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i Paper IF Citations

262
wnsightsHintoHtheHgeneticHarchitectureHofHhaematologicalHtraitsHfromHdeepHphenotypingHandH
wholeUgenomeHsequencingHforHtwoH–editerraneanHisolatedHpopulationsVVHScientificgReportsTH2022TH
YZTHYYaY

4.9 0

261 RareHSzqYaoYHvariantsHassociateHwithHintervertebralHdiscHdisorderHhighlightingHroleHofHsulfateHinHdiscH
pathologyVVHNaturegCommunicationsTH2022THYaTHdab 17.4 3

260 wnsightsHintoHtheHmolecularHlandscapeHofHosteoarthritisHinHhumanHtissuesVHCurrentgOpinionging
RheumatologyTH2022THabTHegUgX 5.3 1

259 sxtensiveHidentificationHofHgenesHinvolvedHinHcongenitalHandHstructuralHheartHdisordersHandH
cardiomyopathyH2022THYTHYceUYea 2

258 –ultiUancestryHgeneticHstudyHofHtypeHZHdiabetesHhighlightsHtheHpowerHofHdiverseHpopulationsHforH
discoveryHandHtranslationVVHNaturegGeneticsTH2022TH 36.3 7

257 ueneUbasedHwholeHgenomeHsequencingHmetaUanalysisHofHZcXHcirculatingHproteinsHinHthreeHisolatedH
suropeanHpopulationsVVHMoleculargMetabolismTH2022THYXYcXg 8.8 0

256 TheHueneticHspidemiologyHofHxointHShapeHandHtheHrevelopmentHofHOsteoarthritisVHCalcifiedgTissueg
InternationalTH2021THYXgTHZceUZed 3.9 6

255 TheHpowerHofHgeneticHdiversityHinHgenomeUwideHassociationHstudiesHofHlipidsVHNatureTH2021TH 50.4 24

254 –appingHtheHserumHproteomeHtoHneurologicalHdiseasesHusingHwholeHgenomeHsequencingVHNatureg
CommunicationsTH2021THYZTHeXbZ 17.4 3

253 zinkingHchondrocyteHandHsynovialHtranscriptionalHprofileHtoHclinicalHphenotypeHinHosteoarthritisVH
AnnalsgofgthegRheumaticgDiseasesTH2021TH 2.4 5

252 OsteocyteHtranscriptomeHmappingHidentifiesHaHmolecularHlandscapeHcontrollingHskeletalH
homeostasisHandHsusceptibilityHtoHskeletalHdiseaseVHNaturegCommunicationsTH2021THYZTHZbbb 17.4 12

251 TheHtransUancestralHgenomicHarchitectureHofHglycemicHtraitsVHNaturegGeneticsTH2021THcaTHfbXUfdX 36.3 44

250 oHmolecularHquantitativeHtraitHlocusHmapHforHosteoarthritisVHNaturegCommunicationsTH2021THYZTHYaXg 17.4 8

249 recipheringHosteoarthritisHgeneticsHacrossHfZdTdgXHindividualsHfromHgHpopulationsVHCellTH2021THYfbTHbefbUbfYfVeYe56.2 24

248 occeleratingHfunctionalHgeneHdiscoveryHinHosteoarthritisVHNaturegCommunicationsTH2021THYZTHbde 17.4 12

247 WholeUgenomeHsequencingHanalysisHofHtheHcardiometabolicHproteomeVHNaturegCommunicationsTH
2020THYYTHdaad 17.4 7

246 piomedicalHResearchHuoesHViralhHrangersHandHOpportunitiesVHCellTH2020THYfYTHYYfgUYYga 56.2 4
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245 sxomeHSequencingHwdentifiesHuenesHandHueneHSetsHqontributingHtoHSevereHqhildhoodHObesityTH
zinkingHPvwPHVariantsHtoHRepressedHPO–qHTranscriptionVHCellgMetabolismTH2020THaYTHYYXeUYYYgVeYZ 24.6 16

244 TheHinfluenceHofHrareHvariantsHinHcirculatingHmetabolicHbiomarkersVHPLoSgGeneticsTH2020THYdTHeYXXfdXc 6 3

243 StrengtheningHqausalHwnferenceHforHqomplexHriseaseHUsingH–olecularHQuantitativeHTraitHzociVH
TrendsgingMoleculargMedicineTH2020THZdTHZaZUZbY 11.5 10

242 PopulationUwideHcopyHnumberHvariationHcallingHusingHvariantHcallHformatHfilesHfromHdTfgfHindividualsVH
GeneticgEpidemiologyTH2020THbbTHegUfg 2.6 1

241  ovelHlociHforHchildhoodHbodyHmassHindexHandHsharedHheritabilityHwithHadultHcardiometabolicHtraitsVH
PLoSgGeneticsTH2020THYdTHeYXXfeYf 6 25

240 riscoveryHofHrareHvariantsHassociatedHwithHbloodHpressureHregulationHthroughHmetaUanalysisHofHYVaH
millionHindividualsVHNaturegGeneticsTH2020THcZTHYaYbUYaaZ 36.3 26

239 TheHuseHofHtechnologyHinHtheHsubcategorisationHofHosteoarthritishHaHrelphiHstudyHapproachVH
OsteoarthritisgandgCartilagegOpenTH2020THZTHYXXXfY 1.5 3

238 qhronicHobstructiveHpulmonaryHdiseaseHandHrelatedHphenotypeshHpolygenicHriskHscoresHinH
populationUbasedHandHcaseUcontrolHcohortsVHLancetgRespiratorygMedicinevtheTH2020THfTHdgdUeXf 35.1 29

237 –etaUanalysisHofHupHtoHdZZTbXgHindividualsHidentifiesHbXHnovelHsmokingHbehaviourHassociatedH
geneticHlociVHMoleculargPsychiatryTH2020THZcTHZagZUZbXg 15.1 45

236 uenomeUwideHassociationHofHphenotypesHbasedHonHclusteringHpatternsHofHhandHosteoarthritisH
identifyHasHnovelHosteoarthritisHgeneVHAnnalsgofgthegRheumaticgDiseasesTH2020TH 2.4 7

235 TheHtransferabilityHofHlipidHlociHacrossHofricanTHosianHandHsuropeanHcohortsVHNaturegCommunicationsTH
2019THYXTHbaaX 17.4 24

234 TranslationalHgenomicsHandHprecisionHmedicinehH–ovingHfromHtheHlabHtoHtheHclinicVHScienceTH2019TH
adcTHYbXgUYbYa 33.3 68

233 zowUfrequencyHvariationHinHTPcaHhasHlargeHeffectsHonHheadHcircumferenceHandHintracranialHvolumeVH
NaturegCommunicationsTH2019THYXTHace 17.4 12

232 wdentificationHofHnewHtherapeuticHtargetsHforHosteoarthritisHthroughHgenomeUwideHanalysesHofHUyH
piobankHdataVHNaturegGeneticsTH2019THcYTHZaXUZad 36.3 143

231 ueneticHarchitectureHofHhumanHthinnessHcomparedHtoHsevereHobesityVHPLoSgGeneticsTH2019THYcTHeYXXedXa 6 51

230 uenomicsHofHdiseaseHriskHinHgloballyHdiverseHpopulationsVHNaturegReviewsgGeneticsTH2019THZXTHcZXUcac 30.1 105

