlociHthroughHtransethnicHmetaVanalysisWHAmericane
JournaleofeHumaneGeneticsUH2012UHiaUHgddVec 11 58

154 γediationHanalysisHdemonstratesHthatHtransVeQT sHareHoftenHexplainedHbyHcisVmediationjHaH
genomeVwideHanalysisHamongHaUhYYHSouthHqsiansWHPLoSeGeneticsUH2014UHaYUHeaYYdhah 6 56

153 UnintendedHSideHuffectsHofHtheHtigitalHTransitionjHuuropeanHScientistsâ��HγessagesHfromHaH
PropositionVrasedHuxpertHRoundHTableWHSustainabilityUH2018UHaYUHbYYa 3.6 55

152 ymprovingHtheHdiagnosticHyieldHofHexomeVHsequencingHbyHpredictingHgeneVphenotypeHassociationsH
usingHlargeVscaleHgeneHexpressionHanalysisWHNatureeCommunicationsUH2019UHaYUHbhcg 17.4 55

151 qHmetaVanalysisHofHxodgkinHlymphomaHrevealsHaipacWcHTsvcHasHaHnovelHsusceptibilityHlocusWHNaturee
CommunicationsUH2014UHeUHchef 17.4 55

150 ustimationHofHweneticHsorrelationHviaH inkageHtisequilibriumHScoreHRegressionHandHwenomicH
RestrictedHγaximumH ikelihoodWHAmericaneJournaleofeHumaneGeneticsUH2018UHaYbUHaaheVaaid 11 55

149 yndividualHvariationsHinHcardiovascularVdiseaseVrelatedHproteinHlevelsHareHdrivenHbyHgeneticsHandHgutH
microbiomeWHNatureeGeneticsUH2018UHeYUHaebdVaecb 36.3 54

148 γetaVanalysisHofHhumanHgenomeVmicrobiomeHassociationHstudiesjHtheHγiriowenHconsortiumH
initiativeWHMicrobiomeUH2018UHfUHaYa 16.6 53

147 tiscoveryHandHrefinementHofHgeneticHlociHassociatedHwithHcardiometabolicHriskHusingHdenseH
imputationHmapsWHNatureeGeneticsUH2016UHdhUHacYcVacab 36.3 51

146 γetaVanalysisHofHgeneVlevelHassociationsHforHrareHvariantsHbasedHonHsingleVvariantHstatisticsWH
AmericaneJournaleofeHumaneGeneticsUH2013UHicUHbcfVdh 11 49

145 eQT HanalysisHinHhumansWHMethodseineMoleculareBiologyUH2009UHegcUHcaaVbh 1.4 48

144 qnHepigenomeVwideHassociationHstudyHmetaVanalysisHofHeducationalHattainmentWHMoleculare
PsychiatryUH2017UHbbUHafhYVafiY 15.1 46

143 sallingHgenotypesHfromHpublicHRNqVsequencingHdataHenablesHidentificationHofHgeneticHvariantsHthatH
affectHgeneVexpressionHlevelsWHGenomeeMedicineUH2015UHgUHcY 14.4 45

142 NovelHapproachHidentifiesHSNPsHinHS sbqaYHandH’sN’iHwithHevidenceHforHparentVofVoriginHeffectHonH
bodyHmassHindexWHPLoSeGeneticsUH2014UHaYUHeaYYdeYh 6 45

141 xumanHgeneticsHinHrheumatoidHarthritisHguidesHaHhighVthroughputHdrugHscreenHofHtheHstdYHsignalingH
pathwayWHPLoSeGeneticsUH2013UHiUHeaYYcdhg 6 45

(2013-2015)
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140
wenomeVwideHqnalysisHofHrodyHProportionHslassifiesHxeightVqssociatedHVariantsHbyHγechanismHofH
qctionHandHymplicatesHwenesHymportantHforHSkeletalHtevelopmentWHAmericaneJournaleofeHumane
GeneticsUH2015UHifUHfieVgYh

11 44

139 RefinedHmappingHofHautoimmuneHdiseaseHassociatedHgeneticHvariantsHwithHgeneHexpressionH
suggestsHanHimportantHroleHforHnonVcodingHRNqsWHJournaleofeAutoimmunityUH2016UHfhUHfbVgd 15.5 44

