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i Paper IF Citations

294 RareHS’sacqaHvariantsHassociateHwithHintervertebralHdiscHdisorderHhighlightingHroleHofHsulfateHinHdiscH
pathologyWWHNaturehCommunicationsUH2022UHacUHfcd 17.4 3

293 SexVtependentHSharedHandH onsharedHweneticHqrchitectureHqcrossH–oodHandHPsychoticHtisordersWH
BiologicalhPsychiatryUH2022UHiaUHaYbVaag 7.9 11

292 –appingHgenomicHlociHimplicatesHgenesHandHsynapticHbiologyHinHschizophreniaWWHNatureUH2022UH 50.4 35

291 UsingHgeneticHvariationHtoHdisentangleHtheHcomplexHrelationshipHbetweenHfoodHintakeHandHhealthH
outcomesWHPLoShGeneticsUH2022UHahUHeaYaYafb 6 0

290 weneVeducationalHattainmentHinteractionsHinHaHmultiVancestryHgenomeVwideHmetaVanalysisHidentifyH
novelHbloodHpressureHlociWHMolecularhPsychiatryUH2021UHbfUHbaaaVbabe 15.1 3

289 wenomicHanalysisHofHdietHcompositionHfindsHnovelHlociHandHassociationsHwithHhealthHandHlifestyleWH
MolecularhPsychiatryUH2021UHbfUHbYefVbYfi 15.1 25

288 ulectronicHhealthHrecordVbasedHgenomeVwideHmetaVanalysisHprovidesHinsightsHonHtheHgeneticH
architectureHofHnonValcoholicHfattyHliverHdiseaseWHCellhReportshMedicineUH2021UHbUHaYYdcg 18 4

287 qHhighVresolutionHx’qHreferenceHpanelHcapturingHglobalHpopulationHdiversityHenablesHmultiVancestryH
fineVmappingHinHxyVHhostHresponseWHNaturehGeneticsUH2021UHecUHaeYdVaeaf 36.3 7

286 –ultivariateHgenomeVwideHanalysisHofHimmunoglobulinHwH VglycosylationHidentifiesHnewHlociH
pleiotropicHwithHimmuneHfunctionWHHumanhMolecularhGeneticsUH2021UHcYUHabeiVabgY 5.6 0

285 –ultiVancestryHgenomeVwideHgeneVsleepHinteractionsHidentifyHnovelHlociHforHbloodHpressureWH
MolecularhPsychiatryUH2021UH 15.1 3

284 SafeHmanagementHofHfullVcapacityHliveXmassHeventsHinHsβVytVaiHwillHrequireHmathematicalUH
epidemiologicalHandHeconomicHmodellingWHJournalhofhthehRoyalhSocietyhofhMedicineUH2021UHaadUHbiYVbid 2.3 2

283 PredictingHsβVytVaiHTransmissionHtoHynformHtheH–anagementHofH–assHuventsjH–odelVrasedH
qpproachWHJMIRhPublichHealthhandhSurveillanceUH2021UHgUHecYfdh 11.4 0

282 wenomeVwideHassociationHstudyHofHmoreHthanHdYUYYYHbipolarHdisorderHcasesHprovidesHnewHinsightsH
intoHtheHunderlyingHbiologyWHNaturehGeneticsUH2021UHecUHhagVhbi 36.3 83

281 wenomeVwideHanalysesHofHsmokingHbehaviorsHinHschizophreniajHvindingsHfromHtheHPsychiatricH
wenomicsHsonsortiumWHJournalhofhPsychiatrichResearchUH2021UHacgUHbaeVbbd 5.2 3

280 ResourceHprofileHandHuserHguideHofHtheHPolygenicHyndexHRepositoryWHNaturehHumanhBehaviourUH2021UH 12.8 5

279 SharedHgeneticHriskHbetweenHeatingHdisorderVHandHsubstanceVuseVrelatedHphenotypesjHuvidenceH
fromHgenomeVwideHassociationHstudiesWHAddictionhBiologyUH2021UHbfUHeabhhY 4.6 12

278 SexVdimorphicHgeneticHeffectsHandHnovelHlociHforHfastingHglucoseHandHinsulinHvariabilityWHNatureh
CommunicationsUH2021UHabUHbd 17.4 30

Tˆµnu Esko

2



277 weneticHinsightsHintoHbiologicalHmechanismsHgoverningHhumanHovarianHageingWHNatureUH2021UHeifUHcicVcig50.4 28

276 TheHgenomicsHofHheartHfailurejHdesignHandHrationaleHofHtheHxuR–uSHconsortiumWHESChHearthFailureUH
2021UH 3.7 1

275 wenomicHandHphenotypicHinsightsHfromHanHatlasHofHgeneticHeffectsHonHt qHmethylationWHNatureh
GeneticsUH2021UHecUHacaaVacba 36.3 27

274 tissectingHtheHSharedHweneticHqrchitectureHofHSuicideHqttemptUHPsychiatricHtisordersUHandH~nownH
RiskHvactorsWHBiologicalhPsychiatryUH2021UH 7.9 11

273 tecipheringHosteoarthritisHgeneticsHacrossHhbfUfiYHindividualsHfromHiHpopulationsWHCellUH2021UHahdUHdghdVdhahWeag56.2 24

272 ’argeVscaleHcisVHandHtransVeQT’HanalysesHidentifyHthousandsHofHgeneticHlociHandHpolygenicHscoresH
thatHregulateHbloodHgeneHexpressionWHNaturehGeneticsUH2021UHecUHacYYVacaY 36.3 60

271 xabitualHsleepHdisturbancesHandHmigrainejHaH–endelianHrandomizationHstudyWHAnnalshofhClinicalhandh
TranslationalhNeurologyUH2020UHgUHbcgYVbchY 5.3 6

270 PolymorphicHynversionsHUnderlieHtheHSharedHweneticHSusceptibilityHofHβbesityVRelatedHtiseasesWH
AmericanhJournalhofhHumanhGeneticsUH2020UHaYfUHhdfVheh 11 3

269 TheHmutationalHconstraintHspectrumHquantifiedHfromHvariationHinHadaUdefHhumansWHNatureUH2020UH
ehaUHdcdVddc 50.4 2278

268 yntegratingHuntargetedHmetabolomicsUHgeneticallyHinformedHcausalHinferenceUHandHpathwayH
enrichmentHtoHdefineHtheHobesityHmetabolomeWHInternationalhJournalhofhObesityUH2020UHddUHaeifVafYf 5.5 4

267 qHstructuralHvariationHreferenceHforHmedicalHandHpopulationHgeneticsWHNatureUH2020UHehaUHdddVdea 50.4 223

266 TheHeffectHofH’RR~bHlossVofVfunctionHvariantsHinHhumansWHNaturehMedicineUH2020UHbfUHhfiVhgg 50.5 47

265 weneticHandHyn´ VitroHynhibitionHofHandHsalcificHqorticHValveHStenosisWHJACChBasichTohTranslationalh
ScienceUH2020UHeUHfdiVffa 8.7 18

264 qHgenomeVwideHcrossVphenotypeHmetaVanalysisHofHtheHassociationHofHbloodHpressureHwithHmigraineWH
NaturehCommunicationsUH2020UHaaUHccfh 17.4 22

263 qlleleVspecificHexpressionHchangesHdynamicallyHduringHTHcellHactivationHinHx’qHandHotherH
autoimmuneHlociWHNaturehGeneticsUH2020UHebUHbdgVbec 36.3 33

262 wlycosylationHofHimmunoglobulinHwHisHregulatedHbyHaHlargeHnetworkHofHgenesHpleiotropicHwithH
inflammatoryHdiseasesWHSciencehAdvancesUH2020UHfUHeaaxYcYa 14.3 38

261 wenomeVwideHassociationHandH–endelianHrandomisationHanalysisHprovideHinsightsHintoHtheH
pathogenesisHofHheartHfailureWHNaturehCommunicationsUH2020UHaaUHafc 17.4 140

260 wenomicHandHdrugHtargetHevaluationHofHiYHcardiovascularHproteinsHinHcYUicaHindividualsWHNatureh
MetabolismUH2020UHbUHaaceVaadh 14.6 61

(2020-2021)
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259 TheHPolygenicHandH–onogenicHrasisHofHrloodHTraitsHandHtiseasesWHCellUH2020UHahbUHabadVabcaWeaa 56.2 96

