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k Paper IF Citations

281 ueneticHstudiesHofHbodyHmassHindexHyieldHnewHinsightsHforHobesityHbiologyVHNatureTH2015THcYfTHYgeUZXd 50.4 2687

280 ueneticHvariantsHinHnovelHpathwaysHinfluenceHbloodHpressureHandHcardiovascularHdiseaseHriskVHNature
TH2011THbefTHYXaUg 50.4 1564

279 TheH’RUpaseHplatformHsupportsHsystematicHcausalHinferenceHacrossHtheHhumanHphenomeVHELifeTH
2018THeTH 8.9 1190

278  ewHgeneticHlociHlinkHadiposeHandHinsulinHbiologyHtoHbodyHfatHdistributionVHNatureTH2015THcYfTHYfeUYgd 50.4 920

277 vardyUWeinbergHequilibriumHtestingHofHbiologicalHascertainmentHforH’endelianHrandomizationH
studiesVHAmericanfJournalfoffEpidemiologyTH2009THYdgTHcXcUYb 3.8 777

276 TheHUyYXyHprojectHidentifiesHrareHvariantsHinHhealthHandHdiseaseVHNatureTH2015THcZdTHfZUgX 50.4 776

275 PredictingHtheHfunctionalTHmolecularTHandHphenotypicHconsequencesHofHaminoHacidHsubstitutionsH
usingHhiddenH’arkovHmodelsVHHumanfMutationTH2013THabTHceUdc 4.7 723

274
zrHvubhHaHcentralizedHdatabaseHandHwebHinterfaceHtoHperformHzrHscoreHregressionHthatHmaximizesH
theHpotentialHofHsummaryHlevelHuWoSHdataHforHS PHheritabilityHandHgeneticHcorrelationHanalysisVH
BioinformaticsTH2017THaaTHZeZUZeg

7.2 541

273 spigenomeUwideHassociationHstudyHofHbodyHmassHindexTHandHtheHadverseHoutcomesHofHadiposityVH
NatureTH2017THcbYTHfYUfd 50.4 511

272 r oH’ethylationHinH ewbornsHandH’aternalHSmokingHinHPregnancyhHuenomeUwideHqonsortiumH
’etaUanalysisVHAmericanfJournalfoffHumanfGeneticsTH2016THgfTHdfXUgd 11 489

271 ’endelianHrandomizationHofHbloodHlipidsHforHcoronaryHheartHdiseaseVHEuropeanfHeartfJournalTH2015TH
adTHcagUcX 9.5 417

270 uenomeUwideHassociationHstudyHidentifiesHlociHinfluencingHconcentrationsHofHliverHenzymesHinH
plasmaVHNaturefGeneticsTH2011THbaTHYYaYUf 36.3 415

269 v’uUcoenzymeHoHreductaseHinhibitionTHtypeHZHdiabetesTHandHbodyweighthHevidenceHfromHgeneticH
analysisHandHrandomisedHtrialsVHLancetsfTheTH2015THafcTHacYUdY 40 409

268 ossociationHbetweenHalcoholHandHcardiovascularHdiseasehH’endelianHrandomisationHanalysisHbasedH
onHindividualHparticipantHdataVHBMJsfTheTH2014THabgTHgbYdb 5.9 406

267 ’etaboliteHprofilingHandHcardiovascularHeventHriskhHaHprospectiveHstudyHofHaHpopulationUbasedH
cohortsVHCirculationTH2015THYaYTHeebUfc 16.7 367

266 onHintegrativeHapproachHtoHpredictingHtheHfunctionalHeffectsHofHnonUcodingHandHcodingHsequenceH
variationVHBioinformaticsTH2015THaYTHYcadUba 7.2 340

265 SystematicHidentificationHofHgeneticHinfluencesHonHmethylationHacrossHtheHhumanHlifeHcourseVH
GenomefBiologyTH2016THYeTHdY 18.3 331
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264 ueneticHassociationsHatHcaHlociHhighlightHcellHtypesHandHbiologicalHpathwaysHrelevantHforHkidneyH
functionVHNaturefCommunicationsTH2016THeTHYXXZa 17.4 295

263
spigenomeUwideHassociationHofHr oHmethylationHmarkersHinHperipheralHbloodHfromHwndianHosiansH
andHsuropeansHwithHincidentHtypeHZHdiabeteshHaHnestedHcaseUcontrolHstudyVHLancetfDiabetesfandf
EndocrinologystheTH2015THaTHcZdUcab

18.1 277

262 qUreactiveHproteinHandHitsHroleHinHmetabolicHsyndromehHmendelianHrandomisationHstudyVHLancetsfTheTH
2005THaddTHYgcbUg 40 266

261
PrenatalHexposureHtoHmaternalHsmokingHandHoffspringHr oHmethylationHacrossHtheHlifecoursehH
findingsHfromHtheHovonHzongitudinalHStudyHofHParentsHandHqhildrenHPozSPoqQVHHumanfMolecularf
GeneticsTH2015THZbTHZZXYUYe

5.6 256

260 ossociationHpetweenHTelomereHzengthHandHRiskHofHqancerHandH onU eoplasticHriseaseshHoH
’endelianHRandomizationHStudyVHJAMAfOncologyTH2017THaTHdadUdcY 13.4 236

259 zargeUscaleHgeneUcentricHmetaUanalysisHacrossHagHstudiesHidentifiesHtypeHZHdiabetesHlociVHAmericanf
JournalfoffHumanfGeneticsTH2012THgXTHbYXUZc 11 214

258 qubicHexactHsolutionsHforHtheHestimationHofHpairwiseHhaplotypeHfrequencieshHimplicationsHforHlinkageH
disequilibriumHanalysesHandHaHwebHtoolHOqubeXOVHBMCfBioinformaticsTH2007THfTHbZf 3.6 205

257 zargeUscaleHgeneUcentricHmetaUanalysisHacrossHaZHstudiesHidentifiesHmultipleHlipidHlociVHAmericanf
JournalfoffHumanfGeneticsTH2012THgYTHfZaUaf 11 189

256 wmprovedHimputationHofHlowUfrequencyHandHrareHvariantsHusingHtheHUyYXyHhaplotypeHreferenceH
panelVHNaturefCommunicationsTH2015THdTHfYYY 17.4 186

255
qausalHossociationsHofHodiposityHandHpodyHtatHristributionHWithHqoronaryHveartHriseaseTHStrokeH
SubtypesTHandHTypeHZHriabetesH’ellitushHoH’endelianHRandomizationHonalysisVHCirculationTH2017TH
YacTHZaeaUZaff

16.7 182

254
’aternalHpreUpregnancyHp’wHandHgestationalHweightHgainTHoffspringHr oHmethylationHandHlaterH
offspringHadiposityhHfindingsHfromHtheHovonHzongitudinalHStudyHofHParentsHandHqhildrenVH
InternationalfJournalfoffEpidemiologyTH2015THbbTHYZffUaXb

7.8 181

253 ueneUcentricHassociationHsignalsHforHlipidsHandHapolipoproteinsHidentifiedHviaHtheHvumanqVrH
peadqhipVHAmericanfJournalfoffHumanfGeneticsTH2009THfcTHdZfUbZ 11 163

252 rataHResourceHProfilehHoccessibleHResourceHforHwntegratedHspigenomicHStudiesHPoRwsSQVH
InternationalfJournalfoffEpidemiologyTH2015THbbTHYYfYUgX 7.8 162

251 PredictingHtheHfunctionalHconsequencesHofHcancerUassociatedHaminoHacidHsubstitutionsVH
BioinformaticsTH2013THZgTHYcXbUYX 7.2 154

