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386 TheISequenceIplignmentX apIformatIandISp toolsWIBioinformaticsUI2009UIadUIaYfgVh 7.2 30805

385 pIglobalIreferenceIforIhumanIgeneticIvariationWINatureUI2015UIdaeUIegVfc 50.4 8599

384 TheIvariantIcallIformatIandIVrutoolsWIBioinformaticsUI2011UIafUIaZdeVg 7.2 6200

383 pImapIofIhumanIgenomeIvariationIfromIpopulationVscaleIsequencingWINatureUI2010UIcefUIZYeZVfb 50.4 6142

382 pnIintegratedImapIofIgeneticIvariationIfromIZUYhaIhumanIgenomesWINatureUI2012UIchZUIdeVed 50.4 6049

381 pIsecondIgenerationIhumanIhaplotypeImapIofIoverIbWZImillionISNPsWINatureUI2007UIcchUIgdZVeZ 50.4 3647

380  erlinVVrapidIanalysisIofIdenseIgeneticImapsIusingIsparseIgeneIflowItreesWINaturegGeneticsUI2002UI
bYUIhfVZYZ 36.3 2878

379 qiologicalUIclinicalIandIpopulationIrelevanceIofIhdIlociIforIbloodIlipidsWINatureUI2010UIceeUIfYfVZb 50.4 2742

378  tTp~iIfastIandIefficientImetaVanalysisIofIgenomewideIassociationIscansWIBioinformaticsUI2010UIaeUIaZhYVZ7.2 2697

377 veneticIstudiesIofIbodyImassIindexIyieldInewIinsightsIforIobesityIbiologyWINatureUI2015UIdZgUIZhfVaYe 50.4 2687

376 pIgenomeVwideIassociationIstudyIofItypeIaIdiabetesIinIuinnsIdetectsImultipleIsusceptibilityI
variantsWIScienceUI2007UIbZeUIZbcZVd 33.3 2269

375 pssociationIanalysesIofIachUfheIindividualsIrevealIZgInewIlociIassociatedIwithIbodyImassIindexWI
NaturegGeneticsUI2010UIcaUIhbfVcg 36.3 2267

374 venomeVwideIassociationIstudiesIforIcomplexItraitsiIconsensusUIuncertaintyIandIchallengesWINatureg
ReviewsgGeneticsUI2008UIhUIbdeVeh 30.1 2126

373 ~ocusZoomiIregionalIvisualizationIofIgenomeVwideIassociationIscanIresultsWIBioinformaticsUI2010UI
aeUIabbeVf 7.2 1751

372  arwiIusingIsequenceIandIgenotypeIdataItoIestimateIhaplotypesIandIunobservedIgenotypesWI
GeneticgEpidemiologyUI2010UIbcUIgZeVbc 2.6 1535

371 PlasmaIws~IcholesterolIandIriskIofImyocardialIinfarctioniIaImendelianIrandomisationIstudyWILancetvg
TheUI2012UIbgYUIdfaVgY 40 1523

370 wundredsIofIvariantsIclusteredIinIgenomicIlociIandIbiologicalIpathwaysIaffectIhumanIheightWI
NatureUI2010UIcefUIgbaVg 50.4 1514
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369 ~argeVscaleIassociationIanalysisIprovidesIinsightsIintoItheIgeneticIarchitectureIandIpathophysiologyI
ofItypeIaIdiabetesWINaturegGeneticsUI2012UIccUIhgZVhY 36.3 1482

368 TwelveItypeIaIdiabetesIsusceptibilityIlociIidentifiedIthroughIlargeVscaleIassociationIanalysisWINatureg
GeneticsUI2010UIcaUIdfhVgh 36.3 1449

367 pIreferenceIpanelIofIecUhfeIhaplotypesIforIgenotypeIimputationWINaturegGeneticsUI2016UIcgUIZafhVgb 36.3 1447

366 NextVgenerationIgenotypeIimputationIserviceIandImethodsWINaturegGeneticsUI2016UIcgUIZagcVZagf 36.3 1369

365 SixInewIlociIassociatedIwithIbodyImassIindexIhighlightIaIneuronalIinfluenceIonIbodyIweightI
regulationWINaturegGeneticsUI2009UIcZUIadVbc 36.3 1368

364 venomeVwideIdetectionIandIcharacterizationIofIpositiveIselectionIinIhumanIpopulationsWINatureUI
2007UIcchUIhZbVg 50.4 1367

363 ReplicatingIgenotypeVphenotypeIassociationsWINatureUI2007UIccfUIeddVeY 50.4 1363

362 sefiningItheIroleIofIcommonIvariationIinItheIgenomicIandIbiologicalIarchitectureIofIadultIhumanI
heightWINaturegGeneticsUI2014UIceUIZZfbVge 36.3 1339

361 NewlyIidentifiedIlociIthatIinfluenceIlipidIconcentrationsIandIriskIofIcoronaryIarteryIdiseaseWINatureg
GeneticsUI2008UIcYUIZeZVh 36.3 1304

360 uastIandIaccurateIgenotypeIimputationIinIgenomeVwideIassociationIstudiesIthroughIpreVphasingWI
NaturegGeneticsUI2012UIccUIhddVh 36.3 1292

359 tvolutionIandIfunctionalIimpactIofIrareIcodingIvariationIfromIdeepIsequencingIofIhumanIexomesWI
ScienceUI2012UIbbfUIecVh 33.3 1280

358 venomeVwideIassociationIscanIshowsIgeneticIvariantsIinItheIuT₁IgeneIareIassociatedIwithI
obesityVrelatedItraitsWIPLoSgGeneticsUI2007UIbUIeZZd 6 1231

357 veneticIvariantsIregulatingI₁R s~bIexpressionIcontributeItoItheIriskIofIchildhoodIasthmaWINatureUI
2007UIccgUIcfYVb 50.4 1201

356 rommonIvariantsIatIbYIlociIcontributeItoIpolygenicIdyslipidemiaWINaturegGeneticsUI2009UIcZUIdeVed 36.3 1095

355 pInoteIonIexactItestsIofIwardyVWeinbergIequilibriumWIAmericangJournalgofgHumangGeneticsUI2005UI
feUIggfVhb 11 1064

354 rommonIvariantsInearI rcRIareIassociatedIwithIfatImassUIweightIandIriskIofIobesityWINatureg
GeneticsUI2008UIcYUIfegVfd 36.3 1048

353 yointIanalysisIisImoreIefficientIthanIreplicationVbasedIanalysisIforItwoVstageIgenomeVwideI
associationIstudiesWINaturegGeneticsUI2006UIbgUIaYhVZb 36.3 1040

352 venomeVwideIscanIrevealsIassociationIofIpsoriasisIwithIx~VabIandINuVkappaqIpathwaysWINatureg
GeneticsUI2009UIcZUIZhhVaYc 36.3 1038
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351 venomeVwideIassociationIstudyIidentifiesIeightIlociIassociatedIwithIbloodIpressureWINatureg
GeneticsUI2009UIcZUIeeeVfe 36.3 970

350 NewIgeneticIlociIlinkIadiposeIandIinsulinIbiologyItoIbodyIfatIdistributionWINatureUI2015UIdZgUIZgfVZhe 50.4 920

349 venotypeIimputationWIAnnualgReviewgofgGenomicsgandgHumangGeneticsUI2009UIZYUIbgfVcYe 9.7 812

348 pIgenomeVwideIassociationIstudyIofIglobalIgeneIexpressionWINaturegGeneticsUI2007UIbhUIZaYaVf 36.3 801