258 tevelopmentHandHvalidationHofHtwoHSsβRuVbasedHcardiovascularHriskHpredictionHmodelsHforHuasternH
uuropejHaHmulticohortHstudyWHEuropeanhHearthJournalUH2020UHdaUHccbeVcccc 9.5 6

257 tiscoveryHofHrareHvariantsHassociatedHwithHbloodHpressureHregulationHthroughHmetaVanalysisHofHaWcH
millionHindividualsWHNaturehGeneticsUH2020UHebUHacadVaccb 36.3 26

256 tifferencesHinHlocalHpopulationHhistoryHatHtheHfinestHleveljHtheHcaseHofHtheHustonianHpopulationWH
EuropeanhJournalhofhHumanhGeneticsUH2020UHbhUHaehYVaeia 5.3 8

255 weneticHPredispositionHtoHsoronaryHqrteryHtiseaseHinHTypeHbHtiabetesH–ellitusWHCirculationhGenomich
andhPrecisionhMedicineUH2020UHacUHeYYbgfi 5.2 1

254 srossVtraitHanalysesHwithHmigraineHrevealHwidespreadHpleiotropyHandHsuggestHaHvascularHcomponentH
toHmigraineHheadacheWHInternationalhJournalhofhEpidemiologyUH2020UHdiUHaYbbVaYca 7.8 15

253 –ultiancestryHwenomeVWideHqssociationHStudyHofH’ipidH’evelsHyncorporatingHweneVqlcoholH
ynteractionsWHAmericanhJournalhofhEpidemiologyUH2019UHahhUHaYccVaYed 3.8 39

252 –ultiVancestryHstudyHofHbloodHlipidHlevelsHidentifiesHfourHlociHinteractingHwithHphysicalHactivityWH
NaturehCommunicationsUH2019UHaYUHcgf 17.4 41

251 somprehensiveH–ultipleHeQT’HtetectionHandHytsHqpplicationHtoHwWqSHynterpretationWHGeneticsUH
2019UHbabUHiYeViah 4 13

250 wenomeVwideHassociationHstudyHidentifiesHcYHlociHassociatedHwithHbipolarHdisorderWHNaturehGeneticsUH
2019UHeaUHgicVhYc 36.3 662

249 RoadmapHforHaHprecisionVmedicineHinitiativeHinHtheH ordicHregionWHNaturehGeneticsUH2019UHeaUHibdVicY 36.3 12

248 qHmultiVancestryHgenomeVwideHstudyHincorporatingHgeneVsmokingHinteractionsHidentifiesHmultipleH
newHlociHforHpulseHpressureHandHmeanHarterialHpressureWHHumanhMolecularhGeneticsUH2019UHbhUHbfaeVbfcc 5.6 14

247 –ultiVancestryHgenomeVwideHgeneVsmokingHinteractionHstudyHofHchgUbgbHindividualsHidentifiesHnewH
lociHassociatedHwithHserumHlipidsWHNaturehGeneticsUH2019UHeaUHfcfVfdh 36.3 59

246 wenomeVwideHassociationHstudyHidentifiesHeightHriskHlociHandHimplicatesHmetaboVpsychiatricHoriginsH
forHanorexiaHnervosaWHNaturehGeneticsUH2019UHeaUHabYgVabad 36.3 303

245 qnalyticalHstrategiesHtoHincludeHtheHXVchromosomeHinHvarianceHheterogeneityHanalysesjHuvidenceHforH
traitVspecificHpolygenicHvarianceHstructureWHGenetichEpidemiologyUH2019UHdcUHhaeVhcY 2.6 4

244 qssociationsHofHautozygosityHwithHaHbroadHrangeHofHhumanHphenotypesWHNaturehCommunicationsUH
2019UHaYUHdieg 17.4 40

243 –ultiVancestryHsleepVbyVS PHinteractionHanalysisHinHabfUibfHindividualsHrevealsHlipidHlociHstratifiedHbyH
sleepHdurationWHNaturehCommunicationsUH2019UHaYUHeaba 17.4 31

242 wenomicsHofHaHmillionHparentHlifespansHimplicatesHnovelHpathwaysHandHcommonHdiseasesHandH
distinguishesHsurvivalHchancesWHELifeUH2019UHhUH 8.9 82
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241 ProteinVcodingHvariantsHimplicateHnovelHgenesHrelatedHtoHlipidHhomeostasisHcontributingHtoHbodyVfatH
distributionWHNaturehGeneticsUH2019UHeaUHdebVdfi 36.3 44

240 ymprovedHpolygenicHpredictionHbyHrayesianHmultipleHregressionHonHsummaryHstatisticsWHNatureh
CommunicationsUH2019UHaYUHeYhf 17.4 114

239 PqyRUPV–SjHPathwayHanalysisHandHimputationHtoHrelateHunknownsHinHprofilesHfromHmassH
spectrometryVbasedHmetaboliteHdataWHPLoShComputationalhBiologyUH2019UHaeUHeaYYfgcd 5 9

238 qssociationHofHtheHPxqsTRaXut aHweneticH’ocusHWithHSpontaneousHsoronaryHqrteryHtissectionWH
JournalhofhthehAmericanhCollegehofhCardiologyUH2019UHgcUHehVff 15.1 86

237 qssociationHstudiesHofHupHtoHaWbHmillionHindividualsHyieldHnewHinsightsHintoHtheHgeneticHetiologyHofH
tobaccoHandHalcoholHuseWHNaturehGeneticsUH2019UHeaUHbcgVbdd 36.3 516

236 wenomeVwideHassociationHanalysesHofHriskHtoleranceHandHriskyHbehaviorsHinHoverHaHmillionHindividualsH
identifyHhundredsHofHlociHandHsharedHgeneticHinfluencesWHNaturehGeneticsUH2019UHeaUHbdeVbeg 36.3 259

235 SignaturesHofHnegativeHselectionHinHtheHgeneticHarchitectureHofHhumanHcomplexHtraitsWHNatureh
GeneticsUH2018UHeYUHgdfVgec 36.3 178

234 weneticHinfluenceHonHsocialHoutcomesHduringHandHafterHtheHSovietHeraHinHustoniaWHNaturehHumanh
BehaviourUH2018UHbUHbfiVbge 12.8 42

233 qH’argeVScaleH–ultiVancestryHwenomeVwideHStudyHqccountingHforHSmokingHrehaviorHydentifiesH
–ultipleHSignificantH’ociHforHrloodHPressureWHAmericanhJournalhofhHumanhGeneticsUH2018UHaYbUHcgeVdYY 11 59

232 sommonHVariantHrurdenHsontributesHtoHtheHvamilialHqggregationHofH–igraineHinHaUehiHvamiliesWH
NeuronUH2018UHihUHgdcVgecWed 13.9 42

231 wenomeVwideHassociationHanalysesHidentifyHddHriskHvariantsHandHrefineHtheHgeneticHarchitectureHofH
majorHdepressionWHNaturehGeneticsUH2018UHeYUHffhVfha 36.3 1301

230 xaplotypeHSharingHProvidesHynsightsHintoHvineVScaleHPopulationHxistoryHandHtiseaseHinHvinlandWH
AmericanhJournalhofhHumanhGeneticsUH2018UHaYbUHgfYVgge 11 34

229 weneHdiscoveryHandHpolygenicHpredictionHfromHaHgenomeVwideHassociationHstudyHofHeducationalH
attainmentHinHaWaHmillionHindividualsWHNaturehGeneticsUH2018UHeYUHaaabVaaba 36.3 950

228 teepHcoverageHwholeHgenomeHsequencesHandHplasmaHlipoproteinQaRHinHindividualsHofHuuropeanHandH
qfricanHancestriesWHNaturehCommunicationsUH2018UHiUHbfYf 17.4 53

227 –olecularHgeneticHoverlapHbetweenHmigraineHandHmajorHdepressiveHdisorderWHEuropeanhJournalhofh
HumanhGeneticsUH2018UHbfUHabYbVabaf 5.3 32

226 teepVcoverageHwholeHgenomeHsequencesHandHbloodHlipidsHamongHafUcbdHindividualsWHNatureh
CommunicationsUH2018UHiUHccia 17.4 90

225 wenomicHtissectionHofHripolarHtisorderHandHSchizophreniaUHyncludingHbhHSubphenotypesWHCellUH2018UH
agcUHagYeVagaeWeaf 56.2 360