138 γissingHheritabilityjHisHtheHgapHclosingoHqnHanalysisHofHcbHcomplexHtraitsHinHtheH ifelinesHsohortH
StudyWHEuropeaneJournaleofeHumaneGeneticsUH2017UHbeUHhggVhhe 5.3 43

137 SystematicHannotationHofHceliacHdiseaseHlociHrefinesHpathologicalHpathwaysHandHsuggestsHaHgeneticH
explanationHforHincreasedHinterferonVgammaHlevelsWHHumaneMoleculareGeneticsUH2015UHbdUHcigVdYi 5.6 43

136 UnderstandingHhumanHimmuneHfunctionHusingHtheHresourcesHfromHtheHxumanHvunctionalHwenomicsH
ProjectWHNatureeMedicineUH2016UHbbUHhcaVc 50.5 43

135 somprehensiveHanalysisHofHschizophreniaVassociatedHlociHhighlightsHionHchannelHpathwaysHandH
biologicallyHplausibleHcandidateHcausalHgenesWHHumaneMoleculareGeneticsUH2016UHbeUHabdgVed 5.6 42

134 γappingHofHgeneHexpressionHrevealsHsYPbgqaHasHaHsusceptibilityHgeneHforHsporadicHq SWHPLoSeONEUH
2012UHgUHececcc 3.7 41

133 SkewedHXVinactivationHisHcommonHinHtheHgeneralHfemaleHpopulationWHEuropeaneJournaleofeHumane
GeneticsUH2019UHbgUHdeeVdfe 5.3 41

132 qssociationsHofHautozygosityHwithHaHbroadHrangeHofHhumanHphenotypesWHNatureeCommunicationsUH
2019UHaYUHdieg 17.4 40

131 PRHintervalHgenomeVwideHassociationHmetaVanalysisHidentifiesHeYHlociHassociatedHwithHatrialHandH
atrioventricularHelectricalHactivityWHNatureeCommunicationsUH2018UHiUHbiYd 17.4 39

130 sNVVassociationHmetaVanalysisHinHaiaUafaHuuropeanHadultsHrevealsHnewHlociHassociatedHwithH
anthropometricHtraitsWHNatureeCommunicationsUH2017UHhUHgdd 17.4 37

129 wWqSHforHmaleVpatternHbaldnessHidentifiesHgaHsusceptibilityHlociHexplainingHchNHofHtheHriskWHNaturee
CommunicationsUH2017UHhUHaehd 17.4 37

128
soVexpressedHimmuneHandHmetabolicHgenesHinHvisceralHandHsubcutaneousHadiposeHtissueHfromH
severelyHobeseHindividualsHareHassociatedHwithHplasmaHxt HandHglucoseHlevelsjHaHmicroarrayHstudyWH
BMCeMedicaleGenomicsUH2010UHcUHcd

3.7 37

127 qHstrategyHtoHsearchHforHcommonHobesityHandHtypeHbHdiabetesHgenesWHTrendseineEndocrinologyeande
MetabolismUH2007UHahUHaiVbf 8.8 37

126 wqVyNjHweneVqwareHVariantHyNterpretationHforHmedicalHsequencingWHGenomeeBiologyUH2017UHahUHf 18.3 36

125 SharedHgeneticHvariantsHsuggestHcommonHpathwaysHinHallergyHandHautoimmuneHdiseasesWHJournaleofe
AllergyeandeClinicaleImmunologyUH2017UHadYUHggaVgha 11.5 36

124 TheHlandscapeHofHchromosomalHaberrationsHinHbreastHcancerHmouseHmodelsHrevealsHdriverVspecificH
routesHtoHtumorigenesisWHNatureeCommunicationsUH2016UHgUHabafY 17.4 36

123 NovelHchildhoodHasthmaHgenesHinteractHwithHinHuteroHandHearlyVlifeHtobaccoHsmokeHexposureWH
JournaleofeAllergyeandeClinicaleImmunologyUH2014UHaccUHhheVh 11.5 36

Lude Franke
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122 sommonHgenesHunderlyingHasthmaHandHsOPtoHwenomeVwideHanalysisHonHtheHtutchHhypothesisWH
EuropeaneRespiratoryeJournalUH2014UHddUHhfYVgb 13.6 35