347 venomeVwideItransVancestryImetaVanalysisIprovidesIinsightIintoItheIgeneticIarchitectureIofItypeIaI
diabetesIsusceptibilityWINaturegGeneticsUI2014UIceUIabcVcc 36.3 784

346 pIlargeIgenomeVwideIassociationIstudyIofIageVrelatedImacularIdegenerationIhighlightsI
contributionsIofIrareIandIcommonIvariantsWINaturegGeneticsUI2016UIcgUIZbcVcb 36.3 769

345  etaVanalysisIidentifiesIZbInewIlociIassociatedIwithIwaistVhipIratioIandIrevealsIsexualIdimorphismI
inItheIgeneticIbasisIofIfatIdistributionWINaturegGeneticsUI2010UIcaUIhchVeY 36.3 724

344 pnalysisIofIeUdZdIexomesIrevealsItheIrecentIoriginIofImostIhumanIproteinVcodingIvariantsWINatureUI
2013UIchbUIaZeVaY 50.4 723

343 ~ossVofVfunctionImutationsIinIpP₁rbUItriglyceridesUIandIcoronaryIdiseaseWINewgEnglandgJournalgofg
MedicineUI2014UIbfZUIaaVbZ 59.2 721

342 TheIgeneticIarchitectureIofItypeIaIdiabetesWINatureUI2016UIdbeUIcZVcf 50.4 704

341 ReferenceVbasedIphasingIusingItheIwaplotypeIReferenceIronsortiumIpanelWINaturegGeneticsUI2016UI
cgUIZccbVZccg 36.3 699

340 xdentificationIofIZdInewIpsoriasisIsusceptibilityIlociIhighlightsItheIroleIofIinnateIimmunityWINatureg
GeneticsUI2012UIccUIZbcZVg 36.3 681

339 uineVmappingItypeIaIdiabetesIlociItoIsingleVvariantIresolutionIusingIhighVdensityIimputationIandI
isletVspecificIepigenomeImapsWINaturegGeneticsUI2018UIdYUIZdYdVZdZb 36.3 675

338  appingIcomplexIdiseaseItraitsIwithIglobalIgeneIexpressionWINaturegReviewsgGeneticsUI2009UIZYUIZgcVhc 30.1 658

337 rommonIvariantsIassociatedIwithIplasmaItriglyceridesIandIriskIforIcoronaryIarteryIdiseaseWINatureg
GeneticsUI2013UIcdUIZbcdVda 36.3 597

336 RareVvariantIassociationIanalysisiIstudyIdesignsIandIstatisticalItestsWIAmericangJournalgofgHumang
GeneticsUI2014UIhdUIdVab 11 596

335 VariantsIinI TNRZqIinfluenceIfastingIglucoseIlevelsWINaturegGeneticsUI2009UIcZUIffVgZ 36.3 584

334 SevenInewIlociIassociatedIwithIageVrelatedImacularIdegenerationWINaturegGeneticsUI2013UIcdUIcbbVhUIcbheZVa36.3 577
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333 pnIabundanceIofIrareIfunctionalIvariantsIinIaYaIdrugItargetIgenesIsequencedIinIZcUYYaIpeopleWI
ScienceUI2012UIbbfUIZYYVc 33.3 523

332  etaVanalysisIandIimputationIrefinesItheIassociationIofIZdqadIwithIsmokingIquantityWINatureg
GeneticsUI2010UIcaUIcbeVcY 36.3 521

331 pssociationIstudiesIofIupItoIZWaImillionIindividualsIyieldInewIinsightsIintoItheIgeneticIetiologyIofI
tobaccoIandIalcoholIuseWINaturegGeneticsUI2019UIdZUIabfVacc 36.3 516

330 xdentificationIofItenIlociIassociatedIwithIheightIhighlightsInewIbiologicalIpathwaysIinIhumanI
growthWINaturegGeneticsUI2008UIcYUIdgcVhZ 36.3 482

329
venomeVwideIassociationIstudyIshowsIqr~ZZpIassociatedIwithIpersistentIfetalIhemoglobinIandI
ameliorationIofItheIphenotypeIofIbetaVthalassemiaWIProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaUI2008UIZYdUIZeaYVd

11.5 469

328 txomeIsequencingIidentifiesIrareI~s~RIandIpP₁pdIallelesIconferringIriskIforImyocardialIinfarctionWI
NatureUI2015UIdZgUIZYaVe 50.4 463

327 SequenceIandIhaplotypeIanalysisIsupportsIw~pVrIasItheIpsoriasisIsusceptibilityIZIgeneWIAmericang
JournalgofgHumangGeneticsUI2006UIfgUIgafVgdZ 11 441

326 venomeVwideImetaVanalysisIidentifiesIZZInewIlociIforIanthropometricItraitsIandIprovidesIinsightsI
intoIgeneticIarchitectureWINaturegGeneticsUI2013UIcdUIdYZVZa 36.3 437

325
veneticIvariantsInearITx PbIandIhighVdensityIlipoproteinVassociatedIlociIinfluenceIsusceptibilityItoI
ageVrelatedImacularIdegenerationWIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedg
StatesgofgAmericaUI2010UIZYfUIfcYZVe

11.5 417

324 venomeVwideIassociationIstudyIidentifiesIlociIinfluencingIconcentrationsIofIliverIenzymesIinI
plasmaWINaturegGeneticsUI2011UIcbUIZZbZVg 36.3 415

323 pnItxpandedIvenomeVWideIpssociationIStudyIofITypeIaIsiabetesIinIturopeansWIDiabetesUI2017UIeeUIagggVahYa0.9 414

322 RareIandIlowVfrequencyIcodingIvariantsIalterIhumanIadultIheightWINatureUI2017UIdcaUIZgeVZhY 50.4 412

321 venomeVwideIassociationIstudyIinIindividualsIofISouthIpsianIancestryIidentifiesIsixInewItypeIaI
diabetesIsusceptibilityIlociWINaturegGeneticsUI2011UIcbUIhgcVh 36.3 406

320 seletionIofItheIlateIcornifiedIenvelopeI~rtbqIandI~rtbrIgenesIasIaIsusceptibilityIfactorIforI
psoriasisWINaturegGeneticsUI2009UIcZUIaZZVd 36.3 405

319 weritabilityIofIcardiovascularIandIpersonalityItraitsIinIeUZcgISardiniansWIPLoSgGeneticsUI2006UIaUIeZba 6 401

318 TheImetabochipUIaIcustomIgenotypingIarrayIforIgeneticIstudiesIofImetabolicUIcardiovascularUIandI
anthropometricItraitsWIPLoSgGeneticsUI2012UIgUIeZYYafhb 6 395

317 venomeVwideIassociationIscanImetaVanalysisIidentifiesIthreeI~ociIinfluencingIadiposityIandIfatI
distributionWIPLoSgGeneticsUI2009UIdUIeZYYYdYg 6 393

316 veneticIanalysisIofIoverIZImillionIpeopleIidentifiesIdbdInewIlociIassociatedIwithIbloodIpressureI
traitsWINaturegGeneticsUI2018UIdYUIZcZaVZcad 36.3 386
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315 tfficientlyIcontrollingIforIcaseVcontrolIimbalanceIandIsampleIrelatednessIinIlargeVscaleIgeneticI
associationIstudiesWINaturegGeneticsUI2018UIdYUIZbbdVZbcZ 36.3 375