229 –endelianHRandomizationHonalysisHRevealsHaHqausalHwnfluenceHofHqirculatingHSclerostinHzevelsHonH
poneH–ineralHrensityHandHtracturesVHJournalgofgBonegandgMineralgResearchTH2019THabTHYfZbUYfad 6.3 11

228 uWoSHofHboneHsizeHyieldsHtwelveHlociHthatHalsoHaffectHheightTHp–rTHosteoarthritisHorHfracturesVH
NaturegCommunicationsTH2019THYXTHZXcb 17.4 36

(2019-2020)
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227 –aternalHandHfetalHgeneticHeffectsHonHbirthHweightHandHtheirHrelevanceHtoHcardioUmetabolicHriskH
factorsVHNaturegGeneticsTH2019THcYTHfXbUfYb 36.3 181

226 –ultiUancestryHgenomeUwideHgeneUsmokingHinteractionHstudyHofHafeTZeZHindividualsHidentifiesHnewH
lociHassociatedHwithHserumHlipidsVHNaturegGeneticsTH2019THcYTHdadUdbf 36.3 59

225  ewHgeneticHsignalsHforHlungHfunctionHhighlightHpathwaysHandHchronicHobstructiveHpulmonaryH
diseaseHassociationsHacrossHmultipleHancestriesVHNaturegGeneticsTH2019THcYTHbfYUbga 36.3 156

224 UgandaHuenomeHResourceHsnablesHwnsightsHintoHPopulationHvistoryHandHuenomicHriscoveryHinH
ofricaVHCellTH2019THYegTHgfbUYXXZVead 56.2 76

223 ProteinUcodingHvariantsHimplicateHnovelHgenesHrelatedHtoHlipidHhomeostasisHcontributingHtoHbodyUfatH
distributionVHNaturegGeneticsTH2019THcYTHbcZUbdg 36.3 44

222 oHrietaryHPatternHwithHvighHSugarHqontentHwsHossociatedHwithHqardiometabolicHRiskHtactorsHinHtheH
PomakHPopulationVHNutrientsTH2019THYYTH 6.7 3

221 TheHZXYfHOttoHoufrancHowardhHvowHroesHuenomeUwideHVariationHoffectHOsteolysisHRiskHofterH
TvomVHClinicalgOrthopaedicsgandgRelatedgResearchTH2019THbeeTHZgeUaXg 2.2 6

220 VeryHlowUdepthHwholeUgenomeHsequencingHinHcomplexHtraitHassociationHstudiesVHBioinformaticsTH
2019THacTHZcccUZcdY 7.2 34

219 TransUethnicHassociationHstudyHofHbloodHpressureHdeterminantsHinHoverHecXTXXXHindividualsVHNatureg
GeneticsTH2019THcYTHcYUdZ 36.3 152

218 RefiningHtheHaccuracyHofHvalidatedHtargetHidentificationHthroughHcodingHvariantHfineUmappingHinHtypeH
ZHdiabetesVHNaturegGeneticsTH2018THcXTHccgUceY 36.3 221

217 oHnovelHvariantHinHisHassociatedHwithHosteoarthritisVHAnnalsgofgthegRheumaticgDiseasesTH2018THeeTHdZXUdZa 2.4 22

216 zossUofUfunctionHvariantsHinHorqYaHincreaseHriskHofHobesityHandHtypeHZHdiabetesVHNaturegGeneticsTH
2018THcXTHYeZUYeb 36.3 97

215 uenomeUwideHanalysesHusingHUyHpiobankHdataHprovideHinsightsHintoHtheHgeneticHarchitectureHofH
osteoarthritisVHNaturegGeneticsTH2018THcXTHcbgUccf 36.3 122

214 –aternalHandHfetalHgeneticHcontributionHtoHgestationalHweightHgainVHInternationalgJournalgofgObesityTH
2018THbZTHeecUefb 5.5 19

213 qombinationHtherapyHasHaHpotentialHriskHfactorHforHtheHdevelopmentHofHtypeHZHdiabetesHinHpatientsH
withHschizophreniahHtheHuO–oPHstudyVHBMCgPsychiatryTH2018THYfTHZbg 4.2 2

212 uenomeUwideHassociationHstudyHofHdevelopmentalHdysplasiaHofHtheHhipHidentifiesHanHassociationH
withVHCommunicationsgBiologyTH2018THYTHcd 6.7 26

211 WidespreadHepigenomicTHtranscriptomicHandHproteomicHdifferencesHbetweenHhipHosteophyticHandH
articularHchondrocytesHinHosteoarthritisVHRheumatologyTH2018THceTHYbfYUYbfg 3.9 14

210 –etaUanalysisHofHexomeHarrayHdataHidentifiesHsixHnovelHgeneticHlociHforHlungHfunctionVHWellcomegOpeng
ResearchTH2018THaTHb 4.8 16
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209 ProteinUalteringHvariantsHassociatedHwithHbodyHmassHindexHimplicateHpathwaysHthatHcontrolHenergyH
intakeHandHexpenditureHinHobesityVHNaturegGeneticsTH2018THcXTHZdUbY 36.3 186

208 wnvestigationHofHcommonTHlowUfrequencyHandHrareHgenomeUwideHvariationHinHanorexiaHnervosaVH
MoleculargPsychiatryTH2018THZaTHYYdgUYYfX 15.1 24

207 qohortUwideHdeepHwholeHgenomeHsequencingHandHtheHallelicHarchitectureHofHcomplexHtraitsVHNatureg
CommunicationsTH2018THgTHbdeb 17.4 19

206 svidenceHforHgeneticHcontributionHtoHtheHincreasedHriskHofHtypeHZHdiabetesHinHschizophreniaVH
TranslationalgPsychiatryTH2018THfTHZcZ 8.6 34

205 tineUmappingHtypeHZHdiabetesHlociHtoHsingleUvariantHresolutionHusingHhighUdensityHimputationHandH
isletUspecificHepigenomeHmapsVHNaturegGeneticsTH2018THcXTHYcXcUYcYa 36.3 675

204 ProxsqoThHProxyHsxternalHqontrolsHossociationHTestVHoHnewHcaseUcontrolHgeneHregionHassociationH
testHusingHalleleHfrequenciesHfromHpublicHcontrolsVHPLoSgGeneticsTH2018THYbTHeYXXecgY 6 13

203 ueneticHanalysisHofHoverHYHmillionHpeopleHidentifiesHcacHnewHlociHassociatedHwithHbloodHpressureH
traitsVHNaturegGeneticsTH2018THcXTHYbYZUYbZc 36.3 386

202 svidenceHforHlargeUscaleHgeneUbyUsmokingHinteractionHeffectsHonHpulmonaryHfunctionVHInternationalg
JournalgofgEpidemiologyTH2017THbdTHfgbUgXb 7.8 25

201 RareHandHlowUfrequencyHcodingHvariantsHalterHhumanHadultHheightVHNatureTH2017THcbZTHYfdUYgX 50.4 412

200 uenomeUwideHassociationHanalysesHforHlungHfunctionHandHchronicHobstructiveHpulmonaryHdiseaseH
identifyHnewHlociHandHpotentialHdruggableHtargetsVHNaturegGeneticsTH2017THbgTHbYdUbZc 36.3 170

199 tamilialHvypercholesterolemiaHandHTypeHZHriabetesHinHtheHOldHOrderHomishVHDiabetesTH2017THddTHZXcbUZXcf0.9 15