121 qHgenomeVwideHassociationHstudyHofHcirculatingHgalectinVcWHPLoSeONEUH2012UHgUHedgche 3.7 34

120 weneticHvariantsHinHtheHregionHofHtheHsaqHgenesHareHassociatedHwithHrheumatoidHarthritisWHClinicale
andeExperimentaleImmunologyUH2013UHagcUHgfVhc 6.2 33

119 teepSqwuHrevealsHgeneticHvariantsHassociatedHwithHalternativeHpolyadenylationHandHexpressionHofH
codingHandHnonVcodingHtranscriptsWHPLoSeGeneticsUH2013UHiUHeaYYceid 6 32

118 tetectionUHimputationUHandHassociationHanalysisHofHsmallHdeletionsHandHnullHallelesHonH
oligonucleotideHarraysWHAmericaneJournaleofeHumaneGeneticsUH2008UHhbUHacafVcc 11 32

117  ackHofHqssociationHretweenHweneticHVariantsHatHandHwenesHynvolvedHinHSqRSVsoVVbHynfectionHandH
xumanHQuantitativeHPhenotypesWHFrontierseineGeneticsUH2020UHaaUHfac 4.5 31

116 teterminingHtheHassociationHbetweenHadipokineHexpressionHinHmultipleHtissuesHandHphenotypicH
featuresHofHnonValcoholicHfattyHliverHdiseaseHinHobesityWHNutritioneandeDiabetesUH2015UHeUHeadf 4.7 29

115 NeutrophilHrecruitmentHandHbarrierHimpairmentHinHceliacHdiseasejHaHgenomicHstudyWHClinicale
GastroenterologyeandeHepatologyUH2007UHeUHegdVha 6.9 29

114 weneticHinsightsHintoHbiologicalHmechanismsHgoverningHhumanHovarianHageingWHNatureUH2021UHeifUHcicVcig50.4 28

113 uxtraintestinalHmanifestationsHandHcomplicationsHinHinflammatoryHbowelHdiseasejHfromHsharedH
geneticsHtoHsharedHbiologicalHpathwaysWHInflammatoryeBoweleDiseasesUH2014UHbYUHihgVid 4.5 27

112  argeVscaleHplasmaHmetabolomeHanalysisHrevealsHalterationsHinHxt HmetabolismHinHmigraineWH
NeurologyUH2019UHibUHeahiiVeaiaa 6.5 26

111 qnHintegrativeHsystemsHgeneticsHapproachHrevealsHpotentialHcausalHgenesHandHpathwaysHrelatedHtoH
obesityWHGenomeeMedicineUH2015UHgUHaYe 14.4 26

110 weneticHvariantsHalterHTVbetHbindingHandHgeneHexpressionHinHmucosalHinflammatoryHdiseaseWHPLoSe
GeneticsUH2017UHacUHeaYYfehg 6 24

109 sopperHmetabolismHdomainVcontainingHaHrepressesHgenesHthatHpromoteHinflammationHandHprotectsH
miceHfromHcolitisHandHcolitisVassociatedHcancerWHGastroenterologyUH2014UHadgUHahdVaieWec 13.3 24

108 upigenomeVwideHqssociationHStudyHofHqttentionVteficitXxyperactivityHtisorderHSymptomsHinH
qdultsWHBiologicalePsychiatryUH2019UHhfUHeiiVfYg 7.9 24

107 vineHmappingHofHtheHceliacHdiseaseVassociatedH PPHlocusHrevealsHaHpotentialHfunctionalHvariantWH
HumaneMoleculareGeneticsUH2014UHbcUHbdhaVi 5.6 23

106 sopyHnumberHvariantsHonHtheHXHchromosomeHinHwomenHwithHprimaryHovarianHinsufficiencyWHFertilitye
andeSterilityUH2011UHieUHaehdVhWea 4.8 23

105 qHgenomeVwideHcrossVphenotypeHmetaVanalysisHofHtheHassociationHofHbloodHpressureHwithHmigraineWH
NatureeCommunicationsUH2020UHaaUHccfh 17.4 22

(2020-2014)