314
pIvariantIofImitochondrialIproteinI~₁rbgffZdXpR SaUInotIwTRpZUIisIstronglyIassociatedIwithI
ageVrelatedImacularIdegenerationWIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedg
StatesgofgAmericaUI2007UIZYcUIZeaafVba

11.5 356

313 PtsSTpTSiIdescriptiveIstatisticsUIgraphicsIandIqualityIassessmentIforIgeneImappingIdataWI
BioinformaticsUI2005UIaZUIbccdVf 7.2 356

312 uamilyVbasedIassociationItestsIforIgenomewideIassociationIscansWIAmericangJournalgofgHumang
GeneticsUI2007UIgZUIhZbVae 11 353

311 pIfirstVgenerationIlinkageIdisequilibriumImapIofIhumanIchromosomeIaaWINatureUI2002UIcZgUIdccVg 50.4 342

310 venomeVwideIassociationIstudyIofIPRIintervalWINaturegGeneticsUI2010UIcaUIZdbVh 36.3 340

309 venomeVwideIassociationIstudyIidentifiesIsixInewIlociIinfluencingIpulseIpressureIandImeanIarterialI
pressureWINaturegGeneticsUI2011UIcbUIZYYdVZZ 36.3 338

308 veneIpolymorphismIinINethertonIandIcommonIatopicIdiseaseWINaturegGeneticsUI2001UIahUIZfdVg 36.3 327

307 RareIvariantIinIscavengerIreceptorIqxIraisesIws~IcholesterolIandIincreasesIriskIofIcoronaryIheartI
diseaseWIScienceUI2016UIbdZUIZZeeVfZ 33.3 325

306 veneticIvariantsIinfluencingIcirculatingIlipidIlevelsIandIriskIofIcoronaryIarteryIdiseaseWI
ArteriosclerosisvgThrombosisvgandgVasculargBiologyUI2010UIbYUIaaecVfe 9.4 318

305 rommonIvariantsIinItheIvsudVUQrrIregionIareIassociatedIwithIvariationIinIhumanIheightWINatureg
GeneticsUI2008UIcYUIZhgVaYb 36.3 315

304 rommonIvariantsIatIZYIgenomicIlociIinfluenceIhemoglobinIpâ��QrRIlevelsIviaIglycemicIandI
nonglycemicIpathwaysWIDiabetesUI2010UIdhUIbaahVbh 0.9 314

303 txomeVwideIassociationIstudyIofIplasmaIlipidsIinImbYYUYYYIindividualsWINaturegGeneticsUI2017UIchUIZfdgVZfee36.3 310

302 rommonIvariantsIatItenIlociImodulateItheIQTIintervalIdurationIinItheIQTSrsIStudyWINatureg
GeneticsUI2009UIcZUIcYfVZc 36.3 308

301 xnactivatingImutationsIinINPrZ~ZIandIprotectionIfromIcoronaryIheartIdiseaseWINewgEnglandgJournalg
ofgMedicineUI2014UIbfZUIaYfaVga 59.2 307

300 uT₁IgenotypeIisIassociatedIwithIphenotypicIvariabilityIofIbodyImassIindexWINatureUI2012UIchYUIaefVfa 50.4 304

299 veneticIlinkageIofIchildhoodIatopicIdermatitisItoIpsoriasisIsusceptibilityIlociWINaturegGeneticsUI2001UI
afUIbfaVb 36.3 303

298 venomeVwideIassociationIstudyIofIplasmaIpolyunsaturatedIfattyIacidsIinItheIxnrwxpNTxIStudyWIPLoSg
GeneticsUI2009UIdUIeZYYYbbg 6 300
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297 StrongIassociationIofItheIYcYawIvariantIinIcomplementIfactorIwIatIZqbaIwithIsusceptibilityItoI
ageVrelatedImacularIdegenerationWIAmericangJournalgofgHumangGeneticsUI2005UIffUIZchVdb 11 298

296 setectingIandIestimatingIcontaminationIofIhumanIsNpIsamplesIinIsequencingIandIarrayVbasedI
genotypeIdataWIAmericangJournalgofgHumangGeneticsUI2012UIhZUIgbhVcg 11 295

295 UsingIhaplotypeIblocksItoImapIhumanIcomplexItraitIlociWITrendsgingGeneticsUI2003UIZhUIZbdVcY 8.5 293

294 ruwIhaplotypesIwithoutItheIYcYawIcodingIvariantIshowIstrongIassociationIwithIsusceptibilityItoI
ageVrelatedImacularIdegenerationWINaturegGeneticsUI2006UIbgUIZYchVdc 36.3 291

293 txtentIandIdistributionIofIlinkageIdisequilibriumIinIthreeIgenomicIregionsWIAmericangJournalgofg
HumangGeneticsUI2001UIegUIZhZVZhf 11 285

292 venomeVwideIassociationIstudyIidentifiesIaIpsoriasisIsusceptibilityIlocusIatITRpubxPaWINatureg
GeneticsUI2010UIcaUIhhZVd 36.3 283

291 PositionalIcloningIofIaInovelIgeneIinfluencingIasthmaIfromIchromosomeIaqZcWINaturegGeneticsUI
2003UIbdUIadgVeb 36.3 283

290 SexVstratifiedIgenomeVwideIassociationIstudiesIincludingIafYUYYYIindividualsIshowIsexualI
dimorphismIinIgeneticIlociIforIanthropometricItraitsWIPLoSgGeneticsUI2013UIhUIeZYYbdYY 6 277

289 PedigreeItestsIofItransmissionIdisequilibriumWIEuropeangJournalgofgHumangGeneticsUI2000UIgUIdcdVdZ 5.3 274

288 SequencingIofIdbUgbZIdiverseIgenomesIfromItheINw~qxIT₁P edIProgramWINatureUI2021UIdhYUIahYVahh 50.4 268

287 pIcomparisonIofIphasingIalgorithmsIforItriosIandIunrelatedIindividualsWIAmericangJournalgofgHumang
GeneticsUI2006UIfgUIcbfVdY 11 267

286 PositionalIcloningIofIaIquantitativeItraitIlocusIonIchromosomeIZbqZcIthatIinfluencesI
immunoglobulinItIlevelsIandIasthmaWINaturegGeneticsUI2003UIbcUIZgZVe 36.3 263

285 veneticsIofIbloodIlipidsIamongI~bYYUYYYImultiVethnicIparticipantsIofItheI illionIVeteranIProgramWI
NaturegGeneticsUI2018UIdYUIZdZcVZdab 36.3 260

284 NewImodelsIofIcollaborationIinIgenomeVwideIassociationIstudiesiItheIveneticIpssociationI
xnformationINetworkWINaturegGeneticsUI2007UIbhUIZYcdVdZ 36.3 258

283 SharedIgeneticIoriginIofIasthmaUIhayIfeverIandIeczemaIelucidatesIallergicIdiseaseIbiologyWINatureg
GeneticsUI2017UIchUIZfdaVZfdf 36.3 256

282 qiobankVdrivenIgenomicIdiscoveryIyieldsInewIinsightIintoIatrialIfibrillationIbiologyWINaturegGeneticsUI
2018UIdYUIZabcVZabh 36.3 254

281 venomeVwideIassociationIanalysisIidentifiesIthreeIpsoriasisIsusceptibilityIlociWINaturegGeneticsUI
2010UIcaUIZYYYVc 36.3 251