250 PrenatalHandHearlyHlifeHinfluencesHonHepigeneticHageHinHchildrenhHaHstudyHofHmotherUoffspringHpairsH
fromHtwoHcohortHstudiesVHHumanfMolecularfGeneticsTH2016THZcTHYgYUZXY 5.6 153

249 toTv’’UXthHaccurateHpredictionHofHpathogenicHpointHmutationsHviaHextendedHfeaturesVH
BioinformaticsTH2018THabTHcYYUcYa 7.2 147

248 ossociationHofHgeneticHvariationHwithHsystolicHandHdiastolicHbloodHpressureHamongHofricanH
omericanshHtheHqandidateHueneHossociationHResourceHstudyVHHumanfMolecularfGeneticsTH2011THZXTHZZeaUfb5.6 146

247 wdentificationHofHnewHtherapeuticHtargetsHforHosteoarthritisHthroughHgenomeUwideHanalysesHofHUyH
piobankHdataVHNaturefGeneticsTH2019THcYTHZaXUZad 36.3 143
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246 ploodHpressureHlociHidentifiedHwithHaHgeneUcentricHarrayVHAmericanfJournalfoffHumanfGeneticsTH2011TH
fgTHdffUeXX 11 137

245 ueneUcentricHmetaUanalysisHinHfeTeadHindividualsHofHsuropeanHancestryHidentifiesHmultipleH
bloodUpressureUrelatedHlociVHAmericanfJournalfoffHumanfGeneticsTH2014THgbTHabgUdX 11 131

244
PrenatalHexposureHtoHmaternalHcigaretteHsmokingHandHr oHmethylationhHepigenomeUwideH
associationHinHaHdiscoveryHsampleHofHadolescentsHandHreplicationHinHanHindependentHcohortHatHbirthH
throughHYeHyearsHofHageVHEnvironmentalfHealthfPerspectivesTH2015THYZaTHYgaUg

8.4 127

243 zociHinfluencingHbloodHpressureHidentifiedHusingHaHcardiovascularHgeneUcentricHarrayVHHumanf
MolecularfGeneticsTH2013THZZTHYddaUef 5.6 119

242
opolipoproteinHsHgenotypeTHcardiovascularHbiomarkersHandHriskHofHstrokehHsystematicHreviewHandH
metaUanalysisHofHYbTXYcHstrokeHcasesHandHpooledHanalysisHofHprimaryHbiomarkerHdataHfromHupHtoH
dXTffaHindividualsVHInternationalfJournalfoffEpidemiologyTH2013THbZTHbecUgZ

7.8 113

241 uenomeUwideHmetaUanalysisHuncoversHnovelHlociHinfluencingHcirculatingHleptinHlevelsVHNaturef
CommunicationsTH2016THeTHYXbgb 17.4 107

240 RankingHnonUsynonymousHsingleHnucleotideHpolymorphismsHbasedHonHdiseaseHconceptsVHHumanf
GenomicsTH2014THfTHYY 6.8 105

239 ’etaUanalysisHofHrenseHuenecentricHossociationHStudiesHRevealsHqommonHandHUncommonHVariantsH
ossociatedHwithHveightVHAmericanfJournalfoffHumanfGeneticsTH2011THffTHdUYf 11 103

238 PlasmaHurateHconcentrationHandHriskHofHcoronaryHheartHdiseasehHaH’endelianHrandomisationHanalysisVH
LancetfDiabetesfandfEndocrinologystheTH2016THbTHaZeUad 18.1 100

237
PolymorphismsHinHtheHinterleukinUbHandHinterleukinUbHreceptorHalphaHchainHgenesHconferH
susceptibilityHtoHasthmaHandHatopyHinHaHqaucasianHpopulationVHClinicalfandfExperimentalfAllergyTH2003
THaaTHYYYYUe

4.1 98

236 qopyHnumberHvariationsHandHcognitiveHphenotypesHinHunselectedHpopulationsVHJAMAftfJournalfoffthef
AmericanfMedicalfAssociationTH2015THaYaTHZXbbUcb 27.4 96

235 PositiveHassociationsHbetweenHsingleHnucleotideHpolymorphismsHinHtheHwutZHgeneHregionHandHbodyH
massHindexHinHadultHmalesVHHumanfMolecularfGeneticsTH2001THYXTHYbgYUcXY 5.6 93

234 SecretoryHphospholipaseHoPZQUwwoHandHcardiovascularHdiseasehHaHmendelianHrandomizationHstudyVH
JournalfoffthefAmericanfCollegefoffCardiologyTH2013THdZTHYgddUYged 15.1 91

233 zongitudinalHanalysisHofHr oHmethylationHassociatedHwithHbirthHweightHandHgestationalHageVHHumanf
MolecularfGeneticsTH2015THZbTHaecZUda 5.6 91

232 ’wroShHsoftwareHforHanalysisHandHvisualisationHofHinterallelicHdisequilibriumHbetweenHmultiallelicH
markersVHBMCfBioinformaticsTH2006THeTHZZe 3.6 84

231 spigeneticHprofilingHofHorvrHsymptomsHtrajectorieshHaHprospectiveTHmethylomeUwideHstudyVH
MolecularfPsychiatryTH2017THZZTHZcXUZcd 15.1 83

230 oHmetaUanalysisHofHgeneHexpressionHsignaturesHofHbloodHpressureHandHhypertensionVHPLoSfGeneticsTH
2015THYYTHeYXXcXac 6 83

229 TheHassociationHofHqUreactiveHproteinHandHqRPHgenotypeHwithHcoronaryHheartHdiseasehHfindingsHfromH
fiveHstudiesHwithHbTdYXHcasesHamongstHYfTdaeHparticipantsVHPLoSfONETH2008THaTHeaXYY 3.7 79
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228 ’etaUanalysisHofHrenseHuenecentricHossociationHStudiesHRevealsHqommonHandHUncommonHVariantsH
ossociatedHwithHveightVHAmericanfJournalfoffHumanfGeneticsTH2012THgXTHYYYdUYYYe 11 78

227 ’RUpasehHaHplatformHforHsystematicHcausalHinferenceHacrossHtheHphenomeHusingHbillionsHofHgeneticHassociations 77

226 SixtyUfiveHcommonHgeneticHvariantsHandHpredictionHofHtypeHZHdiabetesVHDiabetesTH2015THdbTHYfaXUbX 0.9 76

225 r oH’ethylationHandHp’whHwnvestigatingHwdentifiedH’ethylationHSitesHatHvwtaoHinHaHqausalH
trameworkVHDiabetesTH2016THdcTHYZaYUbb 0.9 76

224 ogeUrelatedHr oHmethylationHchangesHareHtissueUspecificHwithHszαVzZHpromoterHmethylationHasH
exceptionVHEpigeneticsfandfChromatinTH2018THYYTHZc 5.8 76

223 PsychosocialHadversityHandHsocioeconomicHpositionHduringHchildhoodHandHepigeneticHagehHanalysisHofH
twoHprospectiveHcohortHstudiesVHHumanfMolecularfGeneticsTH2018THZeTHYaXYUYaXf 5.6 75

222 PhenomeUwideH’endelianHrandomizationHmappingHtheHinfluenceHofHtheHplasmaHproteomeHonH
complexHdiseasesVHNaturefGeneticsTH2020THcZTHYYZZUYYaY 36.3 75

221 WholeUuenomeHSequencingHqoupledHtoHwmputationHriscoversHueneticHSignalsHforHonthropometricH
TraitsVHAmericanfJournalfoffHumanfGeneticsTH2017THYXXTHfdcUffb 11 74