11



104 TuqγjHaHtoolHforHtheHintegrationHofHexpressionUHandHlinkageHandHassociationHmapsWHEuropeaneJournale
ofeHumaneGeneticsUH2004UHabUHfccVh 5.3 22

103 TwentyVeightHgeneticHlociHassociatedHwithHSTVTVwaveHamplitudesHofHtheHelectrocardiogramWHHumane
MoleculareGeneticsUH2016UHbeUHbYicVbaYc 5.6 20

102 vunctionalHimplicationsHofHdiseaseVspecificHvariantsHinHlociHjointlyHassociatedHwithHcoeliacHdiseaseHandH
rheumatoidHarthritisWHHumaneMoleculareGeneticsUH2016UHbeUHahYViY 5.6 20

101 qHfunctionalHbrainVderivedHneurotrophicHfactorHQrtNvRHgeneHvariantHincreasesHtheHriskHofH
moderateVtoVsevereHallergicHrhinitisWHJournaleofeAllergyeandeClinicaleImmunologyUH2015UHaceUHadhfVicWeh 11.5 19

100 sombinationHofHtextVminingHalgorithmsHincreasesHtheHperformanceWHBioinformaticsUH2006UHbbUHbaeaVg 7.2 19

99 sommonHandHrareHvariantHassociationHanalysesHinHamyotrophicHlateralHsclerosisHidentifyHaeHriskHlociH
withHdistinctHgeneticHarchitecturesHandHneuronVspecificHbiologyWHNatureeGeneticsUH2021UHecUHafcfVafdh 36.3 19

98 qssociationHofHmaternalHprenatalHsmokingHwvyaVlocusHandHcardioVmetabolicHphenotypesHinHahUbabH
adultsWHEBioMedicineUH2018UHchUHbYfVbaf 8.8 19

97 qnHintegrativeHapproachHforHbuildingHpersonalizedHgeneHregulatoryHnetworksHforHprecisionHmedicineWH
GenomeeMedicineUH2018UHaYUHif 14.4 19

96 wenomeVwideHanalysisHshowsHnoHgenomicHpredictorsHofHovarianHresponseHtoHstimulationHbyH
exogenousHvSxHforHyVvWHReproductiveeBioMedicineeOnlineUH2011UHbbUHchbVh 4 18

95 xxuXHgeneHpolymorphismsHareHassociatedHwithHtypeHbHdiabetesHinHtheHtutchHrredaHcohortWH
EuropeaneJournaleofeHumaneGeneticsUH2008UHafUHfebVf 5.3 18

94 uosinophilHsountHysHaHsommonHvactorHforHsomplexHγetabolicHandHPulmonaryHTraitsHandHtiseasesjH
TheH ife inesHsohortHStudyWHPLoSeONEUH2016UHaaUHeYafhdhY 3.7 18

93  ifelinesHsOVytVaiHcohortjHinvestigatingHsOVytVaiHinfectionHandHitsHhealthHandHsocietalHimpactsHinHaH
tutchHpopulationVbasedHcohortWHBMJeOpenUH2021UHaaUHeYdddgd 3 18

92 ynterVTissueHweneHsoVuxpressionHNetworksHbetweenHγetabolicallyHxealthyHandHUnhealthyHObeseH
yndividualsWHPLoSeONEUH2016UHaaUHeYafgeai 3.7 18

91 weneticHvariantsHinHRrvOXcHareHassociatedHwithHsleepHlatencyWHEuropeaneJournaleofeHumaneGeneticsUH
2016UHbdUHadhhVie 5.3 18

90 OverlappingHSuTrPaHgainVofVfunctionHmutationsHinHSchinzelVwiedionHsyndromeHandHhematologicH
malignanciesWHPLoSeGeneticsUH2017UHacUHeaYYffhc 6 17

89 qHSNPHpanelHforHidentificationHofHtNqHandHRNqHspecimensWHBMCeGenomicsUH2018UHaiUHiY 4.5 17

88 qnHintegrativeHgenomicsHapproachHidentifiesHnovelHpathwaysHthatHinfluenceHcandidaemiaH
susceptibilityWHPLoSeONEUH2017UHabUHeYahYhbd 3.7 17