198 riscoveryHofHnovelHheartHrateUassociatedHlociHusingHtheHsxomeHqhipVHHumangMoleculargGeneticsTH2017
THZdTHZabdUZada 5.6 17

197 RadiographicHendophenotypingHinHhipHosteoarthritisHimprovesHtheHprecisionHofHgeneticHassociationH
analysisVHAnnalsgofgthegRheumaticgDiseasesTH2017THedTHYYggUYZXd 2.4 21

196 WholeHgenomeHsequencingHandHimputationHinHisolatedHpopulationsHidentifyHgeneticHassociationsH
withHmedicallyUrelevantHcomplexHtraitsVHNaturegCommunicationsTH2017THfTHYcdXd 17.4 60

195 WholeUuenomeHSequencingHqoupledHtoHwmputationHriscoversHueneticHSignalsHforHonthropometricH
TraitsVHAmericangJournalgofgHumangGeneticsTH2017THYXXTHfdcUffb 11 74

194 onHsxpandedHuenomeUWideHossociationHStudyHofHTypeHZHriabetesHinHsuropeansVHDiabetesTH2017THddTHZfffUZgXZ0.9 414

193 oHzowUtrequencyHwnactivatingHVariantHsnrichedHinHtheHtinnishHPopulationHwsHossociatedHWithHtastingH
wnsulinHzevelsHandHTypeHZHriabetesHRiskVHDiabetesTH2017THddTHZXYgUZXaZ 0.9 29

192 TheHmountainousHqretanHdietaryHpatternsHandHtheirHrelationshipHwithHcardiovascularHriskHfactorshHtheH
vellenicHwsolatedHqohortsH–o OzwSHstudyVHPublicgHealthgNutritionTH2017THZXTHYXdaUYXeb 3.3 10

(2017-2018)
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191
ueneticHarchitectureHdistinguishesHsystemicHjuvenileHidiopathicHarthritisHfromHotherHformsHofH
juvenileHidiopathicHarthritishHclinicalHandHtherapeuticHimplicationsVHAnnalsgofgthegRheumaticgDiseasesTH
2017THedTHgXdUgYa

2.4 89

190 sxomeUwideHassociationHstudyHofHplasmaHlipidsHinHlaXXTXXXHindividualsVHNaturegGeneticsTH2017THbgTHYecfUYedd36.3 310

189  ewHploodHPressureUossociatedHzociHwdentifiedHinH–etaUonalysesHofHbecHXXXHwndividualsVHCirculation:g
CardiovasculargGeneticsTH2017THYXTH 33

188 uenomeUwideHanalysisHofHhealthUrelatedHbiomarkersHinHtheHUyHvouseholdHzongitudinalHStudyH
revealsHnovelHassociationsVHScientificgReportsTH2017THeTHYYXXf 4.9 49

187 wntegrativeHepigenomicsTHtranscriptomicsHandHproteomicsHofHpatientHchondrocytesHrevealHgenesHandH
pathwaysHinvolvedHinHosteoarthritisVHScientificgReportsTH2017THeTHfgac 4.9 62

186  ovelHploodHPressureHzocusHandHueneHriscoveryHUsingHuenomeUWideHossociationHStudyHandH
sxpressionHrataHSetsHtromHploodHandHtheHyidneyVHHypertensionTH2017TH 8.5 85

185 ossociationHanalysesHbasedHonHfalseHdiscoveryHrateHimplicateHnewHlociHforHcoronaryHarteryHdiseaseVH
NaturegGeneticsTH2017THbgTHYafcUYagY 36.3 361

184 snrichmentHofHlowUfrequencyHfunctionalHvariantsHrevealedHbyHwholeUgenomeHsequencingHofH
multipleHisolatedHsuropeanHpopulationsVHNaturegCommunicationsTH2017THfTHYcgZe 17.4 37

183 RareHVariantHonalysisHofHvumanHandHRodentHObesityHuenesHinHwndividualsHwithHSevereHqhildhoodH
ObesityVHScientificgReportsTH2017THeTHbagb 4.9 31

182 SequenceHdataHandHassociationHstatisticsHfromHYZTgbXHtypeHZHdiabetesHcasesHandHcontrolsVHScientificg
DataTH2017THbTHYeXYeg 8.2 22

181 PathwaysHtoHunderstandingHtheHgenomicHaetiologyHofHosteoarthritisVHHumangMoleculargGeneticsTH
2017THZdTHRYgaURZXY 5.6 19

180 StatisticalHmethodsHtoHdetectHpleiotropyHinHhumanHcomplexHtraitsVHOpengBiologyTH2017THeTH 7 58

179 svaluationHofHsharedHgeneticHaetiologyHbetweenHosteoarthritisHandHboneHmineralHdensityHidentifiesH
S–oraHasHaHnovelHosteoarthritisHriskHlocusVHHumangMoleculargGeneticsTH2017THZdTHafcXUafcf 5.6 34

178 oHreferenceHpanelHofHdbTgedHhaplotypesHforHgenotypeHimputationVHNaturegGeneticsTH2016THbfTHYZegUfa 36.3 1447

177 oHprincipalHcomponentHmetaUanalysisHonHmultipleHanthropometricHtraitsHidentifiesHnovelHlociHforH
bodyHshapeVHNaturegCommunicationsTH2016THeTHYaace 17.4 46

176 qhadHueneticHriversityHRevealsHanHofricanHvistoryH–arkedHbyH–ultipleHvoloceneHsurasianH
–igrationsVHAmericangJournalgofgHumangGeneticsTH2016THggTHYaYdUYaZb 11 26

175 TransUancestryHmetaUanalysesHidentifyHrareHandHcommonHvariantsHassociatedHwithHbloodHpressureH
andHhypertensionVHNaturegGeneticsTH2016THbfTHYYcYUYYdY 36.3 181

174 TransUethnicHstudyHdesignHapproachesHforHfineUmappingVHEuropeangJournalgofgHumangGeneticsTH2016TH
ZbTHYaaXUd 5.3 48
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173 WholeUexomeHsequencingHinHanHisolatedHpopulationHfromHtheHralmatianHislandHofHVisVHEuropeang
JournalgofgHumangGeneticsTH2016THZbTHYbegUfe 5.3 5

172 VeryHlowUdepthHsequencingHinHaHfounderHpopulationHidentifiesHaHcardioprotectiveHoPOqaHsignalH
missedHbyHgenomeUwideHimputationVHHumangMoleculargGeneticsTH2016THZcTHZadXUZadc 5.6 14

171 wnsightsHintoHmetabolicHdiseaseHfromHstudyingHgeneticsHinHisolatedHpopulationshHstoriesHfromHureeceH
toHureenlandVHDiabetologiaTH2016THcgTHgafUbY 10.3 8

170 TransancestralHfineUmappingHofHfourHtypeHZHdiabetesHsusceptibilityHlociHhighlightsHpotentialHcausalH
regulatoryHmechanismsVHHumangMoleculargGeneticsTH2016THZcTHZXeXUZXfY 5.6 20

169  ovelHueneticHVariantsHforHqartilageHThicknessHandHvipHOsteoarthritisVHPLoSgGeneticsTH2016THYZTHeYXXdZdX6 61