220 ueneUcentricHmetaUanalysesHofHYXfHgYZHindividualsHconfirmHknownHbodyHmassHindexHlociHandHrevealH
threeHnovelHsignalsVHHumanfMolecularfGeneticsTH2013THZZTHYfbUZXY 5.6 73

219 ToSZRafHPphenylthiocarbamideQHhaplotypesTHcoronaryHheartHdiseaseHtraitsTHandHeatingHbehaviorHinH
theHpritishHWomenOsHveartHandHvealthHStudyVHAmericanfJournalfoffClinicalfNutritionTH2005THfYTHYXXcUYY 7 73

218 r oHmethylationHandHsubstanceUuseHriskhHaHprospectiveTHgenomeUwideHstudyHspanningHgestationHtoH
adolescenceVHTranslationalfPsychiatryTH2016THdTHeged 8.6 73

217 SoftwareHopplicationHProfilehHPvsSo ThHaHtoolHforHperformingHautomatedHphenomeHscansHinHUyH
piobankVHInternationalfJournalfoffEpidemiologyTH2018THbeTHZgUac 7.8 70

216 qausalHsffectHofHPlasminogenHoctivatorHwnhibitorHTypeHYHonHqoronaryHveartHriseaseVHJournalfoffthef
AmericanfHeartfAssociationTH2017THdTH 6 65

215 odultHheightTHcoronaryHheartHdiseaseHandHstrokehHaHmultiUlocusH’endelianHrandomizationH
metaUanalysisVHInternationalfJournalfoffEpidemiologyTH2016THbcTHYgZeUYgae 7.8 65

214 qohortHProfilehHPregnancyHondHqhildhoodHspigeneticsHPPoqsQHqonsortiumVHInternationalfJournalfoff
EpidemiologyTH2018THbeTHZZUZau 7.8 62

213 onHepigenomeUwideHassociationHmetaUanalysisHofHprenatalHmaternalHstressHinHneonateshHoHmodelH
approachHforHreplicationVHEpigeneticsTH2016THYYTHYbXUg 5.7 62

212 TheH’RqHwsUHαpenuWoSHdataHinfrastructure 61

211 TheHepigeneticHclockHandHphysicalHdevelopmentHduringHchildhoodHandHadolescencehHlongitudinalH
analysisHfromHaHUyHbirthHcohortVHInternationalfJournalfoffEpidemiologyTH2017THbdTHcbgUccf 7.8 60

(2017-2012)
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210 ’endelianHrandomizationHstudiesHdoHnotHsupportHaHroleHforHraisedHcirculatingHtriglycerideHlevelsH
influencingHtypeHZHdiabetesTHglucoseHlevelsTHorHinsulinHresistanceVHDiabetesTH2011THdXTHYXXfUYf 0.9 60

209 ’olecularHgeneticsHofHhumanHgrowthHhormoneTHinsulinUlikeHgrowthHfactorsHandHtheirHpathwaysHinH
commonHdiseaseVHHumanfGeneticsTH2007THYZZTHYUZY 6.3 57

208 TheHassociationHofHtheHPα YHQYgZRHpolymorphismHwithHcoronaryHheartHdiseasehHfindingsHfromHtheH
pritishHWomenOsHveartHandHvealthHcohortHstudyHandHaHmetaUanalysisVHBMCfGeneticsTH2004THcTHYe 2.6 57

207
TheHeffectsHofHheightHandHp’wHonHprostateHcancerHincidenceHandHmortalityhHaH’endelianH
randomizationHstudyHinHZXTfbfHcasesHandHZXTZYbHcontrolsHfromHtheHPRoqTwqozHconsortiumVHCancerf
CausesfandfControlTH2015THZdTHYdXaUYd

2.8 56

206 WholeUgenomeHsequenceUbasedHanalysisHofHthyroidHfunctionVHNaturefCommunicationsTH2015THdTHcdfY 17.4 56

205
TheHrelationshipHbetweenHplasmaHangiopoietinUlikeHproteinHbHlevelsTHangiopoietinUlikeHproteinHbH
genotypeTHandHcoronaryHheartHdiseaseHriskVHArteriosclerosissfThrombosissfandfVascularfBiologyTH2010TH
aXTHZZeeUfZ

9.4 53

204 oHpathwayUbasedHdataHintegrationHframeworkHforHpredictionHofHdiseaseHprogressionVHBioinformaticsTH
2014THaXTHfafUbc 7.2 52

203 roesHmilkHintakeHpromoteHprostateHcancerHinitiationHorHprogressionHviaHeffectsHonHinsulinUlikeH
growthHfactorsHPwutsQmHoHsystematicHreviewHandHmetaUanalysisVHCancerfCausesfandfControlTH2017THZfTHbgeUcZf2.8 51

202
PrenatalHunhealthyHdietTHinsulinUlikeHgrowthHfactorHZHgeneHPwutZQHmethylationTHandHattentionHdeficitH
hyperactivityHdisorderHsymptomsHinHyouthHwithHearlyUonsetHconductHproblemsVHJournalfoffChildf
PsychologyfandfPsychiatryfandfAlliedfDisciplinesTH2017THcfTHYgUZe

7.9 51

201 riscoveryHandHrefinementHofHgeneticHlociHassociatedHwithHcardiometabolicHriskHusingHdenseH
imputationHmapsVHNaturefGeneticsTH2016THbfTHYaXaUYaYZ 36.3 51

200 vaplotypicHanalysesHofHtheHwutZUw SUTvHgeneHclusterHinHrelationHtoHcardiovascularHriskHtraitsVHHumanf
MolecularfGeneticsTH2004THYaTHeYcUZc 5.6 49

199 oHrareHvariantHinHoPαqaHisHassociatedHwithHplasmaHtriglycerideHandHVzrzHlevelsHinHsuropeansVHNaturef
CommunicationsTH2014THcTHbfeY 17.4 46

198 VariantsHinHtheHhumanHinsulinHgeneHthatHaffectHpreUmR oHsplicinghHisHUZavphwHaHfunctionalHsingleH
nucleotideHpolymorphismHatHwrr’ZmVHDiabetesTH2006THccTHZdXUb 0.9 45

197 ’endelianHRandomizationHonalysisHwdentifiesHqpuHSitesHasHPutativeH’ediatorsHforHueneticH
wnfluencesHonHqardiovascularHriseaseHRiskVHAmericanfJournalfoffHumanfGeneticsTH2017THYXYTHcgXUdXZ 11 44

196 spigenomeUwideHassociationHstudyHofHasthmaHandHwheezeHinHchildhoodHandHadolescenceVHClinicalf
EpigeneticsTH2017THgTHYYZ 7.7 43

195 VariationHinHr oHmethylationHofHtheHoxytocinHreceptorHgeneHpredictsHchildrenOsHresilienceHtoH
prenatalHstressVHDevelopmentfandfPsychopathologyTH2017THZgTHYddaUYdeb 4.3 42

194 TqTsXYrZHmutationsHunderlieHxeuneHasphyxiatingHthoracicHdystrophyHwithHimpairedHretrogradeH
intraflagellarHtransportVHNaturefCommunicationsTH2015THdTHeXeb 17.4 41

193 SearchingHforHtheHcausalHeffectsHofHbodyHmassHindexHinHoverHaXXHXXXHparticipantsHinHUyHpiobankTH
usingH’endelianHrandomizationVHPLoSfGeneticsTH2019THYcTHeYXXegcY 6 40
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192 vypertensiveHrisordersHofHPregnancyHandHr oH’ethylationHinH ewbornsVHHypertensionTH2019THebTHaecUafa8.5 40