87 qHsomparisonHofHTenHPolygenicHScoreHγethodsHforHPsychiatricHtisordersHqppliedHqcrossHγultipleH
sohortsWHBiologicalePsychiatryUH2021UHiYUHfaaVfbY 7.9 17

Lude Franke
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86 sorrelationHofHgeneticHriskHandHmessengerHRNqHexpressionHinHaHThagXy bcHpathwayHanalysisHinH
inflammatoryHbowelHdiseaseWHInflammatoryeBoweleDiseasesUH2014UHbYUHgggVhb 4.5 16

85 teconvolutionHofHbulkHbloodHeQT HeffectsHintoHimmuneHcellHsubpopulationsWHBMCeBioinformaticsUH
2020UHbaUHbdc 3.6 15

84 qHgeneticHvariantHinHgranzymeHrHisHassociatedHwithHprogressionHofHjointHdestructionHinHrheumatoidH
arthritisWHArthritiseandeRheumatismUH2013UHfeUHehbVi 15

83 srossVtraitHanalysesHwithHmigraineHrevealHwidespreadHpleiotropyHandHsuggestHaHvascularHcomponentH
toHmigraineHheadacheWHInternationaleJournaleofeEpidemiologyUH2020UHdiUHaYbbVaYca 7.8 15

82 qssociationHanalysisHofHcopyHnumbersHofHvsVgammaHreceptorHgenesHforHrheumatoidHarthritisHandH
otherHimmuneVmediatedHphenotypesWHEuropeaneJournaleofeHumaneGeneticsUH2016UHbdUHbfcVgY 5.3 14

81 tNqHmethylationHsignaturesHofHeducationalHattainmentWHNpjeScienceeofeLearningUH2018UHcUHg 6 14

80 somprehensiveHγultipleHeQT HtetectionHandHytsHqpplicationHtoHwWqSHynterpretationWHGeneticsUH
2019UHbabUHiYeViah 4 13

79 wenomeVwideHidentificationHofHdirectedHgeneHnetworksHusingHlargeVscaleHpopulationHgenomicsHdataWH
NatureeCommunicationsUH2018UHiUHcYig 17.4 13

78 siliaryHgenesHareHdownVregulatedHinHbronchialHtissueHofHprimaryHciliaryHdyskinesiaHpatientsWHPLoSeONE
UH2014UHiUHehhbaf 3.7 13

77 seliacHdiseasejHmovingHfromHgeneticHassociationsHtoHcausalHvariantsWHClinicaleGeneticsUH2011UHhYUHbYcVcac 4 13

76 qHgenomeVwideHassociationHstudyHidentifiesHaHregionHatHchromosomeHabHasHaHpotentialHsusceptibilityH
locusHforHrestenosisHafterHpercutaneousHcoronaryHinterventionWHHumaneMoleculareGeneticsUH2011UHbYUHdgdhVeg5.6 13

75 ydentificationHofHtheHoxidativeHstressVrelatedHgeneHγSRqHasHaHrheumatoidHarthritisHsusceptibilityH
locusHbyHgenomeVwideHpathwayHanalysisWHArthritiseandeRheumatismUH2010UHfbUHcahcViY 13

74 ydentificationUHxeritabilityUHandHRelationHWithHweneHuxpressionHofHNovelHtNqHγethylationH ociHforH
rloodHPressureWHHypertensionUH2020UHgfUHaieVbYe 8.5 12

73 ProteomicHstudiesHrelatedHtoHgeneticHdeterminantsHofHvariabilityHinHproteinHconcentrationsWHJournale
ofeProteomeeResearchUH2014UHacUHeVad 5.6 12

72 uvaluationHofHcommonlyHusedHanalysisHstrategiesHforHepigenomeVHandHtranscriptomeVwideH
associationHstudiesHthroughHreplicationHofHlargeVscaleHpopulationHstudiesWHGenomeeBiologyUH2019UHbYUHbce 18.3 12

71 qutosomalHgeneticHvariationHisHassociatedHwithHtNqHmethylationHinHregionsHvariablyHescapingH
XVchromosomeHinactivationWHNatureeCommunicationsUH2018UHiUHcgch 17.4 12

70 uvaluationHofHuuropeanHcoeliacHdiseaseHriskHvariantsHinHaHnorthHyndianHpopulationWHEuropeaneJournale
ofeHumaneGeneticsUH2015UHbcUHecYVe 5.3 11