168 TheHgeneticHarchitectureHofHtypeHZHdiabetesVHNatureTH2016THcadTHbYUbe 50.4 704

167 riscoveryHandHrefinementHofHgeneticHlociHassociatedHwithHcardiometabolicHriskHusingHdenseH
imputationHmapsVHNaturegGeneticsTH2016THbfTHYaXaUYaYZ 36.3 51

166 uenomeUwideHassociationsHforHbirthHweightHandHcorrelationsHwithHadultHdiseaseVHNatureTH2016THcafTHZbfUZcZ50.4 266

165 tunctionalHgenomicsHinHosteoarthritishHPastTHpresentTHandHfutureVHJournalgofgOrthopaedicgResearchTH
2016THabTHYYXcUYX 3.8 25

164
ReplicationHofHossociationsHofHueneticHzociHOutsideHtheHvzoHRegionHWithHSusceptibilityHtoH
ontiUqyclicHqitrullinatedHPeptideU egativeHRheumatoidHorthritisVHArthritisgandgRheumatologyTH2016TH
dfTHYdXaUYa

9.5 24

163 rietaryHwntakeTHtTOHueneticHVariantsTHandHodiposityhHoHqombinedHonalysisHofHOverHYdTXXXHqhildrenH
andHodolescentsVHDiabetesTH2015THdbTHZbdeUed 0.9 66

162 rirectionalHdominanceHonHstatureHandHcognitionHin´ diverseHhumanHpopulationsVHNatureTH2015THcZaTHbcgUbdZ50.4 119

161
 ovelHinsightsHintoHtheHgeneticsHofHsmokingHbehaviourTHlungHfunctionTHandHchronicHobstructiveH
pulmonaryHdiseaseHPUyHpizsVsQhHaHgeneticHassociationHstudyHinHUyHpiobankVHLancetgRespiratoryg
MedicinevtheTH2015THaTHedgUfY

35.1 245

160 –etaUonalysisHofHRareHVariantsH2015THZYcUZZd 1

159 TheHUyYXyHprojectHidentifiesHrareHvariantsHinHhealthHandHdiseaseVHNatureTH2015THcZdTHfZUgX 50.4 776

158 uenomeHsequencingHelucidatesHSardinianHgeneticHarchitectureHandHaugmentsHassociationHanalysesH
forHlipidHandHbloodHinflammatoryHmarkersVHNaturegGeneticsTH2015THbeTHYZeZUYZfY 36.3 129

157 veightUreducingHvariantsHandHselectionHforHshortHstatureHinHSardiniaVHNaturegGeneticsTH2015THbeTHYacZUYacd36.3 71

156 oHnovelHcommonHvariantHinHrqSTZHisHassociatedHwithHlengthHinHearlyHlifeHandHheightHinHadulthoodVH
HumangMoleculargGeneticsTH2015THZbTHYYccUdf 5.6 77

(2015-2016)
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155 TheHofricanHuenomeHVariationHProjectHshapesHmedicalHgeneticsHinHofricaVHNatureTH2015THcYeTHaZeUaZ 50.4 340

154 oHpayesianHopproachHtoHtheHOverlapHonalysisHofHspidemiologicallyHzinkedHTraitsVHGeneticg
EpidemiologyTH2015THagTHdZbUab 2.6 3

153 TheHwnfluenceHofHogeHandHSexHonHueneticHossociationsHwithHodultHpodyHSizeHandHShapehHoH
zargeUScaleHuenomeUWideHwnteractionHStudyVHPLoSgGeneticsTH2015THYYTHeYXXcaef 6 220

152 WholeUgenomeHsequenceUbasedHanalysisHofHthyroidHfunctionVHNaturegCommunicationsTH2015THdTHcdfY 17.4 56

151 zeukemiaUassociatedHsomaticHmutationsHdriveHdistinctHpatternsHofHageUrelatedHclonalHhemopoiesisVH
CellgReportsTH2015THYXTHYZagUbc 10.6 343

150
vzoUrRpYRYYHandHvariantsHofHtheH–vqHclassHwwHlocusHareHstrongHriskHfactorsHforHsystemicHjuvenileH
idiopathicHarthritisVHProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaTH
2015THYYZTHYcgeXUc

11.5 103

149 tunctionalHannotationHofHnoncodingHsequenceHvariantsVHNaturegMethodsTH2014THYYTHZgbUd 21.6 368

148 RevisitingHtheHthriftyHgeneHhypothesisHviaHdcHlociHassociatedHwithHsusceptibilityHtoHtypeHZHdiabetesVH
AmericangJournalgofgHumangGeneticsTH2014THgbTHYedUfc 11 59

147 sstimatingHgenomeUwideHsignificanceHforHwholeUgenomeHsequencingHstudiesVHGeneticgEpidemiologyTH
2014THafTHZfYUgX 2.6 58

146 oHrareHvariantHinHoPOqaHisHassociatedHwithHplasmaHtriglycerideHandHVzrzHlevelsHinHsuropeansVHNatureg
CommunicationsTH2014THcTHbfeY 17.4 46

145 UsingHpopulationHisolatesHinHgeneticHassociationHstudiesVHBriefingsgingFunctionalgGenomicsTH2014THYaTHaeYUe4.9 55

144 uenomeUwideHtransUancestryHmetaUanalysisHprovidesHinsightHintoHtheHgeneticHarchitectureHofHtypeHZH
diabetesHsusceptibilityVHNaturegGeneticsTH2014THbdTHZabUbb 36.3 784

143 UsingHgeneticallyHisolatedHpopulationsHtoHunderstandHtheHgenomicHbasisHofHdiseaseVHGenomeg
MedicineTH2014THdTHfa 14.4 15

142 WholeHexomeHreUsequencingHimplicatesHqqrqafHandHciliaHstructureHandHfunctionHinHresistanceHtoH
smokingHrelatedHairflowHobstructionVHPLoSgGeneticsTH2014THYXTHeYXXbaYb 6 24

141 ueneticHcharacterizationHofHureekHpopulationHisolatesHrevealsHstrongHgeneticHdriftHatHmissenseHandH
traitUassociatedHvariantsVHNaturegCommunicationsTH2014THcTHcabc 17.4 46

140 ossessmentHofHosteoarthritisHcandidateHgenesHinHaHmetaUanalysisHofHnineHgenomeUwideHassociationH
studiesVHArthritisgandgRheumatologyTH2014THddTHgbXUg 9.5 88

139 TheHeffectHofHtTOHvariationHonHincreasedHosteoarthritisHriskHisHmediatedHthroughHbodyHmassHindexhHaH
–endelianHrandomisationHstudyVHAnnalsgofgthegRheumaticgDiseasesTH2014THeaTHZXfZUd 2.4 32

138 oHmetaUanalysisHofHgenomeUwideHassociationHstudiesHidentifiesHnovelHvariantsHassociatedHwithH
osteoarthritisHofHtheHhipVHAnnalsgofgthegRheumaticgDiseasesTH2014THeaTHZYaXUd 2.4 95
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137 uenomeUwideHassociationHstudyHforHosteoarthritisHâ��HouthorsOHreplyVHLancetvgTheTH2013THafYTHaea 40 2

136 oHrareHfunctionalHcardioprotectiveHoPOqaHvariantHhasHrisenHinHfrequencyHinHdistinctHpopulationH
isolatesVHNaturegCommunicationsTH2013THbTHZfeZ 17.4 70