191 SystematicH’endelianHrandomizationHframeworkHelucidatesHhundredsHofHqpuHsitesHwhichHmayH
mediateHtheHinfluenceHofHgeneticHvariantsHonHdiseaseVHHumanfMolecularfGeneticsTH2018THZeTHaZgaUaaXb 5.6 40

190 ’osaicHstructuralHvariationHinHchildrenHwithHdevelopmentalHdisordersVHHumanfMolecularfGeneticsTH
2015THZbTHZeaaUbc 5.6 39

189 ziverHtunctionHandHRiskHofHTypeHZHriabeteshHpidirectionalH’endelianHRandomizationHStudyVHDiabetesTH
2019THdfTHYdfYUYdgY 0.9 36

188 ueneUcentricHanalysisHidentifiesHvariantsHassociatedHwithHinterleukinUdHlevelsHandHsharedHpathwaysH
withHotherHinflammationHmarkersVHCirculation:fCardiovascularfGeneticsTH2013THdTHYdaUeX 34

187 outomatingH’endelianHrandomizationHthroughHmachineHlearningHtoHconstructHaHputativeHcausalHmapH
ofHtheHhumanHphenome 34

186 PopulationHgenomicsHofHcardiometabolicHtraitshHdesignHofHtheHUniversityHqollegeHzondonUzondonH
SchoolHofHvygieneHandHTropicalH’edicineUsdinburghUpristolHPUqzspQHqonsortiumVHPLoSfONETH2013THfTHeeYabc3.7 33

185 TheHlongUtermHimpactHofHfolicHacidHinHpregnancyHonHoffspringHr oHmethylationhHfollowUupHofHtheH
oberdeenHtolicHocidHSupplementationHTrialHPotoSTQVHInternationalfJournalfoffEpidemiologyTH2018THbeTHgZfUgae7.8 32

184 RareHVariantHonalysisHofHvumanHandHRodentHαbesityHuenesHinHwndividualsHwithHSevereHqhildhoodH
αbesityVHScientificfReportsTH2017THeTHbagb 4.9 31

183 wnfluenceHofHcommonHgeneticHvariationHonHbloodHlipidHlevelsTHcardiovascularHriskTHandHcoronaryH
eventsHinHtwoHpritishHprospectiveHcohortHstudiesVHEuropeanfHeartfJournalTH2013THabTHgeZUfY 9.5 28

182 oppraisingHtheHcausalHrelevanceHofHr oHmethylationHforHriskHofHlungHcancerVHInternationalfJournalfoff
EpidemiologyTH2019THbfTHYbgaUYcXb 7.8 27

181 VariantsHofHorRoZoHareHassociatedHwithHfastingHglucoseTHbloodHpressureTHbodyHmassHindexHandHtypeH
ZHdiabetesHriskhHmetaUanalysisHofHfourHprospectiveHstudiesVHDiabetologiaTH2011THcbTHYeYXUg 10.3 27

180 wutZpPYTHwutZpPZHandHwutZpPaHgenotypeTHhaplotypeHandHgeneticHmodelHstudiesHinHmetabolicH
syndromeHtraitsHandHdiabetesVHGrowthfHormonefandfIGFfResearchTH2010THZXTHaYXUf 2 27

179 oHtranscriptomeUwideH’endelianHrandomizationHstudyHtoHuncoverHtissueUdependentHregulatoryH
mechanismsHacrossHtheHhumanHphenomeVHNaturefCommunicationsTH2020THYYTHYfc 17.4 27

178 PhenoSprhHanHintegratedHtoolkitHforHphenotypicHcorrelationHestimationHandHmultipleHtestingH
correctionHusingHuWoSHsummaryHstatisticsVHGigaScienceTH2018THeTH 7.6 27

177 uenomicHandHphenotypicHinsightsHfromHanHatlasHofHgeneticHeffectsHonHr oHmethylationVHNaturef
GeneticsTH2021THcaTHYaYYUYaZY 36.3 27

176  eonatalHr oHmethylationHandHearlyUonsetHconductHproblemshHoHgenomeUwideTHprospectiveHstudyVH
DevelopmentfandfPsychopathologyTH2018THaXTHafaUage 4.3 26

175 UsingHtheH’RUpaseHplatformHtoHinvestigateHriskHfactorsHandHdrugHtargetsHforHthousandsHofH
phenotypesVHWellcomefOpenfResearchTH2019THbTHYYa 4.8 26

(2019-2019)

7



174 riscoveryHofHrareHvariantsHassociatedHwithHbloodHpressureHregulationHthroughHmetaUanalysisHofHYVaH
millionHindividualsVHNaturefGeneticsTH2020THcZTHYaYbUYaaZ 36.3 26

173 RoleHofHr oH’ethylationHinHTypeHZHriabetesHstiologyhHUsingHuenotypeHasHaHqausalHonchorVHDiabetesTH
2017THddTHYeYaUYeZZ 0.9 25

172
olcoholHdehydrogenaseHtypeHYqHPorvYqQHvariantsTHalcoholHconsumptionHtraitsTHvrzUcholesterolHandH
riskHofHcoronaryHheartHdiseaseHinHwomenHandHmenhHpritishHWomenOsHveartHandHvealthHStudyHandH
qaerphillyHcohortsVHAtherosclerosisTH2008THYgdTHfeYUf

3.1 25

171  onsenseHmutationHinHcoiledUcoilHdomainHcontainingHYcYHgeneHPqqrqYcYQHcausesHprimaryHciliaryH
dyskinesiaVHHumanfMutationTH2014THacTHYbbdUf 4.7 24

170 ueneticHvariantsHassociatedHwithHVonHWillebrandHfactorHlevelsHinHhealthyHmenHandHwomenHidentifiedH
usingHtheHvumanqVrHpeadqhipVHAnnalsfoffHumanfGeneticsTH2011THecTHbcdUde 2.2 24

169 zateHlifeHmetabolicHsyndromeTHearlyHgrowthTHandHcommonHpolymorphismHinHtheHgrowthHhormoneH
andHplacentalHlactogenHgeneHclusterVHJournalfoffClinicalfEndocrinologyfandfMetabolismTH2004THfgTHccdgUed5.6 24

168 recipheringHosteoarthritisHgeneticsHacrossHfZdTdgXHindividualsHfromHgHpopulationsVHCellTH2021THYfbTHbefbUbfYfVeYe56.2 24

167 sxploitingHhorizontalHpleiotropyHtoHsearchHforHcausalHpathwaysHwithinHaH’endelianHrandomizationH
frameworkVHNaturefCommunicationsTH2020THYYTHYXYX 17.4 23

166 TextureHclassificationHusingHfeatureHselectionHandHkernelUbasedHtechniquesVHSoftfComputingTH2015TH
YgTHZbdgUZbfX 3.5 23

165
TheHassociationHofHtheHPα YHQYgZRHpolymorphismHwithHcomplicationsHandHoutcomesHofHpregnancyhH
findingsHfromHtheHpritishHWomenOsHveartHandHvealthHcohortHstudyVHPaediatricfandfPerinatalf
EpidemiologyTH2006THZXTHZbbUcX

2.7 23

164 ongiotensinHwwHtypeHwHreceptorHgeneHpolymorphismhHanthropometricHandHmetabolicHsyndromeHtraitsVH
JournalfoffMedicalfGeneticsTH2005THbZTHagdUbXY 5.8 23

163 wmportanceHofHueneticHStudiesHinHqonsanguineousHPopulationsHforHtheHqharacterizationHofH ovelH
vumanHueneHtunctionsVHAnnalsfoffHumanfGeneticsTH2016THfXTHYfeUgd 2.2 23