280 PowerfulIregressionVbasedIquantitativeVtraitIlinkageIanalysisIofIgeneralIpedigreesWIAmericang
JournalgofgHumangGeneticsUI2002UIfZUIabgVdb 11 250
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279 ~owVcoverageIsequencingiIimplicationsIforIdesignIofIcomplexItraitIassociationIstudiesWIGenomeg
ResearchUI2011UIaZUIhcYVdZ 9.7 231

278 wandlingImarkerVmarkerIlinkageIdisequilibriumiIpedigreeIanalysisIwithIclusteredImarkersWIAmericang
JournalgofgHumangGeneticsUI2005UIffUIfdcVef 11 228

277 UnifiedIrepresentationIofIgeneticIvariantsWIBioinformaticsUI2015UIbZUIaaYaVc 7.2 226

276 ~argeVscaleIgenomicIanalysesIlinkIreproductiveIagingItoIhypothalamicIsignalingUIbreastIcancerI
susceptibilityIandIqRrpZVmediatedIsNpIrepairWINaturegGeneticsUI2015UIcfUIZahcVZbYb 36.3 226

275 rombinedIanalysisIofIgenomeVwideIassociationIstudiesIforIrrohnIdiseaseIandIpsoriasisIidentifiesI
sevenIsharedIsusceptibilityIlociWIAmericangJournalgofgHumangGeneticsUI2012UIhYUIebeVcf 11 224

274
xmpactIofIcommonIgeneticIdeterminantsIofIwemoglobinIpZcIonItypeIaIdiabetesIriskIandIdiagnosisI
inIancestrallyIdiverseIpopulationsiIpItransethnicIgenomeVwideImetaVanalysisWIPLoSgMedicineUI2017UI
ZcUIeZYYabgb

11.6 223

273
rommonImissenseIvariantIinItheIglucokinaseIregulatoryIproteinIgeneIisIassociatedIwithIincreasedI
plasmaItriglycerideIandIrVreactiveIproteinIbutIlowerIfastingIglucoseIconcentrationsWIDiabetesUI2008
UIdfUIbZZaVaZ

0.9 223

272  etaVanalysisIofIvenomeVwideIpssociationIStudiesIforINeuroticismUIandItheIPolygenicIpssociationI
WithI ajorIsepressiveIsisorderWIJAMAgPsychiatryUI2015UIfaUIecaVdY 14.5 222

271 TheIxnfluenceIofIpgeIandISexIonIveneticIpssociationsIwithIpdultIqodyISizeIandIShapeiIpI
~argeVScaleIvenomeVWideIxnteractionIStudyWIPLoSgGeneticsUI2015UIZZUIeZYYdbfg 6 220

270 UnravelingIaImultifactorialIlateVonsetIdiseaseiIfromIgeneticIsusceptibilityItoIdiseaseImechanismsI
forIageVrelatedImacularIdegenerationWIAnnualgReviewgofgGenomicsgandgHumangGeneticsUI2009UIZYUIZhVcb 9.7 217

269 TheIv~UThIgeneIisIassociatedIwithIserumIuricIacidIlevelsIinISardiniaIandIrhiantiIcohortsWIPLoSg
GeneticsUI2007UIbUIeZhc 6 217

268 SystematicIevaluationIofIcodingIvariationIidentifiesIaIcandidateIcausalIvariantIinIT eSuaI
influencingItotalIcholesterolIandImyocardialIinfarctionIriskWINaturegGeneticsUI2014UIceUIbcdVdZ 36.3 213

267 txomeIarrayIanalysisIidentifiesInewIlociIandIlowVfrequencyIvariantsIinfluencingIinsulinIprocessingI
andIsecretionWINaturegGeneticsUI2013UIcdUIZhfVaYZ 36.3 212

266  olecularIdissectionIofIpsoriasisiIintegratingIgeneticsIandIbiologyWIJournalgofgInvestigativeg
DermatologyUI2010UIZbYUIZaZbVae 4.3 206

265 veneticIlociIinfluencingIkidneyIfunctionIandIchronicIkidneyIdiseaseWINaturegGeneticsUI2010UIcaUIbfbVd 36.3 205

264 PunctuatedIburstsIinIhumanImaleIdemographyIinferredIfromIZUaccIworldwideIYVchromosomeI
sequencesWINaturegGeneticsUI2016UIcgUIdhbVh 36.3 204

263 RVTtSTSiIanIefficientIandIcomprehensiveItoolIforIrareIvariantIassociationIanalysisIusingIsequenceI
dataWIBioinformaticsUI2016UIbaUIZcabVe 7.2 199

262 veneticIassociationIstudyIofIQTIintervalIhighlightsIroleIforIcalciumIsignalingIpathwaysIinI
myocardialIrepolarizationWINaturegGeneticsUI2014UIceUIgaeVbe 36.3 199
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261 ₁verexpressionIofItheIrytokineIqpuuIandIputoimmunityIRiskWINewgEnglandgJournalgofgMedicineUI
2017UIbfeUIZeZdVZeae 59.2 198

260 taVaIproteinIandIuuchsPsIcornealIdystrophyWINewgEnglandgJournalgofgMedicineUI2010UIbebUIZYZeVac 59.2 197

259  etaVanalysisIofIgenomeIscansIofIageVrelatedImacularIdegenerationWIHumangMoleculargGeneticsUI
2005UIZcUIaadfVec 5.6 197

258 venomeVwideIassociationIstudyIofIvitaminIqeUIvitaminIqZaUIfolateUIandIhomocysteineIbloodI
concentrationsWIAmericangJournalgofgHumangGeneticsUI2009UIgcUIcffVga 11 193

257 venotypeVimputationIaccuracyIacrossIworldwideIhumanIpopulationsWIAmericangJournalgofgHumang
GeneticsUI2009UIgcUIabdVdY 11 191

256 PopulationIgeneticIdifferentiationIofIheightIandIbodyImassIindexIacrossIturopeWINaturegGeneticsUI
2015UIcfUIZbdfVea 36.3 186

255 ProteinValteringIvariantsIassociatedIwithIbodyImassIindexIimplicateIpathwaysIthatIcontrolIenergyI
intakeIandIexpenditureIinIobesityWINaturegGeneticsUI2018UIdYUIaeVcZ 36.3 186

254 venomeVwideIpssociationIpnalysisIofIPsoriaticIprthritisIandIrutaneousIPsoriasisIRevealsI
sifferencesIinITheirIveneticIprchitectureWIAmericangJournalgofgHumangGeneticsUI2015UIhfUIgZeVbe 11 185

253 pIgenomeVwideIassociationIstudyIonIpfricanVancestryIpopulationsIforIasthmaWIJournalgofgAllergyg
andgClinicalgImmunologyUI2010UIZadUIbbeVbceWec 11.5 179

252 venomeVwideIassociationIstudyIidentifiesIvariantsIinIT PRSSeIassociatedIwithIhemoglobinIlevelsWI
NaturegGeneticsUI2009UIcZUIZZfYVa 36.3 179

251 siscoveryIofIcommonIandIrareIgeneticIriskIvariantsIforIcolorectalIcancerWINaturegGeneticsUI2019UIdZUIfeVgf36.3 177

250 WholeVexomeIsequencingIidentifiesIrareIandIlowVfrequencyIcodingIvariantsIassociatedIwithI~s~I
cholesterolWIAmericangJournalgofgHumangGeneticsUI2014UIhcUIabbVcd 11 170

249  etaVanalysisIofIgenomeVwideIassociationIstudiesIfromItheIrwpRvtIconsortiumIidentifiesIcommonI
variantsIassociatedIwithIcarotidIintimaImediaIthicknessIandIplaqueWINaturegGeneticsUI2011UIcbUIhcYVf 36.3 168