224 –ultiVethnicHgenomeVwideHassociationHstudyHforHatrialHfibrillationWHNaturehGeneticsUH2018UHeYUHabbeVabcc 36.3 277
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223  ovelHgeneticHassociationsHforHbloodHpressureHidentifiedHviaHgeneValcoholHinteractionHinHupHtoHegY~H
individualsHacrossHmultipleHancestriesWHPLoShONEUH2018UHacUHeYaihaff 3.7 31

222 ProteinValteringHvariantsHassociatedHwithHbodyHmassHindexHimplicateHpathwaysHthatHcontrolHenergyH
intakeHandHexpenditureHinHobesityWHNaturehGeneticsUH2018UHeYUHbfVda 36.3 186

221 weneticHsignatureHtoHprovideHrobustHriskHassessmentHofHpsoriaticHarthritisHdevelopmentHinHpsoriasisH
patientsWHNaturehCommunicationsUH2018UHiUHdagh 17.4 61

220 weneticHanalysisHofHoverHaHmillionHpeopleHidentifiesHeceHnewHlociHassociatedHwithHbloodHpressureH
traitsWHNaturehGeneticsUH2018UHeYUHadabVadbe 36.3 386

219 ReplyHtoHP–isestimationHofHheritabilityHandHpredictionHaccuracyHofHmaleVpatternHbaldnessPWHNatureh
CommunicationsUH2018UHiUHbech 17.4

218 wenomeVwideHassociationHanalysisHidentifiesHnovelHbloodHpressureHlociHandHoffersHbiologicalHinsightsH
intoHcardiovascularHriskWHNaturehGeneticsUH2017UHdiUHdYcVdae 36.3 313

217 RareHandHlowVfrequencyHcodingHvariantsHalterHhumanHadultHheightWHNatureUH2017UHedbUHahfVaiY 50.4 412

216 –etabolomicHprofilesHasHreliableHbiomarkersHofHdietaryHcompositionWHAmericanhJournalhofhClinicalh
NutritionUH2017UHaYeUHedgVeed 7 56

215 SystematicHuvaluationHofHPleiotropyHydentifiesHfHvurtherH’ociHqssociatedHWith´ soronaryH
qrtery´ tiseaseWHJournalhofhthehAmericanhCollegehofhCardiologyUH2017UHfiUHhbcVhcf 15.1 146

214
ymprovedHimputationHaccuracyHofHrareHandHlowVfrequencyHvariantsHusingHpopulationVspecificH
highVcoverageHWwSVbasedHimputationHreferenceHpanelWHEuropeanhJournalhofhHumanhGeneticsUH2017UH
beUHhfiVhgf

5.3 82

213 wenomicHanalysesHidentifyHhundredsHofHvariantsHassociatedHwithHageHatHmenarcheHandHsupportHaHroleH
forHpubertyHtimingHinHcancerHriskWHNaturehGeneticsUH2017UHdiUHhcdVhda 36.3 257

212 wenomeVwideHmetaVanalysisHofHbdaUbehHadultsHaccountingHforHsmokingHbehaviourHidentifiesHnovelH
lociHforHobesityHtraitsWHNaturehCommunicationsUH2017UHhUHadigg 17.4 105

211 aYYYHwenomesVbasedHmetaVanalysisHidentifiesHaYHnovelHlociHforHkidneyHfunctionWHScientifichReportsUH
2017UHgUHdeYdY 4.9 70

210 ’argeHscaleHmetaVanalysisHcharacterizesHgeneticHarchitectureHforHcommonHpsoriasisHassociatedH
variantsWHNaturehCommunicationsUH2017UHhUHaechb 17.4 136

209 qnHuxpandedHwenomeVWideHqssociationHStudyHofHTypeHbHtiabetesHinHuuropeansWHDiabetesUH2017UHffUHbhhhVbiYb0.9 414

208 qH’owVvrequencyHynactivatingHVariantHunrichedHinHtheHvinnishHPopulationHysHqssociatedHWithHvastingH
ynsulinH’evelsHandHTypeHbHtiabetesHRiskWHDiabetesUH2017UHffUHbYaiVbYcb 0.9 29

207 andH’ociHydentifiedHthroughH’argeVScaleHuxomeHshipHqnalysisHRegulateH~idneyHtevelopmentHandH
vunctionWHJournalhofhthehAmericanhSocietyhofhNephrology:hJASNUH2017UHbhUHihaViid 12.7 30

206
somprehensiveHpopulationVbasedHgenomeHsequencingHprovidesHinsightHintoHhematopoieticH
regulatoryHmechanismsWHProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofh
AmericaUH2017UHaadUHucbgVuccf

11.5 30

Tˆµnu Esko

6



205 qnHqnalysisHofHTwoHwenomeVwideHqssociationH–etaVanalysesHydentifiesHaH ewH’ocusHforHrroadH
tepressionHPhenotypeWHBiologicalhPsychiatryUH2017UHhbUHcbbVcbi 7.9 68

204 TheHweneticHqrchitectureHofHweneHuxpressionHinHPeripheralHrloodWHAmericanhJournalhofhHumanh
GeneticsUH2017UHaYYUHbbhVbcg 11 98

203 S PVrasedHxeritabilityHustimatesHofHsommonHandHSpecificHVarianceHinHSelfVHandHynformantVReportedH
 euroticismHScalesWHJournalhofhPersonalityUH2017UHheUHiYfViai 4.4 5

202 uxomeVwideHassociationHstudyHofHplasmaHlipidsHinHncYYUYYYHindividualsWHNaturehGeneticsUH2017UHdiUHagehVagff36.3 310

201 wenomeVwideHmetaVanalysisHassociatesHx’qVtQqaXtRraHandH’PqHandHlifestyleHfactorsHwithHhumanH
longevityWHNaturehCommunicationsUH2017UHhUHiaY 17.4 78

200  ewHrloodHPressureVqssociatedH’ociHydentifiedHinH–etaVqnalysesHofHdgeHYYYHyndividualsWHCirculation:h
CardiovascularhGeneticsUH2017UHaYUH 33

199 PathogenicHimplicationsHforHautoimmuneHmechanismsHderivedHbyHcomparativeHeQT’HanalysisHofH
stdTHversusHsthTHTHcellsWHPLoShGeneticsUH2017UHacUHeaYYffdc 6 75

198 xiddenHheritabilityHdueHtoHheterogeneityHacrossHsevenHpopulationsWHNaturehHumanhBehaviourUH2017UH
aUHgegVgfe 12.8 94

197 weneticHcorrelationsHrevealHtheHsharedHgeneticHarchitectureHofHtranscriptionHinHhumanHperipheralH
bloodWHNaturehCommunicationsUH2017UHhUHdhc 17.4 10

196  ovelHrloodHPressureH’ocusHandHweneHtiscoveryHUsingHwenomeVWideHqssociationHStudyHandH
uxpressionHtataHSetsHvromHrloodHandHtheH~idneyWHHypertensionUH2017UH 8.5 85

195 sonstraintsHonHeQT’HvineH–appingHinHtheHPresenceHofH–ultisiteH’ocalHRegulationHofHweneH
uxpressionWHG3:hGeneswhGenomeswhGeneticsUH2017UHgUHbeccVbedd 3.2 17

194 wWqSHforHmaleVpatternHbaldnessHidentifiesHgaHsusceptibilityHlociHexplainingHchNHofHtheHriskWHNatureh
CommunicationsUH2017UHhUHaehd 17.4 37

193 wenotypeVcovariateHinteractionHeffectsHandHtheHheritabilityHofHadultHbodyHmassHindexWHNatureh
GeneticsUH2017UHdiUHaagdVaaha 36.3 78

192 sontributionHofHcopyHnumberHvariantsHtoHschizophreniaHfromHaHgenomeVwideHstudyHofHdaUcbaH
subjectsWHNaturehGeneticsUH2017UHdiUHbgVce 36.3 530

191 qnHepigenomeVwideHassociationHstudyHmetaVanalysisHofHeducationalHattainmentWHMolecularh
PsychiatryUH2017UHbbUHafhYVafiY 15.1 46

190 SequenceHdataHandHassociationHstatisticsHfromHabUidYHtypeHbHdiabetesHcasesHandHcontrolsWHScientifich
DataUH2017UHdUHagYagi 8.2 22

189 uxomeVwideHassociationHstudyHrevealsHnovelHpsoriasisHsusceptibilityHlocusHatHT vSvaeHandHrareH
protectiveHallelesHinHgenesHcontributingHtoHtypeHyHyv HsignallingWHHumanhMolecularhGeneticsUH2017UHbfUHdcYaVdcac5.6 25