162
ueneUcentricHmetaUanalysesHforHcentralHadiposityHtraitsHinHupHtoHceHbYZHindividualsHofHsuropeanH
descentHconfirmHknownHlociHandHrevealHseveralHnovelHassociationsVHHumanfMolecularfGeneticsTH2014TH
ZaTHZbgfUcYX

5.6 22

161 qScapehHaHtoolHforHpredictingHoncogenicHsingleUpointHmutationsHinHtheHcancerHgenomeVHScientificf
ReportsTH2017THeTHYYcge 4.9 22

160 tourHgeneticHlociHinfluencingHelectrocardiographicHindicesHofHleftHventricularHhypertrophyVH
Circulation:fCardiovascularfGeneticsTH2011THbTHdZdUac 22

159 ’anualHedfHorHafbHwellHmicroplateHgelHOdryOHelectrophoresisHforHPqRHcheckingHandHS PHgenotypingVH
NucleicfAcidsfResearchTH2003THaYTHebf 20.1 22

158 ReplicationHofHwutZUw SUTvRcHhaplotypeHeffectHonHobesityHinHolderHmenHandHstudyHofHrelatedH
phenotypesVHEuropeanfJournalfoffHumanfGeneticsTH2006THYbTHYXgUYd 5.3 21

157 PhenomeUwideH’endelianHrandomizationHmappingHtheHinfluenceHofHtheHplasmaHproteomeHonH
complexHdiseases 21

Tom R Gaunt
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156 zipidsTHobesityHandHgallbladderHdiseaseHinHwomenhHinsightsHfromHgeneticHstudiesHusingHtheH
cardiovascularHgeneUcentricHcXyHS PHarrayVHEuropeanfJournalfoffHumanfGeneticsTH2016THZbTHYXdUYZ 5.3 20

155 zinkageHanalysisHofHtheHcqaYUaaHcandidateHregionHforHasthmaHinHZbXHUyHfamiliesVHGenesfandfImmunity
TH2001THZTHZXUb 4.4 20

154 ’etabolicHqharacterizationHofHaHRareHueneticHVariationHWithinHoPαqaHandHwtsHzipoproteinH
zipaseUwndependentHsffectsVHCirculation:fCardiovascularfGeneticsTH2016THgTHZaYUg 20

153 PrioritizingHputativeHinfluentialHgenesHinHcardiovascularHdiseaseHsusceptibilityHbyHapplyingH
tissueUspecificH’endelianHrandomizationVHGenomefMedicineTH2019THYYTHd 14.4 19

152 onHintegrativeHapproachHtoHpredictingHtheHfunctionalHeffectsHofHsmallHindelsHinHnonUcodingHregionsH
ofHtheHhumanHgenomeVHBMCfBioinformaticsTH2017THYfTHbbZ 3.6 19

151 wnflammationUrelatedHepigeneticHriskHandHchildHandHadolescentHmentalHhealthhHoHprospectiveHstudyH
fromHpregnancyHtoHmiddleHadolescenceVHDevelopmentfandfPsychopathologyTH2018THaXTHYYbcUYYcd 4.3 19

150 wnfluenceHofHadiposityUrelatedHgeneticHmarkersHinHaHpopulationHofHsaudiHarabiansHwhereHotherH
variablesHinfluencingHobesityHmayHbeHreducedVHDiseasefMarkersTH2014THZXYbTHecfZaZ 3.2 19

149 qanonicalHcorrelationHanalysisHforHgeneUbasedHpleiotropyHdiscoveryVHPLoSfComputationalfBiologyTH
2014THYXTHeYXXafed 5 19

148 vomogeneousHassayHofHrsbabaTHanHoqsHwWrHproxyTHandHanHanalysisHinHtheHpritishHWomenOsHveartHandH
vealthHStudyHPpWvvSQVHDiseasefMarkersTH2008THZbTHYYUe 3.2 19

147  ullHmutationHinHhumanHciliaryHneurotrophicHfactorHgeneHconfersHhigherHbodyHmassHindexHinHmalesVH
EuropeanfJournalfoffHumanfGeneticsTH2002THYXTHebgUcZ 5.3 19

146 S PHgenotypingHbyHcombinationHofHYgZUwellH’orusTHoR’SHandHcomputerizedHgelHimageHanalysisVH
BioTechniquesTH2000THZgTHcXXUbTHcXcUd 2.5 19

145 qommonHandHrareHvariantHassociationHanalysesHinHamyotrophicHlateralHsclerosisHidentifyHYcHriskHlociH
withHdistinctHgeneticHarchitecturesHandHneuronUspecificHbiologyVHNaturefGeneticsTH2021THcaTHYdadUYdbf 36.3 19

144 ossociationsHbetweenHhighHbloodHpressureHandHr oHmethylationVHPLoSfONETH2020THYcTHeXZZeeZf 3.7 18

143 tromHaHsingleHwholeHexomeHreadHtoHnotionsHofHclinicalHscreeninghHprimaryHciliaryHdyskinesiaHandH
RSPvgHpVzysZdfdelHinHtheHorabianHPeninsulaVHAnnalsfoffHumanfGeneticsTH2012THedTHZYYUZX 2.2 18

142 UsingHtheH’RUpaseHplatformHtoHinvestigateHriskHfactorsHandHdrugHtargetsHforHthousandsHofH
phenotypesVHWellcomefOpenfResearchTH2019THbTHYYa 4.8 18

141
ossessingHtheHroleHofHinsulinUlikeHgrowthHfactorsHandHbindingHproteinsHinHprostateHcancerHusingH
’endelianHrandomizationhHueneticHvariantsHasHinstrumentsHforHcirculatingHlevelsVHInternationalf
JournalfoffCancerTH2016THYagTHYcZXUaa

7.5 18

140 ossociationHofHcopyHnumberHvariationHacrossHtheHgenomeHwithHneuropsychiatricHtraitsHinHtheHgeneralH
populationVHAmericanfJournalfoffMedicalfGeneticsfPartfB:fNeuropsychiatricfGeneticsTH2018THYeeTHbfgUcXZ 3.5 17

139 RefinedHassociationHmappingHforHaHquantitativeHtraithHweightHinHtheHvYgUwutZUw SUTvHregionVHAnnalsf
offHumanfGeneticsTH2006THeXTHfbfUcd 2.2 17

(2006-2016)
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138 outhorHresponsehHTheH’RUpaseHplatformHsupportsHsystematicHcausalHinferenceHacrossHtheHhumanH
phenomeH2018TH 17

137 wntegratingH’endelianHrandomizationHandHmultipleUtraitHcolocalizationHtoHuncoverHcellUspecificH
inflammatoryHdriversHofHautoimmuneHandHatopicHdiseaseVHHumanfMolecularfGeneticsTH2019THZfTHaZgaUaaXX5.6 16

136 ’etabolicHProfilingHofHodiponectinHzevelsHinHodultshH’endelianHRandomizationHonalysisVHCirculation:f
CardiovascularfGeneticsTH2017THYXTH 16

135
TheHassociationHofHtheHparaoxonaseHPPα YQHQYgZRHpolymorphismHwithHdepressionHinHolderHwomenhH
findingsHfromHtheHpritishHWomenOsHveartHandHvealthHStudyVHJournalfoffEpidemiologyfandfCommunityf
HealthTH2007THdYTHfcUe

5.1 16

134 ReplicationHandHqharacterizationHofHossociationHbetweenHopαHS PsHandHRedHploodHqellHTraitsHbyH
’etaUonalysisHinHsuropeansVHPLoSfONETH2016THYYTHeXYcdgYb 3.7 16