248 veneticIvariationIinItheIaaqZZIlocusIandIsusceptibilityItoIschizophreniaWIProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaUI2002UIhhUIZegdhVec 11.5 168

247 TollVlikeIreceptorIcIvariantIsahhvIisIassociatedIwithIsusceptibilityItoIageVrelatedImacularI
degenerationWIHumangMoleculargGeneticsUI2005UIZcUIZcchVdd 5.6 158

246 pnIefficientIandIscalableIanalysisIframeworkIforIvariantIextractionIandIrefinementIfromI
populationVscaleIsNpIsequenceIdataWIGenomegResearchUI2015UIadUIhZgVad 9.7 155

245 pssessmentIofItheIpsoriaticItranscriptomeIinIaIlargeIsampleiIadditionalIregulatedIgenesIandI
comparisonsIwithIinIvitroImodelsWIJournalgofgInvestigativegDermatologyUI2010UIZbYUIZgahVcY 4.3 155

244 uineImappingImajorIhistocompatibilityIcomplexIassociationsIinIpsoriasisIandIitsIclinicalIsubtypesWI
AmericangJournalgofgHumangGeneticsUI2014UIhdUIZeaVfa 11 151

(2014-2017)
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243 veneticIsusceptibilityItoIageVrelatedImacularIdegenerationiIaIparadigmIforIdissectingIcomplexI
diseaseItraitsWIHumangMoleculargGeneticsUI2007UIZeISpecINoWIaUIRZfcVga 5.6 146

242 veneIexpressionIinIskinIandIlymphoblastoidIcellsiIRefinedIstatisticalImethodIrevealsIextensiveI
overlapIinIcisVeQT~IsignalsWIAmericangJournalgofgHumangGeneticsUI2010UIgfUIffhVgh 11 144

241  etaVanalysisIofIgeneVlevelItestsIforIrareIvariantIassociationWINaturegGeneticsUI2014UIceUIaYYVc 36.3 142

240 pgeVrelatedImacularIdegenerationiIaIhighVresolutionIgenomeIscanIforIsusceptibilityIlociIinIaI
populationIenrichedIforIlateVstageIdiseaseWIAmericangJournalgofgHumangGeneticsUI2004UIfcUIcgaVhc 11 141

239 qloodIpressureIlociIidentifiedIwithIaIgeneVcentricIarrayWIAmericangJournalgofgHumangGeneticsUI2011UI
ghUIeggVfYY 11 137

238 ~argeIscaleImetaVanalysisIcharacterizesIgeneticIarchitectureIforIcommonIpsoriasisIassociatedI
variantsWINaturegCommunicationsUI2017UIgUIZdbga 17.4 136

237 VariantsIwithinItheIimmunoregulatoryIrq~qIgeneIareIassociatedIwithImultipleIsclerosisWINatureg
GeneticsUI2010UIcaUIchdVf 36.3 136

236 romparisonIofImethodsIthatIuseIwholeIgenomeIdataItoIestimateItheIheritabilityIandIgeneticI
architectureIofIcomplexItraitsWINaturegGeneticsUI2018UIdYUIfbfVfcd 36.3 131

235 txomeIsequencingIofIaYUfhZ´ casesIofItypeIaIdiabetesIandIacUccY´ controlsWINatureUI2019UIdfYUIfZVfe 50.4 129

234 venomeIsequencingIelucidatesISardinianIgeneticIarchitectureIandIaugmentsIassociationIanalysesI
forIlipidIandIbloodIinflammatoryImarkersWINaturegGeneticsUI2015UIcfUIZafaVZagZ 36.3 129

233 xnheritedIcausesIofIclonalIhaematopoiesisIinIhfUehZIwholeIgenomesWINatureUI2020UIdgeUIfebVfeg 50.4 127

232 PhenotypicIrharacterizationIofIvenetically´ ~oweredIwumanI~ipoproteinQaRI~evelsWIJournalgofgtheg
AmericangCollegegofgCardiologyUI2016UIegUIafeZVaffa 15.1 127

231 vlobalIgeneIexpressionIanalysisIrevealsIevidenceIforIdecreasedIlipidIbiosynthesisIandIincreasedI
innateIimmunityIinIuninvolvedIpsoriaticIskinWIJournalgofgInvestigativegDermatologyUI2009UIZahUIafhdVgYc 4.3 123

230  etaVanalysisIofIvenomeVWideIpssociationIStudiesIforItxtraversioniIuindingsIfromItheIveneticsIofI
PersonalityIronsortiumWIBehaviorgGeneticsUI2016UIceUIZfYVga 3.2 122

229 tnhancedImetaVanalysisIandIreplicationIstudiesIidentifyIfiveInewIpsoriasisIsusceptibilityIlociWINatureg
CommunicationsUI2015UIeUIfYYZ 17.4 122

228 xdentificationIofInovelIgeneticI~ociIassociatedIwithIthyroidIperoxidaseIantibodiesIandIclinicalI
thyroidIdiseaseWIPLoSgGeneticsUI2014UIZYUIeZYYcZab 6 122

227 txomeIsequencingIandIcharacterizationIofIchUheYIindividualsIinItheIUzIqiobankWINatureUI2020UIdgeUIfchVfde50.4 122

226 uineImappingIofIfiveIlociIassociatedIwithIlowVdensityIlipoproteinIcholesterolIdetectsIvariantsIthatI
doubleItheIexplainedIheritabilityWIPLoSgGeneticsUI2011UIfUIeZYYaZhg 6 118
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225 pIcrossVplatformIanalysisIofIZcUZffIexpressionIquantitativeItraitIlociIderivedIfromIlymphoblastoidI
cellIlinesWIGenomegResearchUI2013UIabUIfZeVae 9.7 117

224 pIgenomeVwideIassociationIanalysisIofIserumIironIconcentrationsWIBloodUI2010UIZZdUIhcVe 2.2 117

223
tlucidatingItheIgeneticIarchitectureIofIfamilialIschizophreniaIusingIrareIcopyInumberIvariantIandI
linkageIscansWIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaUI2009UI
ZYeUIZefceVdZ

11.5 115

222 pmeliorationIofISardinianIbetaYIthalassemiaIbyIgeneticImodifiersWIBloodUI2009UIZZcUIbhbdVf 2.2 115

221 xnIsilicoImethodIforIinferringIgenotypesIinIpedigreesWINaturegGeneticsUI2006UIbgUIZYYaVc 36.3 115

220 venomeVwideIassociationIscanIofItraitIdepressionWIBiologicalgPsychiatryUI2010UIegUIgZZVf 7.9 114

219 rommonIvariantsIinItheIS~r₁ZqbIlocusIareIassociatedIwithIbilirubinIlevelsIandIunconjugatedI
hyperbilirubinemiaWIHumangMoleculargGeneticsUI2009UIZgUIafZZVg 5.6 113

218 pIgenomeVwideIassociationIscanIonItheIlevelsIofImarkersIofIinflammationIinISardiniansIrevealsI
associationsIthatIunderpinIitsIcomplexIregulationWIPLoSgGeneticsUI2012UIgUIeZYYacgY 6 112

217 TheIimpactIofIgenotypingIerrorIonIfamilyVbasedIanalysisIofIquantitativeItraitsWIEuropeangJournalgofg
HumangGeneticsUI2001UIhUIZbYVc 5.3 112

216  ultipleI~ociIwithinItheImajorIhistocompatibilityIcomplexIconferIriskIofIpsoriasisWIPLoSgGeneticsUI
2009UIdUIeZYYYeYe 6 110