188 wenomeVwideHphysicalHactivityHinteractionsHinHadiposityHVHqHmetaVanalysisHofHbYYUdebHadultsWHPLoSh
GeneticsUH2017UHacUHeaYYfebh 6 103

(2017-2017)
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187 –ixvitjH–ethodologyHforHsomputingHqncestryVRelatedHweneticHScoresHatHtheHyndividualH’evelHandHytsH
qpplicationHtoHtheHustonianHandHvinnishHPopulationHStudiesWHPLoShONEUH2017UHabUHeYagYcbe 3.7 6

186 TargetedHqpplicationHofHxumanHweneticHVariationHsanHymproveHRedHrloodHsellHProductionHfromH
StemHsellsWHCellhStemhCellUH2016UHahUHgcVgh 18 57

185 qHwholeVbloodHtranscriptomeHmetaVanalysisHidentifiesHgeneHexpressionHsignaturesHofHcigaretteH
smokingWHHumanhMolecularhGeneticsUH2016UHbeUHdfaaVdfbc 5.6 58

184
~’rHisHassociatedHwithHalcoholHdrinkingUHandHitsHgeneHproductH˛†V~lothoHisHnecessaryHforHvwvbaH
regulationHofHalcoholHpreferenceWHProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedh
StateshofhAmericaUH2016UHaacUHadcgbVadcgg

11.5 150

183 qHprincipalHcomponentHmetaVanalysisHonHmultipleHanthropometricHtraitsHidentifiesHnovelHlociHforH
bodyHshapeWHNaturehCommunicationsUH2016UHgUHacceg 17.4 46

182 ebHweneticH’ociHynfluencingH–yocardial´ –assWHJournalhofhthehAmericanhCollegehofhCardiologyUH2016UH
fhUHadceVaddh 15.1 76

181 TransVancestryHmetaVanalysesHidentifyHrareHandHcommonHvariantsHassociatedHwithHbloodHpressureH
andHhypertensionWHNaturehGeneticsUH2016UHdhUHaaeaVaafa 36.3 181

180 TheHgeneticsHofHbloodHpressureHregulationHandHitsHtargetHorgansHfromHassociationHstudiesHinHcdbUdaeH
individualsWHNaturehGeneticsUH2016UHdhUHaagaVaahd 36.3 251

179 wenomeVwideHstudyHforHcirculatingHmetabolitesHidentifiesHfbHlociHandHrevealsHnovelHsystemicHeffectsH
ofH’PqWHNaturehCommunicationsUH2016UHgUHaaabb 17.4 335

178 TheHRoleHofHtheHviveâ��factorHPersonalityHTraitsHinHweneralHSelfâ��ratedHxealthWHEuropeanhJournalhofh
PersonalityUH2016UHcYUHdibVeYd 5.1 9

177 VariantsHnearHsxR qcXeHandHqPβuHhaveHageVHandHsexVrelatedHeffectsHonHhumanHlifespanWHNatureh
CommunicationsUH2016UHgUHaaagd 17.4 55

176 wenomeVwideHanalysisHidentifiesHabHlociHinfluencingHhumanHreproductiveHbehaviorWHNaturehGeneticsUH
2016UHdhUHadfbVadgb 36.3 198

175 weneticHvariantsHlinkedHtoHeducationHpredictHlongevityWHProceedingshofhthehNationalhAcademyhofh
ScienceshofhthehUnitedhStateshofhAmericaUH2016UHaacUHaccffVaccga 11.5 90

174 qutosomalHgeneticHcontrolHofHhumanHgeneHexpressionHdoesHnotHdifferHacrossHtheHsexesWHGenomeh
BiologyUH2016UHagUHbdh 18.3 10

173 –etaVanalysisHofHcgeUYYYHindividualsHidentifiesHchHsusceptibilityHlociHforHmigraineWHNaturehGeneticsUH
2016UHdhUHhefVff 36.3 355

172 PlateletVRelatedHVariantsHydentifiedHbyHuxomechipH–etaVanalysisHinHaegUbicHyndividualsWHAmericanh
JournalhofhHumanhGeneticsUH2016UHiiUHdYVee 11 61

171 ’argeVScaleHuxomeVwideHqssociationHqnalysisHydentifiesH’ociHforHWhiteHrloodHsellHTraitsHandH
PleiotropyHwithHymmuneV–ediatedHtiseasesWHAmericanhJournalhofhHumanhGeneticsUH2016UHiiUHbbVci 11 42

170  ewHlociHforHbodyHfatHpercentageHrevealHlinkHbetweenHadiposityHandHcardiometabolicHdiseaseHriskWH
NaturehCommunicationsUH2016UHgUHaYdie 17.4 180
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169 TestingHtheHroleHofHpredictedHgeneHknockoutsHinHhumanHanthropometricHtraitHvariationWHHumanh
MolecularhGeneticsUH2016UHbeUHbYhbVbYib 5.6 7

168 weneticHassociationsHatHecHlociHhighlightHcellHtypesHandHbiologicalHpathwaysHrelevantHforHkidneyH
functionWHNaturehCommunicationsUH2016UHgUHaYYbc 17.4 295

167 qnalysisHofHfiveHchronicHinflammatoryHdiseasesHidentifiesHbgHnewHassociationsHandHhighlightsH
diseaseVspecificHpatternsHatHsharedHlociWHNaturehGeneticsUH2016UHdhUHeaYVh 36.3 404

166 –etaVanalysisHofHwenomeVWideHqssociationHStudiesHforHuxtraversionjHvindingsHfromHtheHweneticsHofH
PersonalityHsonsortiumWHBehaviorhGeneticsUH2016UHdfUHagYVhb 3.2 122

165 qncientHxaplotypesHatHtheHaeqbdWbH–icrodeletionHRegionHqreH’inkedHtoHrrainHuxpressionHofH
–q bsaHandHshildrenPsHyntelligenceWHPLoShONEUH2016UHaaUHeYaeggci 3.7 0

164 TheHgeneticHarchitectureHofHtypeHbHdiabetesWHNatureUH2016UHecfUHdaVdg 50.4 704

163 uxomeHwenotypingHydentifiesHPleiotropicHVariantsHqssociatedHwithHRedHrloodHsellHTraitsWHAmericanh
JournalhofhHumanhGeneticsUH2016UHiiUHhVba 11 47

162 wenomeVwideHassociationHstudyHofHlifetimeHcannabisHuseHbasedHonHaHlargeHmetaVanalyticHsampleHofH
cbHccYHsubjectsHfromHtheHynternationalHsannabisHsonsortiumWHTranslationalhPsychiatryUH2016UHfUHegfi 8.6 102

161 sodingHVariationHinHq wPT’dUH’P’UHandHSVuPaHandHtheHRiskHofHsoronaryHtiseaseWHNewhEnglandh
JournalhofhMedicineUH2016UHcgdUHaacdVdd 59.2 325

160 weneticHvariantsHassociatedHwithHsubjectiveHwellVbeingUHdepressiveHsymptomsUHandHneuroticismH
identifiedHthroughHgenomeVwideHanalysesWHNaturehGeneticsUH2016UHdhUHfbdVcc 36.3 602

159 wenomeVwideHassociationHstudyHofHserumHcoenzymeHQaYHlevelsHidentifiesHsusceptibilityHlociHlinkedH
toHneuronalHdiseasesWHHumanhMolecularhGeneticsUH2016UHbeUHbhhaVbhia 5.6 10

158 wenomeVwideHassociationHstudyHidentifiesHgdHlociHassociatedHwithHeducationalHattainmentWHNatureUH
2016UHeccUHeciVdb 50.4 850

157 UltraVrareHdisruptiveHandHdamagingHmutationsHinfluenceHeducationalHattainmentHinHtheHgeneralH
populationWHNaturehNeuroscienceUH2016UHaiUHaefcVaefe 25.5 63

156 wenomeVwideHassociationHanalysisHidentifiesHvariationHinHvitaminHtHreceptorHandHotherHhostHfactorsH
influencingHtheHgutHmicrobiotaWHNaturehGeneticsUH2016UHdhUHacifVadYf 36.3 369

155 riologicalHinterpretationHofHgenomeVwideHassociationHstudiesHusingHpredictedHgeneHfunctionsWH
NaturehCommunicationsUH2015UHfUHehiY 17.4 489

154 qgeVHandHsexVspecificHcausalHeffectsHofHadiposityHonHcardiovascularHriskHfactorsWHDiabetesUH2015UHfdUHahdaVeb0.9 50