135 TheHrOTYzHrsYZgfZebbHpolymorphismHisHassociatedHwithHosteoarthritisHofHtheHhipHwithH
genomeUwideHstatisticalHsignificanceHinHmalesVHAnnalsgofgthegRheumaticgDiseasesTH2013THeZTHYZdbUc 2.4 48

134 odvancesHinHosteoarthritisHgeneticsVHJournalgofgMedicalgGeneticsTH2013THcXTHeYcUZb 5.8 40

133 wnHsearchHofHlowUfrequencyHandHrareHvariantsHaffectingHcomplexHtraitsVHHumangMoleculargGeneticsTH
2013THZZTHRYdUZY 5.6 65

132 svaluationHofHtheHgeneticHoverlapHbetweenHosteoarthritisHwithHbodyHmassHindexHandHheightHusingH
genomeUwideHassociationHscanHdataVHAnnalsgofgthegRheumaticgDiseasesTH2013THeZTHgacUbY 2.4 35

131 ReplicationHofHestablishedHcommonHgeneticHvariantsHforHadultHp–wHandHchildhoodHobesityHinHureekH
adolescentshHtheHTss ousHstudyVHAnnalsgofgHumangGeneticsTH2013THeeTHZdfUeb 2.2 27

130  oHevidenceHofHanHassociationHbetweenHmitochondrialHr oHvariantsHandHosteoarthritisHinHeagaHcasesH
andHcYZZHcontrolsVHAnnalsgofgthegRheumaticgDiseasesTH2013THeZTHYadUg 2.4 25

129 ReplyHtoHJvumanHgeneticHstudiesHonHosteoarthritisHfromHcliniciansOHviewpointsJVHOsteoarthritisgandg
CartilageTH2012THZXTHZcXUYiHauthorHreplyHZcZ 6.2 1

128 wdentificationHofHnewHsusceptibilityHlociHforHosteoarthritisHParcOus QhHaHgenomeUwideHassociationH
studyVHLancetvgTheTH2012THafXTHfYcUZa 40 275

127 zargeUscaleHassociationHanalysisHprovidesHinsightsHintoHtheHgeneticHarchitectureHandHpathophysiologyH
ofHtypeHZHdiabetesVHNaturegGeneticsTH2012THbbTHgfYUgX 36.3 1482

126 uenomeUwideHmetaUanalysisHofHcommonHvariantHdifferencesHbetweenHmenHandHwomenVHHumang
MoleculargGeneticsTH2012THZYTHbfXcUYc 5.6 24

125 uenomeUwideHassociationHanalysisHofHeatingHdisorderUrelatedHsymptomsTHbehaviorsTHandHpersonalityH
traitsVHAmericangJournalgofgMedicalgGeneticsgPartgB:gNeuropsychiatricgGeneticsTH2012THYcgpTHfXaUYY 3.5 43

124 uenomeUwideHassociationHanalysisHofHimputedHrareHvariantshHapplicationHtoHsevenHcommonHcomplexH
diseasesVHGeneticgEpidemiologyTH2012THadTHefcUgd 2.6 26

123 wmputationHofHrareHvariantsHinHnextUgenerationHassociationHstudiesVHHumangHeredityTH2012THebTHYgdUZXb 1.1 10

122 oHgenomeUwideHassociationHsearchHforHtypeHZHdiabetesHgenesHinHofricanHomericansVHPLoSgONETH2012TH
eTHeZgZXZ 3.7 138

121  ovelHlociHforHadiponectinHlevelsHandHtheirHinfluenceHonHtypeHZHdiabetesHandHmetabolicHtraitshHaH
multiUethnicHmetaUanalysisHofHbcTfgYHindividualsVHPLoSgGeneticsTH2012THfTHeYXXZdXe 6 326

120 SexUspecificHdifferencesHinHeffectHsizeHestimatesHatHestablishedHcomplexHtraitHlociVHInternationalg
JournalgofgEpidemiologyTH2012THbYTHYaedUfZ 7.8 18

(2012-2013)
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119 onHevaluationHofHdifferentHmetaUanalysisHapproachesHinHtheHpresenceHofHallelicHheterogeneityVH
EuropeangJournalgofgHumangGeneticsTH2012THZXTHeXgUYZ 5.3 14

118 oHcombinedHfunctionalHannotationHscoreHforHnonUsynonymousHvariantsVHHumangHeredityTH2012THeaTHbeUcY 1.1 79

117 oRwszHandHo–szwohHtestingHforHanHaccumulationHofHrareHvariantsHusingHnextUgenerationHsequencingH
dataVHHumangHeredityTH2012THeaTHfbUgb 1.1 39

116 RareHvariantHassociationHtestingHforHnextUgenerationHsequencingHdataHviaHhierarchicalHclusteringVH
HumangHeredityTH2012THebTHYdcUeY 1.1 3

115 uenomeUwideHassociationHstudyHtoHidentifyHcommonHvariantsHassociatedHwithHbrachialH
circumferencehHaHmetaUanalysisHofHYbHcohortsVHPLoSgONETH2012THeTHeaYadg 3.7 2

114 RareHandHlowHfrequencyHvariantHstratificationHinHtheHUyHpopulationhHdescriptionHandHimpactHonH
associationHtestsVHPLoSgONETH2012THeTHebdcYg 3.7 22

113 wnsightsHintoHtheHgeneticHarchitectureHofHosteoarthritisHfromHstageHYHofHtheHarcOus HstudyVHAnnalsg
ofgthegRheumaticgDiseasesTH2011THeXTHfdbUe 2.4 85

112 –etaUanalysisHofHgenomeUwideHassociationHstudiesHconfirmsHaHsusceptibilityHlocusHforHkneeH
osteoarthritisHonHchromosomeHeqZZVHAnnalsgofgthegRheumaticgDiseasesTH2011THeXTHabgUcc 2.4 102

111 TheHeffectHofHnextUgenerationHsequencingHtechnologyHonHcomplexHtraitHresearchVHEuropeangJournalg
ofgClinicalgInvestigationTH2011THbYTHcdYUe 4.6 36

110 uenomeUwideHassociationHscanHallowingHforHepistasisHinHtypeHZHdiabetesVHAnnalsgofgHumangGeneticsTH
2011THecTHYXUg 2.2 29

109 TheHeffectHofHgenomeUwideHassociationHscanHqualityHcontrolHonHimputationHoutcomeHforHcommonH
variantsVHEuropeangJournalgofgHumangGeneticsTH2011THYgTHdYXUb 5.3 25

108 oHvariantHinH–qtZzHisHassociatedHwithHosteoarthritisVHAmericangJournalgofgHumangGeneticsTH2011THfgTHbbdUcX11 102

107 refiningHtheHpowerHlimitsHofHgenomeUwideHassociationHscanHmetaUanalysesVHGeneticgEpidemiologyTH
2011THacTHefYUg 2.6 14

106 sxaminingHtheHoverlapHbetweenHgenomeUwideHrareHvariantHassociationHsignalsHandHlinkageHpeaksHinH
rheumatoidHarthritisVHArthritisgandgRheumatismTH2011THdaTHYcZZUd 7

105 SyntheticHassociationsHareHunlikelyHtoHaccountHforHmanyHcommonHdiseaseHgenomeUwideHassociationH
signalsVHPLoSgBiologyTH2011THgTHeYXXXcfX 9.7 88