215 pssociationIofIRareIandIrommonIVariationIinItheI~ipoproteinI~ipaseIveneIWithIroronaryIprteryI
siseaseWIJAMAgwgJournalgofgthegAmericangMedicalgAssociationUI2017UIbZfUIhbfVhce 27.4 109

214 ₁ptimalIdesignsIforItwoVstageIgenomeVwideIassociationIstudiesWIGeneticgEpidemiologyUI2007UIbZUIffeVgg2.6 109

213 venomeVwideImetaVanalysisIofIacZUadgIadultsIaccountingIforIsmokingIbehaviourIidentifiesInovelI
lociIforIobesityItraitsWINaturegCommunicationsUI2017UIgUIZchff 17.4 105

212 PhosphodiesteraseIgqIgeneIvariantsIareIassociatedIwithIserumITSwIlevelsIandIthyroidIfunctionWI
AmericangJournalgofgHumangGeneticsUI2008UIgaUIZafYVgY 11 105

211 txomeIsequencingIandIcomplexIdiseaseiIpracticalIaspectsIofIrareIvariantIassociationIstudiesWI
HumangMoleculargGeneticsUI2012UIaZUIRZVh 5.6 104

210 yointImodelingIofIlinkageIandIassociationiIidentifyingISNPsIresponsibleIforIaIlinkageIsignalWI
AmericangJournalgofgHumangGeneticsUI2005UIfeUIhbcVch 11 104

209 venomeVwideIphysicalIactivityIinteractionsIinIadiposityIVIpImetaVanalysisIofIaYYUcdaIadultsWIPLoSg
GeneticsUI2017UIZbUIeZYYedag 6 103

208 tvidenceIofIassociationIofIpP₁tIwithIageVrelatedImacularIdegenerationiIaIpooledIanalysisIofIZdI
studiesWIHumangMutationUI2011UIbaUIZcYfVZe 4.7 99

(2011-2013)
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207 vtN₁ tiIaIrapidIcoalescentVbasedIwholeIgenomeIsimulatorWIBioinformaticsUI2007UIabUIZdedVf 7.2 97

206 WholeIgenomeIsequencingIinIpsychiatricIdisordersiItheIWvSPsIconsortiumWINaturegNeuroscienceUI
2017UIaYUIZeeZVZeeg 25.5 95

205 RetinalItranscriptomeIandIeQT~IanalysesIidentifyIgenesIassociatedIwithIageVrelatedImacularI
degenerationWINaturegGeneticsUI2019UIdZUIeYeVeZY 36.3 93

204 tfficientIstudyIdesignsIforItestIofIgeneticIassociationIusingIsibshipIdataIandIunrelatedIcasesIandI
controlsWIAmericangJournalgofgHumangGeneticsUI2006UIfgUIffgVfha 11 92

203 seepVcoverageIwholeIgenomeIsequencesIandIbloodIlipidsIamongIZeUbacIindividualsWINatureg
CommunicationsUI2018UIhUIbbhZ 17.4 90

202 venomeVwideIlinkageIanalysisIofIaIcompositeIindexIofIneuroticismIandImoodVrelatedIscalesIinI
extremeIselectedIsibshipsWIHumangMoleculargGeneticsUI2004UIZbUIaZfbVga 5.6 90

201 venomeVwideImetaVanalysisIofIpsoriaticIarthritisIidentifiesIsusceptibilityIlocusIatIRt~WIJournalgofg
InvestigativegDermatologyUI2012UIZbaUIZZbbVcY 4.3 89

200 uunctionalIgeneIgroupIanalysisIrevealsIaIroleIofIsynapticIheterotrimericIvIproteinsIinIcognitiveI
abilityWIAmericangJournalgofgHumangGeneticsUI2010UIgeUIZZbVad 11 89

199 TheIpowerItoIdetectIlinkageIdisequilibriumIwithIquantitativeItraitsIinIselectedIsamplesWIAmericang
JournalgofgHumangGeneticsUI2001UIegUIZcebVfc 11 87

198 uunctionalIequivalenceIofIgenomeIsequencingIanalysisIpipelinesIenablesIharmonizedIvariantIcallingI
acrossIhumanIgeneticsIprojectsWINaturegCommunicationsUI2018UIhUIcYbg 17.4 87

197 NovelIqloodIPressureI~ocusIandIveneIsiscoveryIUsingIvenomeVWideIpssociationIStudyIandI
txpressionIsataISetsIuromIqloodIandItheIzidneyWIHypertensionUI2017UI 8.5 85

196  utationsIinIaIqTqVzelchIproteinUIz~w~fUIcauseIautosomalVdominantIretinitisIpigmentosaWI
AmericangJournalgofgHumangGeneticsUI2009UIgcUIfhaVgYY 11 84

195 txomeIchipImetaVanalysisIidentifiesInovelIlociIandItastIpsianVspecificIcodingIvariantsIthatI
contributeItoIlipidIlevelsIandIcoronaryIarteryIdiseaseWINaturegGeneticsUI2017UIchUIZfaaVZfbY 36.3 83

194 pssociationIofIPolygenicIRiskIScoresIforI ultipleIrancersIinIaIPhenomeVwideIStudyiIResultsIfromI
TheI ichiganIvenomicsIxnitiativeWIAmericangJournalgofgHumangGeneticsUI2018UIZYaUIZYcgVZYeZ 11 83

193 xmprovedIancestryIestimationIforIbothIgenotypingIandIsequencingIdataIusingIprojectionI
procrustesIanalysisIandIgenotypeIimputationWIAmericangJournalgofgHumangGeneticsUI2015UIheUIhaeVbf 11 82

192 pncestryIestimationIandIcontrolIofIpopulationIstratificationIforIsequenceVbasedIassociationI
studiesWINaturegGeneticsUI2014UIceUIcYhVZd 36.3 82

191 romprehensiveIassociationIstudyIofItypeIaIdiabetesIandIrelatedIquantitativeItraitsIwithIaaaI
candidateIgenesWIDiabetesUI2008UIdfUIbZbeVcc 0.9 82

190 pIcomparisonIofIapproachesItoIaccountIforIuncertaintyIinIanalysisIofIimputedIgenotypesWIGeneticg
EpidemiologyUI2011UIbdUIZYaVZY 2.6 78
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189 r₁~cpZIisIassociatedIwithIarterialIstiffnessIbyIgenomeVwideIassociationIscanWICirculation:g
CardiovasculargGeneticsUI2009UIaUIZdZVg 78

188 venomeVwideIpssociationIStudyIofIVitaminIqeUIVitaminIqZaUIuolateUIandIwomocysteineIqloodI
roncentrationsWIAmericangJournalgofgHumangGeneticsUI2009UIgcUIfZa 11 78

187 xdentificationIandIfunctionalIcharacterizationIofIvePraIcodingIvariantsIinfluencingIglycemicItraitsI
defineIanIeffectorItranscriptIatItheIvePraVpqrqZZIlocusWIPLoSgGeneticsUI2015UIZZUIeZYYcgfe 6 76

186 daIveneticI~ociIxnfluencingI yocardial´  assWIJournalgofgthegAmericangCollegegofgCardiologyUI2016UI
egUIZcbdVZccg 15.1 76

185 NoIclinicallyIsignificantIassociationIbetweenIruwIandIpR SaIgenotypesIandIresponseItoInutritionalI
supplementsiIpRtsSIreportInumberIbgWIOphthalmologyUI2014UIZaZUIaZfbVgY 7.3 76