133 oHgenomeUwideHassociationHstudyHofHmitochondrialHr oHcopyHnumberHinHtwoHpopulationUbasedH
cohortsVHHumanfGenomicsTH2019THYaTHd 6.8 15

132 qharacterizingHtheHqausalHPathwayHforHueneticHVariantsHossociatedHwithH eurologicalHPhenotypesH
UsingHvumanHprainUrerivedHProteomeHrataVHAmericanfJournalfoffHumanfGeneticsTH2020THYXdTHffcUfgZ 11 15

131 uenomeUwideHsurveyHofHparentUofUoriginHeffectsHonHr oHmethylationHidentifiesHcandidateHimprintedH
lociHinHhumansVHHumanfMolecularfGeneticsTH2018THZeTHZgZeUZgag 5.6 15

130 ’olecularHandHpopulationHanalysisHofHnaturalHselectionHonHtheHhumanHhaptoglobinHduplicationVH
AnnalsfoffHumanfGeneticsTH2012THedTHacZUdZ 2.2 15

129 qomplexityHofHaHcomplexHtraitHlocushHvPTHvPRTHhaemoglobinHandHcholesterolVHGeneTH2012THbggTHfUYa 3.8 15

128
QuantitatedHtranscriptHhaplotypesHPQTvQHofHouTRYTHreducedHabundanceHofHmR oHhaplotypesH
containingHYYddqHPrscYfdholqQTHandHrelevanceHtoHmetabolicHsyndromeHtraitsVHHumanfMutationTH2007
THZfTHadcUea

4.7 15

127 TextureHanalysisHinHgelHelectrophoresisHimagesHusingHanHintegrativeHkernelUbasedHapproachVH
ScientificfReportsTH2016THdTHYgZcd 4.9 15

126 spigenomeUwideHchangeHandHvariationHinHr oHmethylationHinHchildhoodhHtrajectoriesHfromHbirthHtoH
lateHadolescenceVHHumanfMolecularfGeneticsTH2021THaXTHYYgUYab 5.6 15

125 vwPredhHanHintegrativeHapproachHtoHpredictingHhaploinsufficientHgenesVHBioinformaticsTH2017THaaTHYecYUYece7.2 14

124 oHgeneUcentricHanalysisHofHactivatedHpartialHthromboplastinHtimeHandHactivatedHproteinHqHresistanceH
usingHtheHvumanqVrHfocusedHgenotypingHarrayVHEuropeanfJournalfoffHumanfGeneticsTH2013THZYTHeegUfa 5.3 14

123 qombinedHanalysisHofHqvR ocTHqvR oaHandHqYPZodHinHrelationHtoHadolescentHsmokingHbehaviourVH
JournalfoffPsychopharmacologyTH2011THZcTHgYcUZa 4.6 14

122 SexUassociatedHautosomalHr oHmethylationHdifferencesHareHwideUspreadHandHstableHthroughoutHchildhood 14

121
revelopingHtheHWqRtHwnternationalWUniversityHofHpristolH’ethodologyHforHwdentifyingHandHqarryingH
αutHSystematicHReviewsHofH’echanismsHofHsxposureUqancerHossociationsVHCancerfEpidemiologyf
BiomarkersfandfPreventionTH2017THZdTHYddeUYdec

4 13

Tom R Gaunt

10



120 qirculatingHtattyHocidsHandHRiskHofHqoronaryHveartHriseaseHandHStrokehHwndividualHParticipantHrataH
’etaUonalysisHinHUpHtoHYd´ YZdHParticipantsVHJournalfoffthefAmericanfHeartfAssociationTH2020THgTHeXYaYaY 6 13

119 TheHsWoSHqataloghHaHdatabaseHofHepigenomeUwideHassociationHstudies 13

118 oH’ethylomeUWideHossociationHStudyHofHTrajectoriesHofHαppositionalHrefiantHpehaviorsHandH
piologicalHαverlapHWithHottentionHreficitHvyperactivityHrisorderVHChildfDevelopmentTH2018THfgTHYfagUYfcc4.9 13

117 zowUfrequencyHvariationHinHTPcaHhasHlargeHeffectsHonHheadHcircumferenceHandHintracranialHvolumeVH
NaturefCommunicationsTH2019THYXTHace 17.4 12

116 SmokingTHr oH’ethylationTHandHzungHtunctionhHaH’endelianHRandomizationHonalysisHtoHwnvestigateH
qausalHPathwaysVHAmericanfJournalfoffHumanfGeneticsTH2020THYXdTHaYcUaZd 11 12

115 wntegrationHofHgeneticsHintoHaHsystemsHmodelHofHelectrocardiographicHtraitsHusingHvumanqVrH
peadqhipVHCirculation:fCardiovascularfGeneticsTH2012THcTHdaXUf 12

114 uenotypeHofHgalectinHZHPzuozSZQHisHassociatedHwithHinsulinUglucoseHprofileHinHtheHpritishHWomenOsH
veartHandHvealthHStudyVHDiabetologiaTH2006THbgTHdeaUe 10.3 12

113 ’achineHlearningHimprovesHmortalityHriskHpredictionHafterHcardiacHsurgeryhHSystematicHreviewHandH
metaUanalysisVHJournalfoffThoracicfandfCardiovascularfSurgeryTH2020TH 1.5 12

112 oHpathwayUcentricHapproachHtoHrareHvariantHassociationHanalysisVHEuropeanfJournalfoffHumanf
GeneticsTH2016THZcTHYZaUYZg 5.3 11

111 ’aternalHeatingHdisordersHaffectHoffspringHcordHbloodHr oHmethylationhHaHprospectiveHstudyVH
ClinicalfEpigeneticsTH2017THgTHYZX 7.7 11

110 qardiometabolicHphenotypesHandHmitochondrialHr oHcopyHnumberHinHtwoHcohortsHofHUyHwomenVH
MitochondrionTH2018THagTHgUYg 4.9 11

109
oHstudyHofHrelationshipsHbetweenHsingleHnucleotideHpolymorphismsHfromHtheHgrowthH
hormoneUinsulinUlikeHgrowthHfactorHaxisHandHboneHmasshHtheHvertfordshireHcohortHstudyVHJournalfoff
RheumatologyTH2009THadTHYcZXUd

4.1 11

108 oHstudyHofHTvXYHandHwutZUw SUTvHhaplotypesHinHrelationHtoHsmokingHinitiationHinHthreeHindependentH
surveysVHPharmacogeneticsfandfGenomicsTH2006THYdTHYcUZa 1.9 11

107
wnteractionHbetweenHbirthweightHandHpolymorphismHinHtheHcalciumUsensingHreceptorHgeneHinH
determinationHofHadultHboneHmasshHtheHvertfordshireHcohortHstudyVHJournalfoffRheumatologyTH2007TH
abTHedgUec

4.1 11

106 qanHmachineHlearningHimproveHmortalityHpredictionHfollowingHcardiacHsurgerymVHEuropeanfJournalfoff
CardiotthoracicfSurgeryTH2020THcfTHYYaXUYYad 3 11

105 ’endelianHRandomisationHstudyHofHtheHinfluenceHofHeutRHonHcoronaryHheartHdiseaseVHScientificf
ReportsTH2016THdTHZfcYb 4.9 11

104 ’szαrwhH’iningHsnrichedHziteratureHαbjectsHtoHreriveHwntermediatesVHInternationalfJournalfoff
EpidemiologyTH2018TH 7.8 10

103 oHmultiUcohortHstudyHofHpolymorphismsHinHtheHuvWwutHaxisHandHphysicalHcapabilityhHtheHvozqyonH
programmeVHPLoSfONETH2012THeTHeZgffa 3.7 10