104 roHgenomeUwideHassociationHscansHhaveHpotentialHforHtranslationmVHClinicalgChemistrygandgLaboratoryg
MedicineTH2011THcXTHZccUdX 5.9 4

103 onHevaluationHofHdifferentHtargetHenrichmentHmethodsHinHpooledHsequencingHdesignsHforHcomplexH
diseaseHassociationHstudiesVHPLoSgONETH2011THdTHeZdZeg 3.7 11

102
onHevaluationHofHpowerHtoHdetectHlowUfrequencyHvariantHassociationsHusingHalleleUmatchingHtestsH
thatHaccountHforHuncertaintyVHPacificgSymposiumgongBiocomputinggPacificgSymposiumgongBiocomputing
TH2011THYXXUc

1.3 1
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101 ossociationHofHtTOHvariantsHwithHp–wHandHfatHmassHinHtheHselfUcontainedHpopulationHofHSorbsHinH
uermanyVHEuropeangJournalgofgHumangGeneticsTH2010THYfTHYXbUYX 5.3 71

100 ReplyHtoHrlouhaHetHalVHEuropeangJournalgofgHumangGeneticsTH2010THYfTHYZecUYZec 5.3 78

99 uenomeUwideHassociationHstudyHofHq VsHinHYdTXXXHcasesHofHeightHcommonHdiseasesHandHaTXXXH
sharedHcontrolsVHNatureTH2010THbdbTHeYaUZX 50.4 639

98 ueneticHvariationHinHuwPRHinfluencesHtheHglucoseHandHinsulinHresponsesHtoHanHoralHglucoseHchallengeVH
NaturegGeneticsTH2010THbZTHYbZUf 36.3 527

97 TwelveHtypeHZHdiabetesHsusceptibilityHlociHidentifiedHthroughHlargeUscaleHassociationHanalysisVHNatureg
GeneticsTH2010THbZTHcegUfg 36.3 1449

96
zackHofHsignificantHeffectsHofHtheHtypeHZHdiabetesHsusceptibilityHlociHxoZtYTHqrqYZaWqo–yYrTH
 OTqvZTHoro–TSgTHTvoroTHandHTSPo fWzuRcHonHdiabetesHandHquantitativeHmetabolicHtraitsVH
HormonegandgMetabolicgResearchTH2010THbZTHYbUZZ

3.1 18

95 SyntheticHassociationsHinHtheHcontextHofHgenomeUwideHassociationHscanHsignalsVHHumangMolecularg
GeneticsTH2010THYgTHRYaeUbb 5.6 45

94  ewHgeneticHlociHimplicatedHinHfastingHglucoseHhomeostasisHandHtheirHimpactHonHtypeHZHdiabetesHriskVH
NaturegGeneticsTH2010THbZTHYXcUYd 36.3 1673

93 RareHvariantHassociationHanalysisHmethodsHforHcomplexHtraitsVHAnnualgReviewgofgGeneticsTH2010THbbTHZgaUaXf14.5 200

92 RareHvariationHatHtheHT towPaHlocusHandHsusceptibilityHtoHrheumatoidHarthritisVHHumangGeneticsTH
2010THYZfTHdZeUaa 6.3 27

91 qqRaVoTHandHQuTieUenablingHanalysisHofHrareHvariantsHinHlargeUscaleHcaseHcontrolHandHquantitativeH
traitHassociationHstudiesVHBMCgBioinformaticsTH2010THYYTHcZe 3.6 14

90 onHevaluationHofHstatisticalHapproachesHtoHrareHvariantHanalysisHinHgeneticHassociationHstudiesVH
GeneticgEpidemiologyTH2010THabTHYffUga 2.6 402

89 oHpowerfulHapproachHtoHsubUphenotypeHanalysisHinHpopulationUbasedHgeneticHassociationHstudiesVH
GeneticgEpidemiologyTH2010THabTHaacUba 2.6 39

88 zargeUscaleHassociationHanalysisHofHT tWzToHgeneHregionHpolymorphismsHinHtypeHZHdiabetesVHBMCg
MedicalgGeneticsTH2010THYYTHdg 2.1 34

87 TestingHforHrareHvariantHassociationsHinHcomplexHdiseasesVHGenomegMedicineTH2009THYTHZb 14.4 9

86 tindingHcommonHsusceptibilityHvariantsHforHcomplexHdiseasehHpastTHpresentHandHfutureVHBriefingsging
FunctionalgGenomicsgogProteomicsTH2009THfTHabcUcZ 17

85 wnterrogatingHtypeHZHdiabetesHgenomeUwideHassociationHdataHusingHaHbiologicalHpathwayUbasedH
approachVHDiabetesTH2009THcfTHYbdaUe 0.9 87

84 UnderlyingHgeneticHmodelsHofHinheritanceHinHestablishedHtypeHZHdiabetesHassociationsVHAmericang
JournalgofgEpidemiologyTH2009THYeXTHcaeUbc 3.8 60

(2009-2010)

11



83 odiposityUrelatedHheterogeneityHinHpatternsHofHtypeHZHdiabetesHsusceptibilityHobservedHinH
genomeUwideHassociationHdataVHDiabetesTH2009THcfTHcXcUYX 0.9 98

82 zinkageHdisequilibriumHmappingHofHtheHreplicatedHtypeHZHdiabetesHlinkageHsignalHonHchromosomeHYqVH
DiabetesTH2009THcfTHYeXbUg 0.9 23

81 RankingHofHgenomeUwideHassociationHscanHsignalsHbyHdifferentHmeasuresVHInternationalgJournalgofg
EpidemiologyTH2009THafTHYadbUea 7.8 9

80 TypeHZHdiabetesHriskHallelesHareHassociatedHwithHreducedHsizeHatHbirthVHDiabetesTH2009THcfTHYbZfUaa 0.9 117

79 uenomeUwideHassociationHstudiesHinHtypeHZHdiabetesVHCurrentgDiabetesgReportsTH2009THgTHYdbUeY 5.6 174

78 wsHtheHthriftyHgenotypeHhypothesisHsupportedHbyHevidenceHbasedHonHconfirmedHtypeHZHdiabetesUHandH
obesityUsusceptibilityHvariantsmVHDiabetologiaTH2009THcZTHYfbdUcY 10.3 69

77 qirculatingHbetaUcaroteneHlevelsHandHtypeHZHdiabetesUcauseHorHeffectmVHDiabetologiaTH2009THcZTHZYYeUZY 10.3 21

76 SixHnewHlociHassociatedHwithHbodyHmassHindexHhighlightHaHneuronalHinfluenceHonHbodyHweightH
regulationVHNaturegGeneticsTH2009THbYTHZcUab 36.3 1368

75 VariantsHinH–T RYpHinfluenceHfastingHglucoseHlevelsVHNaturegGeneticsTH2009THbYTHeeUfY 36.3 584

74 uenomeUwideHassociationHstudyHidentifiesHeightHlociHassociatedHwithHbloodHpressureVHNatureg
GeneticsTH2009THbYTHdddUed 36.3 970

73 tamilyUbasedHanalysisHofHtumorHnecrosisHfactorHandHlymphotoxinUalphaHtagHpolymorphismsHwithHtypeH
YHdiabetesHinHtheHpopulationHofHSouthHqroatiaVHHumangImmunologyTH2009THeXTHYgcUg 2.3 12