184
rommonIgeneticIvariationIinItheIbPVqr~ZZqIgeneIdesertIisIassociatedIwithIcarotidVfemoralIpulseI
waveIvelocityIandIexcessIcardiovascularIdiseaseIriskiItheIportavenIronsortiumWICirculation:g
CardiovasculargGeneticsUI2012UIdUIgZVhY

76

183 RpRt tTp~iIfastIandIpowerfulImetaVanalysisIforIrareIvariantsWIBioinformaticsUI2014UIbYUIagagVh 7.2 75

182 pssociationIqetweenITitinI~ossVofVuunctionIVariantsIandItarlyV₁nsetIptrialIuibrillationWIJAMAgwg
JournalgofgthegAmericangMedicalgAssociationUI2018UIbaYUIabdcVabec 27.4 75

181 PopulationIgenomicIanalysisIofIancientIandImodernIgenomesIyieldsInewIinsightsIintoItheIgeneticI
ancestryIofItheITyroleanIxcemanIandItheIgeneticIstructureIofIturopeWIPLoSgGeneticsUI2014UIZYUIeZYYcbdb6 73

180 pssessingI itochondrialIsNpIVariationIandIropyINumberIinI~ymphocytesIofI~aUYYYISardiniansI
UsingITailoredISequencingIpnalysisIToolsWIPLoSgGeneticsUI2015UIZZUIeZYYdbYe 6 72

179 weightVreducingIvariantsIandIselectionIforIshortIstatureIinISardiniaWINaturegGeneticsUI2015UIcfUIZbdaVZbde36.3 71

178 veneticIinactivationIofIpNvPT~cIimprovesIglucoseIhomeostasisIandIisIassociatedIwithIreducedIriskI
ofIdiabetesWINaturegCommunicationsUI2018UIhUIaada 17.4 71

177 TollVlikeIreceptorIpolymorphismsIandIageVrelatedImacularIdegenerationWIInvestigativeg
OphthalmologygandgVisualgScienceUI2008UIchUIZedaVh 71

176 SequenceIfeaturesIinIregionsIofIweakIandIstrongIlinkageIdisequilibriumWIGenomegResearchUI2005UI
ZdUIZdZhVbc 9.7 71

175 romplementIfactorIwIgeneticIvariantIandIageVrelatedImacularIdegenerationiIeffectIsizeUImodifiersI
andIrelationshipItoIdiseaseIsubtypeWIInternationalgJournalgofgEpidemiologyUI2012UIcZUIadYVea 7.8 70

174
venomewideIscanIinIfamiliesIwithIschizophreniaIfromItheIfounderIpopulationIofIpfrikanersIrevealsI
evidenceIforIlinkageIandIuniparentalIdisomyIonIchromosomeIZWIAmericangJournalgofgHumang
GeneticsUI2004UIfcUIcYbVZf

11 70

173 SequencingIofIdbUgbZIdiverseIgenomesIfromItheINw~qxIT₁P edIProgram 68

172 TypeIaIandIinterferonIinflammationIregulateISpRSVroVVaIentryIfactorIexpressionIinItheIairwayI
epitheliumWINaturegCommunicationsUI2020UIZZUIdZbh 17.4 68

(2020-2009)
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171 venotypeIxmputationIfromI~argeIReferenceIPanelsWIAnnualgReviewgofgGenomicsgandgHumangGenetics
UI2018UIZhUIfbVhe 9.7 68

170 VariationsIinIapolipoproteinItIfrequencyIwithIageIinIaIpooledIanalysisIofIaIlargeIgroupIofIolderI
peopleWIAmericangJournalgofgEpidemiologyUI2011UIZfbUIZbdfVec 3.8 67

169 pIuastIandIpccurateIplgorithmItoITestIforIqinaryIPhenotypesIandIxtsIppplicationItoIPheWpSWI
AmericangJournalgofgHumangGeneticsUI2017UIZYZUIbfVch 11 66

168 pIfunctionalIx~VeIreceptorIQx~eRRIvariantIisIaIriskIfactorIforIpersistentIatopicIdermatitisWIJournalgofg
AllergygandgClinicalgImmunologyUI2013UIZbaUIbfZVf 11.5 65

167 xncreasedIgeneticIvulnerabilityItoIsmokingIatIrwRNpdIinIearlyVonsetIsmokersWIArchivesgofgGeneralg
PsychiatryUI2012UIehUIgdcVeY 65

166 sataIforIveneticIpnalysisIWorkshopIZgiIhumanIwholeIgenomeIsequenceUIbloodIpressureUIandI
simulatedIphenotypesIinIextendedIpedigreesWIBMCgProceedingsUI2014UIgUISa 2.3 64

165 pnIalternativeItoItheIsearchIforIsingleIpolymorphismsiItowardImolecularIpersonalityIscalesIforItheI
fiveVfactorImodelWIJournalgofgPersonalitygandgSocialgPsychologyUI2010UIhhUIZYZcVac 6.5 64

164  etabolicIandIcardiovascularItraitsiIanIabundanceIofIrecentlyIidentifiedIcommonIgeneticIvariantsWI
HumangMoleculargGeneticsUI2008UIZfUIRZYaVg 5.6 64

163 pssociationIbetweenIquantitativeItraitsIunderlyingIasthmaIandItheIw~pVsRqZIlocusIinIaI
familyVbasedIpopulationIsampleWIEuropeangJournalgofgHumangGeneticsUI2001UIhUIbcZVe 5.3 63

162 PlateletVRelatedIVariantsIxdentifiedIbyItxomechipI etaVanalysisIinIZdfUahbIxndividualsWIAmericang
JournalgofgHumangGeneticsUI2016UIhhUIcYVdd 11 61

161 pnIefficientIcomprehensiveIsearchIalgorithmIforItagSNPIselectionIusingIlinkageIdisequilibriumI
criteriaWIBioinformaticsUI2006UIaaUIaaYVd 7.2 61

160 veneticIsignatureItoIprovideIrobustIriskIassessmentIofIpsoriaticIarthritisIdevelopmentIinIpsoriasisI
patientsWINaturegCommunicationsUI2018UIhUIcZfg 17.4 61

159 pIlikelihoodVbasedIframeworkIforIvariantIcallingIandIdeInovoImutationIdetectionIinIfamiliesWIPLoSg
GeneticsUI2012UIgUIeZYYahcc 6 60

158 NogoIReceptorIZIQRTNcRRIasIaIcandidateIgeneIforIschizophreniaiIanalysisIusingIhumanIandImouseI
geneticIapproachesWIPLoSgONEUI2007UIaUIeZabc 3.7 60

157 xncreasingItheIpowerIandIefficiencyIofIdiseaseVmarkerIcaseVcontrolIassociationIstudiesIthroughIuseI
ofIalleleVsharingIinformationWIAmericangJournalgofgHumangGeneticsUI2004UIfcUIcbaVcb 11 59

156 RareIvariantIgenotypeIimputationIwithIthousandsIofIstudyVspecificIwholeVgenomeIsequencesiI
implicationsIforIcostVeffectiveIstudyIdesignsWIEuropeangJournalgofgHumangGeneticsUI2015UIabUIhfdVgb 5.3 57

155 WholeVgenomeIsequenceVbasedIanalysisIofIthyroidIfunctionWINaturegCommunicationsUI2015UIeUIdegZ 17.4 56

154 WholeIexomeIsequencingIandIcharacterizationIofIcodingIvariationIinIchUheYIindividualsIinItheIUzIqiobank 56
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153 venomeVwideIassociationIstudyIofIdelayIdiscountingIinIabUaZfIadultIresearchIparticipantsIofI
turopeanIancestryWINaturegNeuroscienceUI2018UIaZUIZeVZg 25.5 56