69 yntegratingHwWqSHwithHbulkHandHsingleVcellHRNqVsequencingHrevealsHaHroleHforH YhfHinHtheH
antiVsandidaHhostHresponseWHPLoSePathogensUH2020UHafUHeaYYhdYh 7.6 11

(2020-2014)
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68 weneralizedHychthyoticHPeelingHSkinHSyndromeHdueHtoHv wbHγutationsWHJournaleofeInvestigativee
DermatologyUH2018UHachUHahhaVahhd 4.3 10

67 RNqVSeqHinHbifHphasedHtriosHprovidesHaHhighVresolutionHmapHofHgenomicHimprintingWHBMCeBiologyUH
2019UHagUHeY 7.3 10

66 xabitualHdietaryHintakeHofHyrtHpatientsHdiffersHfromHpopulationHcontrolsjHaHcaseVcontrolHstudyWH
EuropeaneJournaleofeNutritionUH2021UHfYUHcdeVcef 5.2 10

65 NoHgeneticHassociationHofHtheHhumanHprolylHendopeptidaseHgeneHinHtheHtutchHceliacHdiseaseH
populationWHAmericaneJournaleofePhysiologyeteRenalePhysiologyUH2005UHbhiUHwdieVeYY 5.1 9

64  argeVscaleHassociationHanalysesHidentifyHhostHfactorsHinfluencingHhumanHgutHmicrobiomeHcomposition 9

63 upigenomeVwideHassociationHmetaVanalysisHofHtNqHmethylationHwithHcoffeeHandHteaHconsumptionWH
NatureeCommunicationsUH2021UHabUHbhcY 17.4 9

62 SystematicHPrioritizationHofHsandidateHwenesHinHtiseaseH ociHydentifiesHasHaHγasterHRegulatorHofH
yvN˛‡HSignalingHinHseliacHtiseaseWHFrontierseineGeneticsUH2020UHaaUHefbdcd 4.5 9

61 wenderHdifferencesHinHtheHmentalHhealthHimpactHofHtheHsOVytVaiHlockdownjH ongitudinalHevidenceH
fromHtheHNetherlandsWHSSMetePopulationeHealthUH2021UHaeUHaYYhgh 3.8 9

60 xemaniHetHalWHreplyWHNatureUH2014UHeadUHueVf 50.4 8

59 weneticallyHdefinedHelevatedHhomocysteineHlevelsHdoHnotHresultHinHwidespreadHchangesHofHtNqH
methylationHinHleukocytesWHPLoSeONEUH2017UHabUHeYahbdgb 3.7 8

58 qHlinearHmixedHmodelHapproachHtoHstudyHmultivariateHgeneVenvironmentHinteractions 8

57 qHcharacterizationHofHcisVHandHtransVheritabilityHofHRNqVSeqVbasedHgeneHexpressionWHEuropeane
JournaleofeHumaneGeneticsUH2020UHbhUHbecVbfc 5.3 8

56 PredictedHefficacyHofHaHpharmacogeneticHpassportHforHinflammatoryHbowelHdiseaseWHAlimentarye
PharmacologyeandeTherapeuticsUH2020UHeaUHaaYeVaaae 6.1 7

55 uffectHofHhostHgeneticsHonHtheHgutHmicrobiomeHinHgUgchHparticipantsHofHtheHtutchHγicrobiomeH
ProjectWWHNatureeGeneticsUH2022UHedUHadcVaea 36.3 7

54 xypothesisVfreeHidentificationHofHmodulatorsHofHgeneticHriskHfactors 7

53 tNqHmethylationHsignaturesHofHaggressionHandHcloselyHrelatedHconstructsjHqHmetaVanalysisHofH
epigenomeVwideHstudiesHacrossHtheHlifespanWHMolecularePsychiatryUH2021UHbfUHbadhVbafb 15.1 7

52 PolygenicHpredictionHofHeducationalHattainmentHwithinHandHbetweenHfamiliesHfromHgenomeVwideH
associationHanalysesHinHcHmillionHindividualsWWHNatureeGeneticsUH2022UH 36.3 7