72 –etaUanalysisHinHgenomeUwideHassociationHstudiesVHPharmacogenomicsTH2009THYXTHYgYUZXY 2.6 199

71 ReplicationHinHgenomeUwideHassociationHstudiesVHStatisticalgScienceTH2009THZbTHcdYUcea 2.4 177

70 qommonHvariantsHnearH–qbRHareHassociatedHwithHfatHmassTHweightHandHriskHofHobesityVHNatureg
GeneticsTH2008THbXTHedfUec 36.3 1048

69 ossessingHtheHcombinedHimpactHofHYfHcommonHgeneticHvariantsHofHmodestHeffectHsizesHonHtypeHZH
diabetesHriskVHDiabetesTH2008THceTHaYZgUac 0.9 245

68 –etaUanalysisHofHgenomeUwideHassociationHdataHandHlargeUscaleHreplicationHidentifiesHadditionalH
susceptibilityHlociHforHtypeHZHdiabetesVHNaturegGeneticsTH2008THbXTHdafUbc 36.3 1496

67 qommonHvariationHinHtheHtTOHgeneHaltersHdiabetesUrelatedHmetabolicHtraitsHtoHtheHextentHexpectedH
givenHitsHeffectHonHp–wVHDiabetesTH2008THceTHYbYgUZd 0.9 260

66 PopulationUspecificHriskHofHtypeHZHdiabetesHconferredHbyHv tboHPZHpromoterHvariantshHaHlessonHforH
replicationHstudiesVHDiabetesTH2008THceTHaYdYUc 0.9 33
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65 ueneHvariantsHinfluencingHmeasuresHofHinflammationHorHpredisposingHtoHautoimmuneHandH
inflammatoryHdiseasesHareHnotHassociatedHwithHtheHriskHofHtypeHZHdiabetesVHDiabetologiaTH2008THcYTHZZXcUYa10.3 38

64 tamilyUbasedHanalysisHofHvitaminHrHreceptorHgeneHpolymorphismsHandHtypeHYHdiabetesHinHtheH
populationHofHSouthHqroatiaVHJournalgofgHumangGeneticsTH2008THcaTHZYXUZYb 4.3 15

63 TypeHZHdiabetesHgeneticshHstartingHtoHsolveHtheHpuzzleVHPracticalgDiabetesgInternational:gtheg
InternationalgJournalgforgDiabetesgCaregTeamsgWorldwideTH2008THZcTHZYbUZYc

62 ossociationHscanHofHYbTcXXHnonsynonymousHS PsHinHfourHdiseasesHidentifiesHautoimmunityHvariantsVH
NaturegGeneticsTH2007THagTHYaZgUae 36.3 1130

61 oHcommonHvariantHofHv–uoZHisHassociatedHwithHadultHandHchildhoodHheightHinHtheHgeneralH
populationVHNaturegGeneticsTH2007THagTHYZbcUcX 36.3 330

60 RelationshipHbetweenHsZayHPanHestablishedHtypeHwwHdiabetesUsusceptibilityHvariantHwithinHyq xYYQTH
polycysticHovaryHsyndromeHandHandrogenHlevelsVHEuropeangJournalgofgHumangGeneticsTH2007THYcTHdegUfb 5.3 17

59 oHnewHeraHforHTypeHZHdiabetesHgeneticsVHDiabeticgMedicineTH2007THZbTHYYfYUd 3.5 28

58
risparateHgeneticHinfluencesHonHpolycysticHovaryHsyndromeHPPqOSQHandHtypeHZHdiabetesHrevealedHbyH
aHlackHofHassociationHbetweenHcommonHvariantsHwithinHtheHTqtezZHgeneHandHPqOSVHDiabetologiaTH
2007THcXTHZaYfUZZ

10.3 37

57 TqtezZhHtheHbiggestHstoryHinHdiabetesHgeneticsHsinceHvzomVHDiabetologiaTH2007THcXTHYUb 10.3 98

56 onHassociationHanalysisHofHtheHvzoHgeneHregionHinHlatentHautoimmuneHdiabetesHinHadultsVH
DiabetologiaTH2007THcXTHdfUea 10.3 62

55 qommonHvariantsHofHtheHnovelHtypeHZHdiabetesHgenesHqryozYHandHvvsXWwrsHareHassociatedHwithH
decreasedHpancreaticHbetaUcellHfunctionVHDiabetesTH2007THcdTHaYXYUb 0.9 203

54 octivatingHtranscriptionHfactorHdHPoTtdQHsequenceHpolymorphismsHinHtypeHZHdiabetesHandH
preUdiabeticHtraitsVHDiabetesTH2007THcdTHfcdUdZ 0.9 28

53 qommonHvariationHinHtheHz– oHgeneHPencodingHlaminHoWqQHandHtypeHZHdiabeteshHassociationH
analysesHinHgTcYfHsubjectsVHDiabetesTH2007THcdTHfegUfa 0.9 27

52 uenomeUwideHassociationHscansHforHTypeHZHdiabeteshHnewHinsightsHintoHbiologyHandHtherapyVHTrendsg
ingPharmacologicalgSciencesTH2007THZfTHcgfUdXY 13.2 20

51 oHcommonHvariantHinHtheHtTOHgeneHisHassociatedHwithHbodyHmassHindexHandHpredisposesHtoH
childhoodHandHadultHobesityVHScienceTH2007THaYdTHffgUgb 33.3 3294

50 ReplicationHofHgenomeUwideHassociationHsignalsHinHUyHsamplesHrevealsHriskHlociHforHtypeHZHdiabetesVH
ScienceTH2007THaYdTHYaadUbY 33.3 1823

49 wdentifyingHsusceptibilityHvariantsHforHtypeHZHdiabetesVHMethodsgingMoleculargBiologyTH2007THaedTHZacUcX 1.4 5

48 ParaoxonaseHZHPPO ZQHpolymorphismsHandHdevelopmentHofHrenalHdysfunctionHinHtypeHZHdiabeteshH
UyPrSHedVHDiabetologiaTH2006THbgTHZfgZUg 10.3 14

(2006-2008)
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47 ueneticsHofHtypeHZHdiabetesVHCurrentgDiabetesgReportsTH2006THdTHYbeUcb 5.6 16

46 qombiningHinformationHfromHcommonHtypeHZHdiabetesHriskHpolymorphismsHimprovesHdiseaseH
predictionVHPLoSgMedicineTH2006THaTHeaeb 11.6 214

45 SignificantHlinkageHofHp–wHtoHchromosomeHYXpHinHtheHUVyVHpopulationHandHevaluationHofHuorZHasHaH
positionalHcandidateVHDiabetesTH2006THccTHYffbUg 0.9 22

44
VariationHwithinHtheHgeneHencodingHtheHupstreamHstimulatoryHfactorHYHdoesHnotHinfluenceH
susceptibilityHtoHtypeHZHdiabetesHinHsamplesHfromHpopulationsHwithHreplicatedHevidenceHofHlinkageHtoH
chromosomeHYqVHDiabetesTH2006THccTHZcbYUf

0.9 33

43 PolymorphismsHinHtheHglucokinaseUassociatedTHdualUspecificityHphosphataseHYZHPrUSPYZQHgeneH
underHchromosomeHYqZYHlinkageHpeakHareHassociatedHwithHtypeHZHdiabetesVHDiabetesTH2006THccTHZdaYUg 0.9 23