153 sellHSpecificHeQT’HqnalysisHwithoutHSortingHsellsWHPLoShGeneticsUH2015UHaaUHeaYYebbc 6 81

152 tirectionalHdominanceHonHstatureHandHcognitionHin´ diverseHhumanHpopulationsWHNatureUH2015UHebcUHdeiVdfb50.4 119

(2015-2016)
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151 StructuralHformsHofHtheHhumanHamylaseHlocusHandHtheirHrelationshipsHtoHS PsUHhaplotypesHandH
obesityWHNaturehGeneticsUH2015UHdgUHibaVe 36.3 92

150 qHmetaVanalysisHofHgeneHexpressionHsignaturesHofHbloodHpressureHandHhypertensionWHPLoShGeneticsUH
2015UHaaUHeaYYeYce 6 83

149
wenomeVwideHqnalysisHofHrodyHProportionHslassifiesHxeightVqssociatedHVariantsHbyH–echanismHofH
qctionHandHymplicatesHwenesHymportantHforHSkeletalHtevelopmentWHAmericanhJournalhofhHumanh
GeneticsUH2015UHifUHfieVgYh

11 44

148 TheHimpactHofHlowVfrequencyHandHrareHvariantsHonHlipidHlevelsWHNaturehGeneticsUH2015UHdgUHehiVig 36.3 229

147 xumanHgenomicsWHTheHwenotypeVTissueHuxpressionHQwTuxRHpilotHanalysisjHmultitissueHgeneH
regulationHinHhumansWHScienceUH2015UHcdhUHfdhVfY 33.3 3242

146 ’argeVscaleHgenomicHanalysesHlinkHreproductiveHagingHtoHhypothalamicHsignalingUHbreastHcancerH
susceptibilityHandHrRsqaVmediatedHt qHrepairWHNaturehGeneticsUH2015UHdgUHabidVacYc 36.3 226

145 TransVancestryHgenomeVwideHassociationHstudyHidentifiesHabHgeneticHlociHinfluencingHbloodHpressureH
andHimplicatesHaHroleHforHt qHmethylationWHNaturehGeneticsUH2015UHdgUHabhbVabic 36.3 223

144 weneVbasedHmetaVanalysisHofHgenomeVwideHassociationHstudiesHimplicatesHnewHlociHinvolvedHinH
obesityWHHumanhMolecularhGeneticsUH2015UHbdUHfhdiVfY 5.6 44

143 wenomeVwideHgeneticHhomogeneityHbetweenHsexesHandHpopulationsHforHhumanHheightHandHbodyH
massHindexWHHumanhMolecularhGeneticsUH2015UHbdUHgddeVi 5.6 49

142 TheHtranscriptionalHlandscapeHofHageHinHhumanHperipheralHbloodWHNaturehCommunicationsUH2015UHfUHhegY 17.4 335

141 weneticHvarianceHestimationHwithHimputedHvariantsHfindsHnegligibleHmissingHheritabilityHforHhumanH
heightHandHbodyHmassHindexWHNaturehGeneticsUH2015UHdgUHaaadVbY 36.3 522

140 PopulationHgeneticHdifferentiationHofHheightHandHbodyHmassHindexHacrossHuuropeWHNaturehGeneticsUH
2015UHdgUHacegVfb 36.3 186

139 qHcomprehensiveHaUYYYHwenomesVbasedHgenomeVwideHassociationHmetaVanalysisHofHcoronaryHarteryH
diseaseWHNaturehGeneticsUH2015UHdgUHaabaVaacY 36.3 1290

138 wenomeVwideHqssociationHqnalysisHofHPsoriaticHqrthritisHandHsutaneousHPsoriasisHRevealsH
tifferencesHinHTheirHweneticHqrchitectureWHAmericanhJournalhofhHumanhGeneticsUH2015UHigUHhafVcf 11 185

137 weneticHfineHmappingHandHgenomicHannotationHdefinesHcausalHmechanismsHatHtypeHbHdiabetesH
susceptibilityHlociWHNaturehGeneticsUH2015UHdgUHadaeVbe 36.3 292

136 RegScanjHaHwWqSHtoolHforHquickHestimationHofHalleleHeffectsHonHcontinuousHtraitsHandHtheirH
combinationsWHBriefingshinhBioinformaticsUH2015UHafUHciVdd 13.4 25

135 wenomeVwideHmetaVanalysisHidentifiesHsixHnovelHlociHassociatedHwithHhabitualHcoffeeHconsumptionWH
MolecularhPsychiatryUH2015UHbYUHfdgVfef 15.1 167

134 TheHrelationshipHbetweenHtheHviveVvactorH–odelHpersonalityHtraitsHandHpepticHulcerHdiseaseHinHaH
largeHpopulationVbasedHadultHsampleWHScandinavianhJournalhofhPsychologyUH2015UHefUHficVi 2.2 6
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133 xaplotypeHphasingHandHinheritanceHofHcopyHnumberHvariantsHinHnuclearHfamiliesWHPLoShONEUH2015UHaYUHeYabbgac3.7 6

132 TheHynfluenceHofHqgeHandHSexHonHweneticHqssociationsHwithHqdultHrodyHSizeHandHShapejHqH
’argeVScaleHwenomeVWideHynteractionHStudyWHPLoShGeneticsUH2015UHaaUHeaYYecgh 6 220

131 tiscoveryHandHvineV–appingHofHwlycaemicHandHβbesityVRelatedHTraitH’ociHUsingHxighVtensityH
ymputationWHPLoShGeneticsUH2015UHaaUHeaYYebcY 6 59

130 vunctionalHympactHandHuvolutionHofHaH ovelHxumanHPolymorphicHynversionHThatHtisruptsHaHweneHandH
sreatesHaHvusionHTranscriptWHPLoShGeneticsUH2015UHaaUHeaYYedie 6 18

129 qlteredHweneHuxpressionHqssociatedHwithHmicroR qHrindingHSiteHPolymorphismsWHPLoShONEUH2015UH
aYUHeYadacea 3.7 17

128 qdiposityHasHaHcauseHofHcardiovascularHdiseasejHaH–endelianHrandomizationHstudyWHInternationalh
JournalhofhEpidemiologyUH2015UHddUHeghVhf 7.8 97

127 –etaVanalysisHofHwenomeVwideHqssociationHStudiesHforH euroticismUHandHtheHPolygenicHqssociationH
WithH–ajorHtepressiveHtisorderWHJAMAhPsychiatryUH2015UHgbUHfdbVeY 14.5 222

126 TheHassociationHbetweenHlowerHeducationalHattainmentHandHdepressionHowingHtoHsharedHgeneticH
effectsoHResultsHinH~beUYYYHsubjectsWHMolecularhPsychiatryUH2015UHbYUHgceVdc 15.1 39

125 unhancedHmetaVanalysisHandHreplicationHstudiesHidentifyHfiveHnewHpsoriasisHsusceptibilityHlociWHNatureh
CommunicationsUH2015UHfUHgYYa 17.4 122

124 wenomeVwideHassociationHstudyHidentifiesHnovelHgeneticHvariantsHcontributingHtoHvariationHinHbloodH
metaboliteHlevelsWHNaturehCommunicationsUH2015UHfUHgbYh 17.4 126

123 RareHcodingHvariantsHandHXVlinkedHlociHassociatedHwithHageHatHmenarcheWHNaturehCommunicationsUH
2015UHfUHggef 17.4 23

122 weneticHvariantsHofHinducibleHcostimulatorHareHassociatedHwithHallergicHasthmaHsusceptibilityWHJournalh
ofhAllergyhandhClinicalhImmunologyUH2015UHaceUHeefVh 11.5 3

121  ewHgeneticHlociHlinkHadiposeHandHinsulinHbiologyHtoHbodyHfatHdistributionWHNatureUH2015UHeahUHahgVaif 50.4 920

120 weneticHstudiesHofHbodyHmassHindexHyieldHnewHinsightsHforHobesityHbiologyWHNatureUH2015UHeahUHaigVbYf 50.4 2687

119 qHfunctionalHbrainVderivedHneurotrophicHfactorHQrt vRHgeneHvariantHincreasesHtheHriskHofH
moderateVtoVsevereHallergicHrhinitisWHJournalhofhAllergyhandhClinicalhImmunologyUH2015UHaceUHadhfVicWeh 11.5 19