(2012-2020)
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102 wdentifyingHdrugHtargetsHforHneurologicalHandHpsychiatricHdiseaseHviaHgeneticsHandHtheHbrainH
transcriptomeVHPLoSfGeneticsTH2021THYeTHeYXXgZZb 6 10

101
vaplotypeHofHgrowthHhormoneHandHangiotensinHwUconvertingHenzymeHgenesTHserumHangiotensinH
wUconvertingHenzymeHandHventricularHgrowthhHpathwayHinferenceHinHpharmacogeneticsVH
PharmacogeneticsfandfGenomicsTH2007THYeTHZgYUb

1.9 9

100 TriglycerideUcontainingHlipoproteinHsubUfractionsHandHriskHofHcoronaryHheartHdiseaseHandHstrokehHoH
prospectiveHanalysisHinHYYTcdXHadultsVHEuropeanfJournalfoffPreventivefCardiologyTH2020THZeTHYdYeUYdZd 3.9 9

99 r oHmethylationHderivedHsystemicHinflammationHindicesHareHassociatedHwithHheadHandHneckHcancerH
developmentHandHsurvivalVHOralfOncologyTH2018THfcTHfeUgb 4.4 9

98 wdentifyingHlowHdensityHlipoproteinHcholesterolHassociatedHvariantsHinHtheHonnexinHoZHPo XoZQHgeneVH
AtherosclerosisTH2017THZdYTHdXUdf 3.1 8

97 zeveragingHbrainHcortexUderivedHmolecularHdataHtoHelucidateHepigeneticHandHtranscriptomicHdriversH
ofHcomplexHtraitsHandHdiseaseVHTranslationalfPsychiatryTH2019THgTHYXc 8.6 8

96 zongitudinalHanalysisHstrategiesHforHmodellingHepigeneticHtrajectoriesVHInternationalfJournalfoff
EpidemiologyTH2018THbeTHcYdUcZc 7.8 8

95 omplificationHratioHcontrolHsystemHforHcopyHnumberHvariationHgenotypingVHNucleicfAcidsfResearchTH
2011THagTHecb 20.1 8

94 onHexpectationUmaximizationHprogramHforHdeterminingHallelicHspectrumHfromHq VHdataHPqo Vs’QhH
insightsHintoHpopulationHallelicHarchitectureHandHitsHmutationalHhistoryVHHumanfMutationTH2010THaYTHbYbUZX4.7 8

93 TheHvariantHcallHformatHprovidesHefficientHandHrobustHstorageHofHuWoSHsummaryHstatisticsVHGenomef
BiologyTH2021THZZTHaZ 18.3 8

92 ueneticHdeterminantsHofHcirculatingHhaptoglobinHconcentrationVHClinicafChimicafActaTH2019THbgbTHYafUYbZ6.2 7

91 e αSHandHcoronaryHarteryHdiseasehHpublicationHbiasHandHtheHeclipseHofHhypothesisUdrivenH
metaUanalysisHinHgeneticHassociationHstudiesVHGeneTH2015THccdTHZceUf 3.8 7

90 ueneUcentricHassociationHsignalsHforHhaemostasisHandHthrombosisHtraitsHidentifiedHwithHtheH
vumanqVrHpeadqhipVHThrombosisfandfHaemostasisTH2013THYYXTHggcUYXXa 7 7

89 wncorporatingH onUqodingHonnotationsHintoHRareHVariantHonalysisVHPLoSfONETH2016THYYTHeXYcbYfY 3.7 7

88 qholesterylHesterHtransferHproteinHPqsTPQHasHaHdrugHtargetHforHcardiovascularHdiseaseVHNaturef
CommunicationsTH2021THYZTHcdbX 17.4 7

87 ’ultiUomicsHstudyHrevealingHputativeHdrugHtargetsHofHqαVwrUYgHseverityHandHotherHviralHinfectionHdiseases 7

86 uenomicHandHphenomicHinsightsHfromHanHatlasHofHgeneticHeffectsHonHr oHmethylation 7

85 qollapsedHmethylationHquantitativeHtraitHlociHanalysisHforHlowHfrequencyHandHrareHvariantsVHHumanf
MolecularfGeneticsTH2016THZcTHbaagUbabg 5.6 7
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84 PhysicalHactivityHphenotypingHwithHactivityHbigramsTHandHtheirHassociationHwithHp’wVHInternationalf
JournalfoffEpidemiologyTH2017THbdTHYfceUYfeX 7.8 6

83 wdentifyingHvighlyHPenetrantHriseaseHqausalH’utationsHUsingH extHuenerationHSequencinghHuuideHtoH
WholeHProcessVHBioMedfResearchfInternationalTH2015THZXYcTHgZabgY 3 6

82
QuestioningHw SHV TRHroleHinHobesityHandHdiabeteshHsubclassesHtagHwutZUw SUTvHhaplotypesiHandH
UZavphwHasHaHSTsPHPsplicingHandHtranslationalHefficiencyHpolymorphismQVHPhysiologicalfGenomicsTH2006
THZfTHYYa

3.6 6

81 ulobalHpiobankH’etaUanalysisHwnitiativehHpoweringHgeneticHdiscoveryHacrossHhumanHdiseases 6

80 UsingHgeneticHvariationHtoHdisentangleHtheHcomplexHrelationshipHbetweenHfoodHintakeHandHhealthHoutcomes 6

79 uenomeUwideHassociationHstudyHofHcirculatingHinterleukinHdHlevelsHidentifiesHnovelHlociVHHumanf
MolecularfGeneticsTH2021THaXTHagaUbXg 5.6 6

78 vaptoglobinHgenotypeHandHoutcomeHafterHaneurysmalHsubarachnoidHhaemorrhageVHJournalfoff
NeurologysfNeurosurgeryfandfPsychiatryTH2020THgYTHaXcUaYa 5.5 5

77 riscoveryHandHreplicationHofHS PUS PHinteractionsHforHquantitativeHlipidHtraitsHinHoverHdXTXXXH
individualsVHBioDatafMiningTH2017THYXTHZc 4.3 5

76
SequentialHsentinelHS PHRegionalHossociationHPlotsHPSSSURoPQhHanHapproachHforHtestingH
independenceHofHS PHassociationHsignalsHusingHmetaUanalysisHdataVHAnnalsfoffHumanfGeneticsTH2013TH
eeTHdeUeg

2.2 5

75 vaptoglobinHdupliconTHhemoglobinTHandHvitaminHqhHanalysesHinHtheHbritishHwomenOsHheartHandHhealthH
studyHandHqaerphillyHprospectiveHstudyVHDiseasefMarkersTH2014THZXYbTHcZgbcd 3.2 5

74 TheHsffectHofHqirculatingHZincTHSeleniumTHqopperHandHVitaminHyHonHqαVwrUYgHαutcomeshHoH
’endelianHRandomizationHStudyVVHNutrientsTH2022THYbTH 6.7 5

73 ’RUTRYXhHoH’endelianHrandomizationHframeworkHthatHexploitsHhorizontalHpleiotropyHtoHinferHnovelH
causalHpathways 5

72 oHProteinHromainHandHtamilyHpasedHopproachHtoHRareHVariantHossociationHonalysisVHPLoSfONETH2016TH
YYTHeXYcafXa 3.7 5

71 spiuraphrphHaHdatabaseHandHdataHminingHplatformHforHhealthHdataHscienceVHBioinformaticsTH2021THaeTHYaXbUYaYY7.2 5

70 ’szαrwHPrestohHaHfastHandHagileHtoolHtoHexploreHsemanticHtriplesHderivedHfromHbiomedicalHliteratureVH
BioinformaticsTH2021THaeTHcfaUcfc 7.2 5