51 xabitualHsleepHdisturbancesHandHmigrainejHaHγendelianHrandomizationHstudyWHAnnalseofeClinicaleande
TranslationaleNeurologyUH2020UHgUHbcgYVbchY 5.3 6

Lude Franke
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50 rloodHuosinophilHsountHandHγetabolicUHsardiacHandHPulmonaryHOutcomesjHqHγendelianH
RandomizationHStudyWHTwineResearcheandeHumaneGeneticsUH2018UHbaUHhiVaYY 2.2 6

49 vunctionalHgenomicsHanalysisHidentifiesHTHandHN’HcellHactivationHasHaHdriverHofHepigeneticHclockH
progressionWWHGenomeeBiologyUH2022UHbcUHbd 18.3 6

48 wlobalHriobankHγetaVanalysisHynitiativejHpoweringHgeneticHdiscoveryHacrossHhumanHdiseases 6

47 tiseaseHvariantsHalterHtranscriptionHfactorHlevelsHandHmethylationHofHtheirHbindingHsites 6

46 qnHepigenomeVwideHassociationHstudyHidentifiesHmultipleHtNqHmethylationHmarkersHofHexposureHtoH
endocrineHdisruptorsWHEnvironmenteInternationalUH2020UHaddUHaYfYaf 12.9 6

45 yntegrationHofHmetabolomicsUHgenomicsUHandHimmuneHphenotypesHrevealsHtheHcausalHrolesHofH
metabolitesHinHdiseaseWHGenomeeBiologyUH2021UHbbUHaih 18.3 6

44
SexHandHwenderVRelatedHtifferencesHinHsOVytVaiHtiagnosesHandHSqRSVsoVVbHTestingHPracticesH
turingHtheHvirstHWaveHofHtheHPandemicjHTheHtutchH ifelinesHsOVytVaiHsohortHStudyWHJournaleofe
WomenmseHealthUH2021UH

3 6

43 wenomicHevaluationHofHcirculatingHproteinsHforHdrugHtargetHcharacterisationHandHprecisionHmedicine 5

42 TheH ifelinesHsOVytVaiHsohortjHaHquestionnaireVbasedHstudyHtoHinvestigateHsOVytVaiHinfectionHandH
itsHhealthHandHsocietalHimpactsHinHaHtutchHpopulationVbasedHcohort 5

41 ymprovingHtheHdiagnosticHyieldHofHexomeVsequencingUHbyHpredictingHgeneVphenotypeHassociationsH
usingHlargeVscaleHgeneHexpressionHanalysis 5

40 TheHmetabolicHnetworkHcoherenceHofHhumanHtranscriptomesHisHassociatedHwithHgeneticHvariationHatH
theHcadherinHahHlocusWHHumaneGeneticsUH2019UHachUHcgeVchh 6.3 4

39 uvidenceHforHmitochondrialHgeneticHcontrolHofHautosomalHgeneHexpressionWHHumaneMoleculare
GeneticsUH2016UHbeUHeccbVecch 5.6 4

38 SystematicHgenotypeVphenotypeHanalysisHofHautismHsusceptibilityHlociHimplicatesHadditionalH
symptomsHtoHcoVoccurHwithHautismWHEuropeaneJournaleofeHumaneGeneticsUH2010UHahUHehhVie 5.3 4

37 SystematicHprioritizationHofHcandidateHgenesHinHdiseaseHlociHidentifiesHTRqvtaHasHaHmasterHregulatorH
ofHyvN˛‡HsignallingHinHceliacHdisease 4

36 rrainHexpressionHquantitativeHtraitHlocusHandHnetworkHanalysisHrevealsHdownstreamHeffectsHandH
putativeHdriversHforHbrainVrelatedHdiseases 4

35 wenomeVwideHstudyHofHtNqHmethylationHshowsHalterationsHinHmetabolicUHinflammatoryUHandH
cholesterolHpathwaysHinHq SWWHScienceeTranslationaleMedicineUH2022UHadUHeabjYbfd 17.5 4

34 TheHgeneticHarchitectureHofHmolecularHtraitsWHCurrenteOpinioneineSystemseBiologyUH2017UHaUHbeVca 3.2 3

33 weneticHvariantsHofHinducibleHcostimulatorHareHassociatedHwithHallergicHasthmaHsusceptibilityWHJournale
ofeAllergyeandeClinicaleImmunologyUH2015UHaceUHeefVh 11.5 3