118 tominanceHgeneticHvariationHcontributesHlittleHtoHtheHmissingHheritabilityHforHhumanHcomplexHtraitsWH
AmericanhJournalhofhHumanhGeneticsUH2015UHifUHcggVhe 11 138

117 sohortHProfilejHustonianHriobankHofHtheHustonianHwenomeHsenterUHUniversityHofHTartuWHInternationalh
JournalhofhEpidemiologyUH2015UHddUHaacgVdg 7.8 175

116 WithinVtraitHheterogeneityHinHageHgroupHdifferencesHinHpersonalityHdomainsHandHfacetsjHimplicationsH
forHtheHdevelopmentHandHcoherenceHofHpersonalityHtraitsWHPLoShONEUH2015UHaYUHeYaaiffg 3.7 29

(2015-2015)
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115 –odulationHofHgeneticHassociationsHwithHserumHurateHlevelsHbyHbodyVmassVindexHinHhumansWHPLoSh
ONEUH2015UHaYUHeYaaigeb 3.7 31

114 tetectionHandHreplicationHofHepistasisHinfluencingHtranscriptionHinHhumansWHNatureUH2014UHeYhUHbdiVec 50.4 149

113 qHcommonHafpaaWbHinversionHunderliesHtheHjointHsusceptibilityHtoHasthmaHandHobesityWHAmericanh
JournalhofhHumanhGeneticsUH2014UHidUHcfaVgb 11 46

112 weneticsHofHrheumatoidHarthritisHcontributesHtoHbiologyHandHdrugHdiscoveryWHNatureUH2014UHeYfUHcgfVha 50.4 1426

111  ovelHlociHaffectingHironHhomeostasisHandHtheirHeffectsHinHindividualsHatHriskHforHhemochromatosisWH
NaturehCommunicationsUH2014UHeUHdibf 17.4 121

110 ParentVofVoriginVspecificHallelicHassociationsHamongHaYfHgenomicHlociHforHageHatHmenarcheWHNatureUH
2014UHeadUHibVig 50.4 401

109 ReplicabilityHandHrobustnessHofHgenomeVwideVassociationHstudiesHforHbehavioralHtraitsWHPsychologicalh
ScienceUH2014UHbeUHaigeVhf 7.9 75

108 tefiningHtheHroleHofHcommonHvariationHinHtheHgenomicHandHbiologicalHarchitectureHofHadultHhumanH
heightWHNaturehGeneticsUH2014UHdfUHaagcVhf 36.3 1339

107
xarmonizationHofH euroticismHandHuxtraversionHphenotypesHacrossHinventoriesHandHcohortsHinHtheH
weneticsHofHPersonalityHsonsortiumjHanHapplicationHofHytemHResponseHTheoryWHBehaviorhGeneticsUH
2014UHddUHbieVcac

3.2 80

106 qHgenomeVwideHassociationHstudyHofHanorexiaHnervosaWHMolecularhPsychiatryUH2014UHaiUHaYheVid 15.1 224

105 QualityHcontrolHandHconductHofHgenomeVwideHassociationHmetaVanalysesWHNaturehProtocolsUH2014UHiUHaaibVbab18.8 278

104 wenomeVwideHtransVancestryHmetaVanalysisHprovidesHinsightHintoHtheHgeneticHarchitectureHofHtypeHbH
diabetesHsusceptibilityWHNaturehGeneticsUH2014UHdfUHbcdVdd 36.3 784

103 SexVHandHageVinteractingHeQT’sHinHhumanHcomplexHdiseasesWHHumanhMolecularhGeneticsUH2014UHbcUHaidgVef5.6 48

102 StructuralHgenomicHvariationHasHriskHfactorHforHidiopathicHrecurrentHmiscarriageWHHumanhMutationUH
2014UHceUHigbVhb 4.7 29

101 –etaVanalysisHidentifiesHlociHaffectingHlevelsHofHtheHpotentialHosteoarthritisHbiomarkersHssβ–PHandH
usTXVyyHwithHgenomeHwideHsignificanceWHJournalhofhMedicalhGeneticsUH2014UHeaUHeifVfYd 5.8 15

100  ovelHapproachHidentifiesHS PsHinHS’sbqaYHandH~s ~iHwithHevidenceHforHparentVofVoriginHeffectHonH
bodyHmassHindexWHPLoShGeneticsUH2014UHaYUHeaYYdeYh 6 45

99 –ediationHanalysisHdemonstratesHthatHtransVeQT’sHareHoftenHexplainedHbyHcisVmediationjHaH
genomeVwideHanalysisHamongHaUhYYHSouthHqsiansWHPLoShGeneticsUH2014UHaYUHeaYYdhah 6 56

98 tistributionHandHmedicalHimpactHofHlossVofVfunctionHvariantsHinHtheHvinnishHfounderHpopulationWHPLoSh
GeneticsUH2014UHaYUHeaYYddid 6 243
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97 xemaniHetHalWHreplyWHNatureUH2014UHeadUHueVf 50.4 8

96 qssessmentHofHosteoarthritisHcandidateHgenesHinHaHmetaVanalysisHofHnineHgenomeVwideHassociationH
studiesWHArthritishandhRheumatologyUH2014UHffUHidYVi 9.5 88

95 qHmetaVanalysisHofHgenomeVwideHassociationHstudiesHidentifiesHnovelHvariantsHassociatedHwithH
osteoarthritisHofHtheHhipWHAnnalshofhthehRheumatichDiseasesUH2014UHgcUHbacYVf 2.4 95

94
sommonHgeneticHvariantsHassociatedHwithHcognitiveHperformanceHidentifiedHusingHtheH
proxyVphenotypeHmethodWHProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofh
AmericaUH2014UHaaaUHacgiYVd

11.5 181

93 t qHmismatchHrepairHgeneH–SxfHimplicatedHinHdeterminingHageHatHnaturalHmenopauseWHHumanh
MolecularhGeneticsUH2014UHbcUHbdiYVg 5.6 35

92 riomarkerHprofilingHbyHnuclearHmagneticHresonanceHspectroscopyHforHtheHpredictionHofHallVcauseH
mortalityjHanHobservationalHstudyHofHagUcdeHpersonsWHPLoShMedicineUH2014UHaaUHeaYYafYf 11.6 206

91 weneticHcharacterizationHofHnortheasternHytalianHpopulationHisolatesHinHtheHcontextHofHbroaderH
uuropeanHgeneticHdiversityWHEuropeanhJournalhofhHumanhGeneticsUH2013UHbaUHfeiVfe 5.3 50

90 –etaVanalysisHofHgeneVlevelHassociationsHforHrareHvariantsHbasedHonHsingleVvariantHstatisticsWH
AmericanhJournalhofhHumanhGeneticsUH2013UHicUHbcfVdh 11 49

89 tiscoveryHandHrefinementHofHlociHassociatedHwithHlipidHlevelsWHNaturehGeneticsUH2013UHdeUHabgdVabhc 36.3 1904

88 sommonHvariantsHassociatedHwithHplasmaHtriglyceridesHandHriskHforHcoronaryHarteryHdiseaseWHNatureh
GeneticsUH2013UHdeUHacdeVeb 36.3 597

87 SystematicHidentificationHofHtransHeQT’sHasHputativeHdriversHofHknownHdiseaseHassociationsWHNatureh
GeneticsUH2013UHdeUHabchVabdc 36.3 1244

86 ’argeVscaleHassociationHanalysisHidentifiesHnewHriskHlociHforHcoronaryHarteryHdiseaseWHNaturehGeneticsUH
2013UHdeUHbeVcc 36.3 1172

85 RefiningHgenomeVwideHlinkageHintervalsHusingHaHmetaVanalysisHofHgenomeVwideHassociationHstudiesH
identifiesHlociHinfluencingHpersonalityHdimensionsWHEuropeanhJournalhofhHumanhGeneticsUH2013UHbaUHhgfVhb5.3 17

84 wenomeVwideHassociationHanalysesHidentifyHahHnewHlociHassociatedHwithHserumHurateHconcentrationsWH
NaturehGeneticsUH2013UHdeUHadeVed 36.3 505

83 sommonHvariantsHinH–endelianHkidneyHdiseaseHgenesHandHtheirHassociationHwithHrenalHfunctionWH
JournalhofhthehAmericanhSocietyhofhNephrology:hJASNUH2013UHbdUHbaYeVag 12.7 27

82 ydentificationHofHsevenHlociHaffectingHmeanHtelomereHlengthHandHtheirHassociationHwithHdiseaseWH
NaturehGeneticsUH2013UHdeUHdbbVgUHdbgeaVb 36.3 624