69 wdentifyingHepigeneticHbiomarkersHofHestablishedHprognosticHfactorsHandHsurvivalHinHaHclinicalHcohortH
ofHindividualsHwithHoropharyngealHcancerVHClinicalfEpigeneticsTH2020THYZTHgc 7.7 4

68 qScapeUsomatichHdistinguishingHdriverHandHpassengerHpointHmutationsHinHtheHcancerHgenomeVH
BioinformaticsTH2020THadTHadaeUadbb 7.2 4

67 voPRoPhHaHhaplotypeUbasedHiterativeHmethodHforHstatisticalHfineHmappingHusingHuWoSHsummaryH
statisticsVHBioinformaticsTH2017THaaTHegUfd 7.2 4

(2017-2017)
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66 tunctionalHonalysisHofHtheHqoronaryHveartHriseaseHRiskHzocusHonHqhromosomeHZYqZZVHDiseasef
MarkersTH2017THZXYeTHYXgdgYd 3.2 4

65 ProxyHmolecularHdiagnosisHfromHwholeUexomeHsequencingHrevealsHPapillonUzefevreHsyndromeH
causedHbyHaHmissenseHmutationHinHqTSqVHPLoSfONETH2015THYXTHeXYZYacY 3.7 4

64 zargeUScaleHueneUqentricH’etaUonalysisHacrossHagHStudiesHwdentifiesHTypeHZHriabetesHzociVHAmericanf
JournalfoffHumanfGeneticsTH2012THgXTHeca 11 4

63 uenomeUwideHdataUminingHofHcandidateHhumanHspliceHtranslationalHefficiencyHpolymorphismsH
PSTsPsQHandHanHonlineHdatabaseVHPLoSfONETH2010THcTHeYaabX 3.7 4

62 zinkingHPhysicalHoctivityHtoHpreastHqancerHviaHSexHvormonesTHPartHYhHTheHsffectHofHPhysicalHoctivityH
onHSexHSteroidHvormonesVHCancerfEpidemiologyfBiomarkersfandfPreventionTH2021TH 4 4

61
zinkingHPhysicalHoctivityHtoHpreastHqancerhHTextH’iningHResultsHandHaHProtocolHforHSystematicallyH
ReviewingHThreeHPotentialH’echanisticHPathwaysVHCancerfEpidemiologyfBiomarkersfandfPreventionTH
2021TH

4 4

60 wmprintedHlociHmayHbeHmoreHwidespreadHinHhumansHthanHpreviouslyHappreciatedHandHenableHlimitedH
assignmentHofHparentalHallelicHtransmissionsHinHunrelatedHindividuals 4

59 TheHvariantHcallHformatHprovidesHefficientHandHrobustHstorageHofHuWoSHsummaryHstatistics 4

58 prainHexpressionHquantitativeHtraitHlocusHandHnetworkHanalysisHrevealsHdownstreamHeffectsHandH
putativeHdriversHforHbrainUrelatedHdiseases 4

57 TheHcausalHeffectsHofHserumHlipidsHandHapolipoproteinsHonHkidneyHfunctionhHmultivariableHandH
bidirectionalH’endelianUrandomizationHanalysesVHInternationalfJournalfoffEpidemiologyTH2021THcXTHYcdgUYceg7.8 4

56 riagnosisHofHqoronaryHveartHriseasesHUsingHueneHsxpressionHProfilingiHStableHqoronaryHorteryH
riseaseTHqardiacHwschemiaHwithHandHwithoutH’yocardialH ecrosisVHPLoSfONETH2016THYYTHeXYbgbec 3.7 4

55  avigatingHsampleHoverlapTHwinnerâ��sHcurseHandHweakHinstrumentHbiasHinH’endelianHrandomizationH
studiesHusingHtheHUyHpiobank 4

54 ’endelVarhHgeneHprioritizationHatHuWoSHlociHusingHphenotypicHenrichmentHofH’endelianHdiseaseH
genesVHBioinformaticsTH2021THaeTHYUf 7.2 4

53 sstimatingHtheHtrequencyHofHSingleHPointHrriverH’utationsHacrossHqommonHSolidHTumoursVHScientificf
ReportsTH2019THgTHYabcZ 4.9 3

52 vaptoglobinHgenotypeHandHoutcomeHafterHspontaneousHintracerebralHhaemorrhageVHJournalfoff
NeurologysfNeurosurgeryfandfPsychiatryTH2020THgYTHZgfUaXb 5.5 3

51 uTpHUHanHonlineHgenomeHtoleranceHbrowserVHBMCfBioinformaticsTH2017THYfTHZX 3.6 3

50
qommentHonhH’archandHandHPolychronakosHPZXXeQHsvaluationHofHpolymorphicHsplicingHinHtheH
mechanismHofHtheHassociationHofHtheHinsulinHgeneHwithHdiabeteshHriabetesHcdheXgUeYaVHDiabetesTH
2007THcdTHeYdiHauthorHreplyHeYe

0.9 3

49 RareHSzqYaoYHvariantsHassociateHwithHintervertebralHdiscHdisorderHhighlightingHroleHofHsulfateHinHdiscH
pathologyVVHNaturefCommunicationsTH2022THYaTHdab 17.4 3
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48 TheHsWoSHqataloghHaHdatabaseHofHepigenomeUwideHassociationHstudiesVVHWellcomefOpenfResearchTH
2022THeTHbY 4.8 3

47 onHinformaticsHconsultHapproachHforHgeneratingHclinicalHevidenceHforHtreatmentHdecisionsVHBMCf
MedicalfInformaticsfandfDecisionfMakingTH2021THZYTHZfY 3.6 3

46 TextureHqlassificationHUsingHyernelUpasedHTechniquesVHLecturefNotesfinfComputerfScienceTH2013THbZeUbab0.9 3

45 PhenoSprhHanHintegratedHtoolkitHforHphenotypicHcorrelationHestimationHandHmultipleHtestingH
correctionHusingHuWoSHsummaryHstatistics 3

44 SystematicH’endelianHrandomizationHframeworkHelucidatesHhundredsHofHgeneticHlociHwhichHmayH
influenceHdiseaseHthroughHchangesHinHr oHmethylationHlevels 3

43 qausalHepigenomeUwideHassociationHstudyHidentifiesHqpuHsitesHthatHinfluenceHcardiovascularHdiseaseHrisk 3

42 TriangulatingH’olecularHsvidenceHtoHPrioritizeHqandidateHqausalHuenesHatHsstablishedHotopicH
rermatitisHzociVHJournalfoffInvestigativefDermatologyTH2021THYbYTHZdZXUZdZg 4.3 3

41 PlateletHulycoproteinHwbH˛–UqhainHasHaHPutativeHTherapeuticHTargetHforHxuvenileHwdiopathicHorthritishHoH
’endelianHRandomizationHStudyVHArthritisfandfRheumatologyTH2021THeaTHdgaUeXY 9.5 3

40 ossociationHofHphysicalHactivityHintensityHandHboutHlengthHwithHmortalityhHonHobservationalHstudyHofH
egTcXaHUyHpiobankHparticipantsVHPLoSfMedicineTH2021THYfTHeYXXaece 11.6 3

39 ovailabilityHofHpublicHdatabasesHforHtriangulationHofHfindingsVHProceedingsfoffthefNationalfAcademyfoff
SciencesfoffthefUnitedfStatesfoffAmericaTH2019THYYdTHYceddUYcede 11.5 2

38 sarlyHlifeHadiposityHandHtelomereHlengthHacrossHtheHlifeHcoursehHaHsystematicHreviewHandH
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