(2015-2018)
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32 TheHroleHofHgeneHexpressionHonHhumanHsexualHdimorphismjHtooHearlyHtoHcall 3

31  ackHofHassociationHbetweenHgeneticHvariantsHatHqsubHandHTγPRSSbHgenesHinvolvedHinHSqRSVsoVVbH
infectionHandHhumanHquantitativeHphenotypes 3

30 teconvolutionHofHbulkHbloodHeQT HeffectsHintoHimmuneHcellHsubpopulations 3

29 UsingHsymptomVbasedHcaseHpredictionsHtoHidentifyHhostHgeneticHfactorsHthatHcontributeHtoHsOVytVaiH
susceptibilityWHPLoSeONEUH2021UHafUHeYbeedYb 3.7 3

28
PopulationVbasedHidentityVbyVdescentHmappingHcombinedHwithHexomeHsequencingHtoHdetectHrareH
riskHvariantsHforHschizophreniaWHAmericaneJournaleofeMedicaleGeneticseParteB:eNeuropsychiatrice
GeneticsUH2019UHahYUHbbcVbca

3.5 2

27 NoHevidenceHinHaHlargeHU’HcollectionHforHceliacHdiseaseHriskHvariantsHreportedHbyHaHSpanishHstudyWH
GastroenterologyUH2008UHacdUHafbiVcYkHauthorHreplyHafcYVa 13.3 2

26 UsingHsymptomVbasedHcaseHpredictionsHtoHidentifyHhostHgeneticHfactorsHthatHcontributeHtoHsOVytVaiHsusceptibility2

25 ymbalancedHexpressionHforHpredictedHhighVimpactUHautosomalVdominantHvariantsHinHaHcohortHofHcUhahH
healthyHsamples 2

24 ynflammatoryHProteinHProfilesHinHPlasmaHofHsandidaemiaHPatientsHandHtheHsontributionHofHxostH
weneticsHtoHTheirHVariabilityWHFrontierseineImmunologyUH2021UHabUHffbaga 8.4 2

23
SingleVcellHRNqVsequencingHofHperipheralHbloodHmononuclearHcellsHrevealsHwidespreadUH
contextVspecificHgeneHexpressionHregulationHuponHpathogenicHexposureWHNatureeCommunicationsUH
2022UHacUH

17.4 2

22
PracticalHrarriersHandHvacilitatorsHuxperiencedHbyHPatientsUHPharmacistsHandHPhysiciansHtoHtheH
ymplementationHofHPharmacogenomicHScreeningHinHtutchHOutpatientHxospitalHsareVqnHuxplorativeH
PilotHStudyWHJournaleofePersonalizedeMedicineUH2020UHaYUH

3.6 1

21 wenomeVwideHidentificationHofHdirectedHgeneHnetworksHusingHlargeVscaleHpopulationHgenomicsHdata 1

20 tiscoveringHpatternsHofHpleiotropyHinHgenomeVwideHassociationHstudies 1

19 RNqVSeqHinHbifHphasedHtriosHprovidesHaHhighHresolutionHmapHofHgenomicHimprinting 1

18 wenomicHanalysesHforHageHatHmenarcheHidentifyHchiHindependentHsignalsHandHindicateH
rγyVindependentHeffectsHofHpubertyHtimingHonHcancerHsusceptibility 1

17 TranslationalHinsightsHfromHsingleVcellHtechnologiesHacrossHtheHcardiovascularHdiseaseHcontinuumWH
TrendseineCardiovasculareMedicineUH2021UH 6.9 1

16 PhantomHepistasisHbetweenHunlinkedHlociWHNatureUH2021UHeifUHuaVuc 50.4 1

15 sorrectionHforHbothHcommonHandHrareHcellHtypesHinHbloodHisHimportantHtoHidentifyHgenesHthatH
correlateHwithHageWHBMCeGenomicsUH2021UHbbUHahd 4.5 0
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14 veasibilityHofHpredictingHalleleHspecificHexpressionHfromHtNqHsequencingHusingHmachineHlearningWH
ScientificeReportsUH2021UHaaUHaYfYf 4.9 0
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