81 wenomeVwideHmetaVanalysisHidentifiesHaaHnewHlociHforHanthropometricHtraitsHandHprovidesHinsightsH
intoHgeneticHarchitectureWHNaturehGeneticsUH2013UHdeUHeYaVab 36.3 437

80 ydentificationHofHheartHrateVassociatedHlociHandHtheirHeffectsHonHcardiacHconductionHandHrhythmH
disordersWHNaturehGeneticsUH2013UHdeUHfbaVca 36.3 219

(2013-2014)
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79 wWqSHofHabfUeeiHindividualsHidentifiesHgeneticHvariantsHassociatedHwithHeducationalHattainmentWH
ScienceUH2013UHcdYUHadfgVga 33.3 563

78 wenomeVwideHanalysisHofHr–yHinHadolescentsHandHyoungHadultsHrevealsHadditionalHinsightHintoHtheH
effectsHofHgeneticHlociHoverHtheHlifeHcourseWHHumanhMolecularhGeneticsUH2013UHbbUHceigVfYg 5.6 103

77 TheHtβTa’HrsabihbgddHpolymorphismHisHassociatedHwithHosteoarthritisHofHtheHhipHwithH
genomeVwideHstatisticalHsignificanceHinHmalesWHAnnalshofhthehRheumatichDiseasesUH2013UHgbUHabfdVe 2.4 48

76 xumanHdiseaseVassociatedHgeneticHvariationHimpactsHlargeHintergenicHnonVcodingHR qHexpressionWH
PLoShGeneticsUH2013UHiUHeaYYcbYa 6 209

75 SexVstratifiedHgenomeVwideHassociationHstudiesHincludingHbgYUYYYHindividualsHshowHsexualH
dimorphismHinHgeneticHlociHforHanthropometricHtraitsWHPLoShGeneticsUH2013UHiUHeaYYceYY 6 277

74 TheHroleHofHadiposityHinHcardiometabolicHtraitsjHaH–endelianHrandomizationHanalysisWHPLoShMedicineUH
2013UHaYUHeaYYadgd 11.6 144

73 qHgenomeVwideHassociationHstudyHofHearlyHmenopauseHandHtheHcombinedHimpactHofHidentifiedH
variantsWHHumanhMolecularhGeneticsUH2013UHbbUHadfeVgb 5.6 82

72 qssociationHofHadiposityHgeneticHvariantsHwithHmenarcheHtimingHinHibUaYeHwomenHofHuuropeanH
descentWHAmericanhJournalhofhEpidemiologyUH2013UHaghUHdeaVfY 3.8 48

71 WholeVexomeHsequencingHidentifiesHaHpolymorphismHinHtheHr–PeHgeneHassociatedHwithHSSRyH
treatmentHresponseHinHmajorHdepressionWHJournalhofhPsychopharmacologyUH2013UHbgUHiaeVbY 4.6 24

70 qH~QqTPRHchannelHgeneHeffectHonHsleepHdurationjHfromHgenomeVwideHassociationHstudiesHtoHfunctionH
inHtrosophilaWHMolecularhPsychiatryUH2013UHahUHabbVcb 15.1 113

69 RareHgenomicHstructuralHvariantsHinHcomplexHdiseasejHlessonsHfromHtheHreplicationHofHassociationsH
withHobesityWHPLoShONEUH2013UHhUHeehYdh 3.7 27

68 qHgenomeVwideHanalysisHofHpopulationsHfromHuuropeanHRussiaHrevealsHaHnewHpoleHofHgeneticH
diversityHinHnorthernHuuropeWHPLoShONEUH2013UHhUHeeheeb 3.7 24

67 ’ongevityHcandidateHgenesHandHtheirHassociationHwithHpersonalityHtraitsHinHtheHelderlyWHAmericanh
JournalhofhMedicalhGeneticshParthB:hNeuropsychiatrichGeneticsUH2012UHaeirUHaibVbYY 3.5 11

66 xistoryHofHtheHdiagnosisHofHaHsexuallyHtransmittedHdiseaseHisHlinkedHtoHnormalHvariationHinH
personalityHtraitsWHJournalhofhSexualhMedicineUH2012UHiUHbhfaVg 1.1 12

65 ydentificationHofHnewHsusceptibilityHlociHforHosteoarthritisHQarcβwu RjHaHgenomeVwideHassociationH
studyWHLancetwhTheUH2012UHchYUHhaeVbc 40 275

64 ’argeHscaleHinternationalHreplicationHandHmetaVanalysisHstudyHconfirmsHassociationHofHtheHaeqadH
locusHwithHmyopiaWHTheHsRuq–HconsortiumWHHumanhGeneticsUH2012UHacaUHadfgVhY 6.3 57

63 SeventyVfiveHgeneticHlociHinfluencingHtheHhumanHredHbloodHcellWHNatureUH2012UHdibUHcfiVge 50.4 257

62 ’argeVscaleHassociationHanalysisHprovidesHinsightsHintoHtheHgeneticHarchitectureHandHpathophysiologyH
ofHtypeHbHdiabetesWHNaturehGeneticsUH2012UHddUHihaViY 36.3 1482
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61 wenomeVwideHmetaVanalysisHofHcommonHvariantHdifferencesHbetweenHmenHandHwomenWHHumanh
MolecularhGeneticsUH2012UHbaUHdhYeVae 5.6 24

60 vTβHgenotypeHisHassociatedHwithHphenotypicHvariabilityHofHbodyHmassHindexWHNatureUH2012UHdiYUHbfgVgb 50.4 304

59 ydentificationHofHaeHnewHpsoriasisHsusceptibilityHlociHhighlightsHtheHroleHofHinnateHimmunityWHNatureh
GeneticsUH2012UHddUHacdaVh 36.3 681

58 –etaVanalysesHidentifyHacHlociHassociatedHwithHageHatHmenopauseHandHhighlightHt qHrepairHandH
immuneHpathwaysWHNaturehGeneticsUH2012UHddUHbfYVh 36.3 243

57 sombinedHanalysisHofHgenomeVwideHassociationHstudiesHforHsrohnHdiseaseHandHpsoriasisHidentifiesH
sevenHsharedHsusceptibilityHlociWHAmericanhJournalhofhHumanhGeneticsUH2012UHiYUHfcfVdg 11 224

56 wenomeVwideHmetaVanalysisHofHpsoriaticHarthritisHidentifiesHsusceptibilityHlocusHatHRu’WHJournalhofh
InvestigativehDermatologyUH2012UHacbUHaaccVdY 4.3 89

55 –etaVanalysisHofHgenomeVwideHassociationHstudiesHforHpersonalityWHMolecularhPsychiatryUH2012UHagUHccgVdi15.1 274

54 PersonalityHtraitsHandHeatingHhabitsHinHaHlargeHsampleHofHustoniansWHHealthhPsychologyUH2012UHcaUHhYfVad 5 69

53 uvidenceHofHinbreedingHdepressionHonHhumanHheightWHPLoShGeneticsUH2012UHhUHeaYYbfee 6 62

52 wenomeVwideHassociationHandHfunctionalHfollowVupHrevealsHnewHlociHforHkidneyHfunctionWHPLoSh
GeneticsUH2012UHhUHeaYYbehd 6 143

51 yntegrationHofHgenomeVwideHassociationHstudiesHwithHbiologicalHknowledgeHidentifiesHsixHnovelH
genesHrelatedHtoHkidneyHfunctionWHHumanhMolecularhGeneticsUH2012UHbaUHecbiVdc 5.6 54

50 ’argeVscaleHassociationHanalysesHidentifyHnewHlociHinfluencingHglycemicHtraitsHandHprovideHinsightH
intoHtheHunderlyingHbiologicalHpathwaysWHNaturehGeneticsUH2012UHddUHiiaVaYYe 36.3 621

49 –irrorHextremeHr–yHphenotypesHassociatedHwithHgeneHdosageHatHtheHchromosomeHafpaaWbHlocusWH
NatureUH2011UHdghUHigVaYb 50.4 322

48  ewHgeneHfunctionsHinHmegakaryopoiesisHandHplateletHformationWHNatureUH2011UHdhYUHbYaVh 50.4 330

47 qHparallelHS PHarrayHstudyHofHgenomicHaberrationsHassociatedHwithHmentalHretardationHinHpatientsH
andHgeneralHpopulationHinHustoniaWHEuropeanhJournalhofhMedicalhGeneticsUH2011UHedUHacfVdc 2.6 7