152
venomeVwideIStudyIofIptrialIuibrillationIxdentifiesISevenIRiskI~ociIandIwighlightsIqiologicalI
PathwaysIandIRegulatoryItlementsIxnvolvedIinIrardiacIsevelopmentWIAmericangJournalgofgHumang
GeneticsUI2018UIZYaUIZYbVZZd

11 53

151 romputationallyIefficientIwholeVgenomeIregressionIforIquantitativeIandIbinaryItraitsWINatureg
GeneticsUI2021UIdbUIZYhfVZZYb 36.3 51

150 veneticItestingIinIpersonsIwithIageVrelatedImacularIdegenerationIandItheIuseIofItheIpRtsSI
supplementsiItoItestIorInotItoItestnWIOphthalmologyUI2015UIZaaUIaZaVd 7.3 50

149 venomeVwideIassociationIanalysesIbasedIonIwholeVgenomeIsequencingIinISardiniaIprovideIinsightsI
intoIregulationIofIhemoglobinIlevelsWINaturegGeneticsUI2015UIcfUIZaecVfZ 36.3 49

148 ProsaposinIisIaIregulatorIofIprogranulinIlevelsIandIoligomerizationWINaturegCommunicationsUI2016UI
fUIZZhha 17.4 49

147 pIprincipalIcomponentImetaVanalysisIonImultipleIanthropometricItraitsIidentifiesInovelIlociIforI
bodyIshapeWINaturegCommunicationsUI2016UIfUIZbbdf 17.4 46

146 pssociationsIofIruwRZVruwRbIdeletionIandIaIruwISNPItoIageVrelatedImacularIdegenerationIareInotI
independentWINaturegGeneticsUI2010UIcaUIddbVdjIauthorIreplyIdddVe 36.3 46

145  etaVanalysisIofIupItoIeaaUcYhIindividualsIidentifiesIcYInovelIsmokingIbehaviourIassociatedI
geneticIlociWIMoleculargPsychiatryUI2020UIadUIabhaVacYh 15.1 45

144 TheItransVancestralIgenomicIarchitectureIofIglycemicItraitsWINaturegGeneticsUI2021UIdbUIgcYVgeY 36.3 44

143 ProteinVcodingIvariantsIimplicateInovelIgenesIrelatedItoIlipidIhomeostasisIcontributingItoIbodyVfatI
distributionWINaturegGeneticsUI2019UIdZUIcdaVceh 36.3 44

142  itogenomeIsiversityIinISardiniansiIpIveneticIWindowIontoIanIxslandPsIPastWIMoleculargBiologygandg
EvolutionUI2017UIbcUIZabYVZabh 8.3 43

141 venomicIhistoryIofItheISardinianIpopulationWINaturegGeneticsUI2018UIdYUIZcaeVZcbc 36.3 42

140 ScalableIgeneralizedIlinearImixedImodelIforIregionVbasedIassociationItestsIinIlargeIbiobanksIandI
cohortsWINaturegGeneticsUI2020UIdaUIebcVebh 36.3 41

139 txploringIandIvisualizingIlargeVscaleIgeneticIassociationsIbyIusingIPheWebWINaturegGeneticsUI2020UI
daUIddYVdda 36.3 41

138 pIScalableIqayesianI ethodIforIxntegratingIuunctionalIxnformationIinIvenomeVwideIpssociationI
StudiesWIAmericangJournalgofgHumangGeneticsUI2017UIZYZUIcYcVcZe 11 41

137 pIbaIkbIcriticalIregionIexcludingIYcYawIinIruwImediatesIriskIforIageVrelatedImacularIdegenerationWI
PLoSgONEUI2011UIeUIeaddhg 3.7 41

136 ~inkageIdisequilibriumiIancientIhistoryIdrivesItheInewIgeneticsWIHumangHeredityUI2005UIdhUIZZgVac 1.1 41

(2005-2018)
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135 RareInonsynonymousIexonicIvariantsIinIaddictionIandIbehavioralIdisinhibitionWIBiologicalgPsychiatryUI
2014UIfdUIfgbVh 7.9 39

134 venotypeIcallingIandIhaplotypingIinIparentVoffspringItriosWIGenomegResearchUI2013UIabUIZcaVdZ 9.7 39

133 venomeVwideIanalysisIofIdiseaseIprogressionIinIageVrelatedImacularIdegenerationWIHumang
MoleculargGeneticsUI2018UIafUIhahVhcY 5.6 37

132 venotypeVbasedImatchingItoIcorrectIforIpopulationIstratificationIinIlargeVscaleIcaseVcontrolI
geneticIassociationIstudiesWIGeneticgEpidemiologyUI2009UIbbUIdYgVZf 2.6 37

131 pssociationIanalysisIinIaIvarianceIcomponentsIframeworkWIGeneticgEpidemiologyUI2001UIaZISupplIZUISbcZVe2.6 37

130 xnflammationIinItheIpathogenesisIofIageVrelatedImacularIdegenerationWIBritishgJournalgofg
OphthalmologyUI2008UIhaUIccgVdY 5.5 36

129 txomeIrhipI etaVanalysisIuineI apsIrausalIVariantsIandItlucidatesItheIveneticIprchitectureIofI
RareIrodingIVariantsIinISmokingIandIplcohol´ UseWIBiologicalgPsychiatryUI2019UIgdUIhceVhdd 7.9 35

128
VariantsIofItheIserotoninItransporterIgeneIandINt₁VPxVRINeuroticismiINoIassociationIinItheIq~SpI
andISardiNxpIsamplesWIAmericangJournalgofgMedicalgGeneticsgPartgB:gNeuropsychiatricgGeneticsUI2009UI
ZdYqUIZYfYVf

3.5 34

127 txomeIsequencingIandIanalysisIofIcdcUfgfIUzIqiobankIparticipantsWINatureUI2021UIdhhUIeagVebc 50.4 34

126 synamicIincorporationIofImultipleIinIsilicoIfunctionalIannotationsIempowersIrareIvariantI
associationIanalysisIofIlargeIwholeVgenomeIsequencingIstudiesIatIscaleWINaturegGeneticsUI2020UIdaUIhehVhgb36.3 33

125 qivariateIpnalysisIofIpgeVRelatedI acularIsegenerationIProgressionIUsingIveneticIRiskIScoresWI
GeneticsUI2017UIaYeUIZZhVZbb 4 31

124 veneticIassociationIstudyIofIageVrelatedImacularIdegenerationIinItheISpanishIpopulationWIActag
OphthalmologicaUI2011UIghUIeZaVaa 3.7 31

123 TypeIaIandIinterferonIinflammationIstronglyIregulateISpRSVroVVaIrelatedIgeneIexpressionIinItheI
airwayIepitheliumI2020UI 30

122 SexVdimorphicIgeneticIeffectsIandInovelIlociIforIfastingIglucoseIandIinsulinIvariabilityWINatureg
CommunicationsUI2021UIZaUIac 17.4 30

121 pI~owVurequencyIxnactivatingIVariantItnrichedIinItheIuinnishIPopulationIxsIpssociatedIWithIuastingI
xnsulinI~evelsIandITypeIaIsiabetesIRiskWIDiabetesUI2017UIeeUIaYZhVaYba 0.9 29
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