46 ynsightsHintoHtheHgeneticHarchitectureHofHosteoarthritisHfromHstageHaHofHtheHarcβwu HstudyWHAnnalsh
ofhthehRheumatichDiseasesUH2011UHgYUHhfdVg 2.4 85

45 qHvariantHinH–svb’HisHassociatedHwithHosteoarthritisWHAmericanhJournalhofhHumanhGeneticsUH2011UHhiUHddfVeY11 102

44
wenomeVwideHassociationHandHgeneticHfunctionalHstudiesHidentifyHautismHsusceptibilityHcandidateHbH
geneHQqUTSbRHinHtheHregulationHofHalcoholHconsumptionWHProceedingshofhthehNationalhAcademyhofh
ScienceshofhthehUnitedhStateshofhAmericaUH2011UHaYhUHgaaiVbd

11.5 218

(2011-2012)
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43 –etaVanalysisHofHgenomeVwideHassociationHstudiesHidentifiesHcommonHvariantsHinHsT  qbH
associatedHwithHexcitementVseekingWHTranslationalhPsychiatryUH2011UHaUHedi 8.6 84

42 wenomeVwideHassociationHstudyHidentifiesHsixHnewHlociHinfluencingHpulseHpressureHandHmeanHarterialH
pressureWHNaturehGeneticsUH2011UHdcUHaYYeVaa 36.3 338

41 qHgenomeVwideHscreenHforHinteractionsHrevealsHaHnewHlocusHonHdpaeHmodifyingHtheHeffectHofH
waistVtoVhipHratioHonHtotalHcholesterolWHPLoShGeneticsUH2011UHgUHeaYYbccc 6 25

40 qHnewHhighlyHpenetrantHformHofHobesityHdueHtoHdeletionsHonHchromosomeHafpaaWbWHNatureUH2010UH
dfcUHfgaVe 50.4 403

39 xundredsHofHvariantsHclusteredHinHgenomicHlociHandHbiologicalHpathwaysHaffectHhumanHheightWH
NatureUH2010UHdfgUHhcbVh 50.4 1514

38 sommonHvariantsHinH~s  cHareHassociatedHwithHloneHatrialHfibrillationWHNaturehGeneticsUH2010UHdbUHbdYVd 36.3 362

37 SequenceHvariantsHatHsxR rcVsxR qfHandHsYPbqfHaffectHsmokingHbehaviorWHNaturehGeneticsUH2010
UHdbUHddhVec 36.3 582

36 –etaVanalysisHidentifiesHacHnewHlociHassociatedHwithHwaistVhipHratioHandHrevealsHsexualHdimorphismH
inHtheHgeneticHbasisHofHfatHdistributionWHNaturehGeneticsUH2010UHdbUHidiVfY 36.3 724

35 qssociationHanalysesHofHbdiUgifHindividualsHrevealHahHnewHlociHassociatedHwithHbodyHmassHindexWH
NaturehGeneticsUH2010UHdbUHicgVdh 36.3 2267

34 ThirtyHnewHlociHforHageHatHmenarcheHidentifiedHbyHaHmetaVanalysisHofHgenomeVwideHassociationH
studiesWHNaturehGeneticsUH2010UHdbUHaYggVhe 36.3 372

33 weneticHstructureHofHuuropeansjHaHviewHfromHtheH orthVuastWHPLoShONEUH2009UHdUHeedgb 3.7 237

32 wenomeVwideHstudyHidentifiesHassociationHbetweenHx’qVrSeejYaHandHpenicillinHallergy 2

31 xaplotypeHsharingHprovidesHinsightsHintoHfineVscaleHpopulationHhistoryHandHdiseaseHinHvinland 2

30 teepVcoverageHwholeHgenomeHsequencesHandHbloodHlipidsHamongHafUcbdHindividuals 4

29 teepHcoverageHwholeHgenomeHsequencesHandHplasmaHlipoproteinQaRHinHindividualsHofHuuropeanHandH
qfricanHancestries 1

28 ymprovedHpolygenicHpredictionHbyHrayesianHmultipleHregressionHonHsummaryHstatistics 2

27 wenomeVwideHassociationHstudyHprovidesHnewHinsightsHintoHtheHgeneticHarchitectureHandH
pathogenesisHofHheartHfailure 2

26 weneticHqssociationsHwithHSubjectiveHWellVreingHqlsoHymplicateHtepressionHandH euroticism 7
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25 –egaVanalysisHofHcaUcifHindividualsHfromHfHcountriesHuncoversHstrongHgeneVenvironmentH
interactionHforHhumanHfertility 7

24 sonstraintsHonHeQT’HfineHmappingHinHtheHpresenceHofHmultiVsiteHlocalHregulationHofHgeneHexpression 1

23  ovelHbloodHpressureHlocusHandHgeneHdiscoveryHusingHwWqSHandHexpressionHdatasetsHfromHbloodH
andHtheHkidney 1

22 WidespreadHsignaturesHofHnegativeHselectionHinHtheHgeneticHarchitectureHofHhumanHcomplexHtraits 7

21 wenomeVwideHassociationHanalysesHidentifyHddHriskHvariantsHandHrefineHtheHgeneticHarchitectureHofH
majorHdepressiveHdisorder 21

20 wenomeVwideHassociationHstudyHidentifiesHcYH’ociHqssociatedHwithHripolarHtisorder 28

19 weneticHanalysisHofHoverHoneHmillionHpeopleHidentifiesHeceHnovelHlociHforHbloodHpressure 4

18 TheHPolygenicHandH–onogenicHrasisHofHrloodHTraitsHandHtiseases 3

17 wenomicHevaluationHofHcirculatingHproteinsHforHdrugHtargetHcharacterisationHandHprecisionHmedicine 5

16 wenomicHandHphenomicHinsightsHfromHanHatlasHofHgeneticHeffectsHonHt qHmethylation 7

15 wenomeVwideHScreenHofHβtosclerosisHinHPopulationHriobanksjHahH’ociHandHSharedHxeritabilityHwithH
SkeletalHStructure 3

14 tissectingHtheHsharedHgeneticHarchitectureHofHsuicideHattemptUHpsychiatricHdisordersHandHknownHriskHfactors 2

13 ydentifyingHtissuesHimplicatedHinHqnorexiaH ervosaHusingHTranscriptomicHymputation 1

12 ProteinVsodingHVariantsHymplicateH ovelHwenesHRelatedHtoH’ipidHxomeostasisHsontributingHtoHrodyH
vatHtistribution 1

11 wenomicHunderpinningsHofHlifespanHallowHpredictionHandHrevealHbasisHinHmodernHrisks 1

10 wenomicHanalysisHofHdietHcompositionHfindsHnovelHlociHandHassociationsHwithHhealthHandHlifestyle 6

9 TheHeffectHofHXVlinkedHdosageHcompensationHonHcomplexHtraitHvariation 2

8 UnravelingHtheHpolygenicHarchitectureHofHcomplexHtraitsHusingHbloodHeQT’Hmetaanalysis 175
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7 –ultiVancestryHanalysisHofHgeneVsleepHinteractionsHinHabfUibfHindividualsHidentifiesHmultipleHnovelH
bloodHlipidHlociHthatHcontributeHtoHourHunderstandingHofHsleepVassociatedHadverseHbloodHlipidHprofile 1

6 xumanHlossVofVfunctionHvariantsHsuggestHthatHpartialH’RR~bHinhibitionHisHaHsafeHtherapeuticHstrategyH
forHParkinsonâ��sHdisease 7

5 qdvantagesHofHgenotypeHimputationHwithHethnicallyHmatchedHreferenceHpanelHforHrareHvariantH
associationHanalyses 5

4 qlleleVspecificHexpressionHchangesHdynamicallyHduringHTHcellHactivationHinHx’qHandHotherH
autoimmuneHloci 4

3 UsingHgeneticHvariationHtoHdisentangleHtheHcomplexHrelationshipHbetweenHfoodHintakeHandHhealthHoutcomes 6

2 wenomicHanalysesHforHageHatHmenarcheHidentifyHchiHindependentHsignalsHandHindicateH
r–yVindependentHeffectsHofHpubertyHtimingHonHcancerHsusceptibility 1

1 vinnwenjHUniqueHgeneticHinsightsHfromHcombiningHisolatedHpopulationHandHnationalHhealthHregisterHdata 11
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