42 ossociationHofHvzoUrRpYRYaHwithHsusceptibilityHtoHuveitisHinHjuvenileHidiopathicHarthritisHinHtwoH
independentHdataHsetsVHRheumatologyTH2006THbcTHgeZUb 3.9 34

41 TheHvariableHnumberHofHtandemHrepeatsHupstreamHofHtheHinsulinHgeneHisHaHsusceptibilityHlocusHforH
latentHautoimmuneHdiabetesHinHadultsVHDiabetesTH2006THccTHYfgXUb 0.9 40

40 ossociationHanalysisHofHdTeadHUVyVHsubjectsHprovidesHreplicationHandHconfirmsHTqtezZHasHaHtypeHZH
diabetesHsusceptibilityHgeneHwithHaHsubstantialHeffectHonHindividualHriskVHDiabetesTH2006THccTHZdbXUb 0.9 222

39 sxaminingHtheHrelationshipsHbetweenHtheHProYZolaHvariantHinHPPoRuHandHTypeHZHdiabetesUrelatedH
traitsHinHUyHsamplesVHDiabeticgMedicineTH2005THZZTHYdgdUeXX 3.5 19

38 onHevaluationHofHvap–apHsampleHsizeHandHtaggingHS PHperformanceHinHlargeUscaleHempiricalHandH
simulatedHdataHsetsVHNaturegGeneticsTH2005THaeTHYaZXUZ 36.3 88

37 zargeUscaleHstudiesHofHtheHassociationHbetweenHvariationHatHtheHT tWzToHlocusHandHsusceptibilityHtoH
typeHZHdiabetesVHDiabetologiaTH2005THbfTHZXYaUe 10.3 40

36 qharacterisationHofHtheHgenomicHarchitectureHofHhumanHchromosomeHYeqHandHevaluationHofH
differentHmethodsHforHhaplotypeHblockHdefinitionVHBMCgGeneticsTH2005THdTHZY 2.6 8

35
onalysisHofHmultipleHdataHsetsHrevealsHnoHassociationHbetweenHtheHinsulinHgeneHvariableHnumberH
tandemHrepeatHelementHandHpolycysticHovaryHsyndromeHorHrelatedHtraitsVHJournalgofgClinicalg
EndocrinologygandgMetabolismTH2005THgXTHZgffUga

5.6 62

34 TollUlikeHreceptorHbHgeneHpolymorphismsHandHsusceptibilityHtoHjuvenileHidiopathicHarthritisVHAnnalsgofg
thegRheumaticgDiseasesTH2005THdbTHedeUg 2.4 18

33 –qPUYHgeneHhaplotypeHassociationHinHbiopsyHprovenHgiantHcellHarteritisVHJournalgofgRheumatologyTH
2005THaZTHcXeUYX 4.1 7

32 ulucocorticoidHsensitivityHisHdeterminedHbyHaHspecificHglucocorticoidHreceptorHhaplotypeVHJournalgofg
ClinicalgEndocrinologygandgMetabolismTH2004THfgTHfgZUe 5.6 150

31 zinkageHandHassociationHstudiesHofHdiscoidinHdomainHreceptorHYHPrrRYQHsingleHnucleotideH
polymorphismsHPS PsQHinHjuvenileHoligoarthritisVHRheumatologyTH2004THbaTHYYafUbY 3.9 5

30 PolymorphismsHinHtheHtumourHnecrosisHfactorHgeneHareHnotHassociatedHwithHseverityHofHinflammatoryH
polyarthritisVHAnnalsgofgthegRheumaticgDiseasesTH2004THdaTHZfXUb 2.4 21
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29
onalysisHofHtheHcontributionHtoHtypeHZHdiabetesHsusceptibilityHofHsequenceHvariationHinHtheHgeneH
encodingHstearoylUqooHdesaturaseTHaHkeyHregulatorHofHlipidHandHcarbohydrateHmetabolismVH
DiabetologiaTH2004THbeTHZYdfUec

10.3 22

28 oHfunctionalHpromoterHhaplotypeHofHmacrophageHmigrationHinhibitoryHfactorHisHlinkedHandH
associatedHwithHjuvenileHidiopathicHarthritisVHArthritisgandgRheumatismTH2004THcXTHYdXbUYX 115

27 svidenceHforHaHnovelHrheumatoidHarthritisHsusceptibilityHlocusHonHchromosomeHdpVHArthritisgandg
RheumatismTH2004THcXTHafZaUaX 17

26 ossociationHstudiesHofHinsulinHreceptorHsubstrateHYHgeneHPwRSYQHvariantsHinHtypeHZHdiabetesHsamplesH
enrichedHforHfamilyHhistoryHandHearlyHageHofHonsetVHDiabetesTH2004THcaTHaaYgUZZ 0.9 36

25 WholeUgenomeHscanTHinHaHcomplexHdiseaseTHusingHYYTZbcHsingleUnucleotideHpolymorphismshH
comparisonHwithHmicrosatellitesVHAmericangJournalgofgHumangGeneticsTH2004THecTHcbUdb 11 198

24 spistaticHinteractionsHbetweenHvzoUrRpYHandHinterleukinHbTHbutHnotHinterferonUgammaTHincreaseH
susceptibilityHtoHgiantHcellHarteritisVHJournalgofgRheumatologyTH2004THaYTHZbYaUe 4.1 16

23
–utationHscreeningHofHtheHmacrophageHmigrationHinhibitoryHfactorHgenehHpositiveHassociationHofHaH
functionalHpolymorphismHofHmacrophageHmigrationHinhibitoryHfactorHwithHjuvenileHidiopathicH
arthritisVHArthritisgandgRheumatismTH2002THbdTHZbXZUg

207

22 svidenceHforHlinkageHofHvzoHlociHinHjuvenileHidiopathicHoligoarthritishHindependentHeffectsHofHvzoUoH
andHvzoUrRpYVHArthritisgandgRheumatismTH2002THbdTHZeYdUZX 20

21 zinkageHandHassociationHstudiesHofHsingleUnucleotideHpolymorphismUtaggedHtumorHnecrosisHfactorH
haplotypesHinHjuvenileHoligoarthritisVHArthritisgandgRheumatismTH2002THbdTHaaXbUYY 57

20 TumourHnecrosisHfactorHreceptorHwwHpolymorphismHandHjuvenileHidiopathicHarthritisVHBritishgJournalgofg
RheumatologyTH2002THbYTHbdZUc 8

19 zackHofHassociationHbetweenHjuvenileHidiopathicHarthritisHandHfasHgeneHpolymorphismVHJournalgofg
RheumatologyTH2002THZgTHYddUf 4.1 5

18 tasHmR oHexpressionHinHbloodHisHreducedHduringHepisodesHofHhumanHcornealHgraftHrejectionVH
TransplantationTH2001THeYTHeXZUc 1.8 1

17 –etaUanalysisHofHexomeHarrayHdataHidentifiesHsixHnovelHgeneticHlociHforHlungHfunctionVHWellcomegOpeng
ResearchTaTHb 4.8 6

16 –etaUanalysisHofHexomeHarrayHdataHidentifiesHsixHnovelHgeneticHlociHforHlungHfunctionVHWellcomegOpeng
ResearchTaTHb 4.8 1

15 qohortUwideHdeepHwholeHgenomeHsequencingHandHtheHallelicHarchitectureHofHcomplexHtraits 1

14 TheHtransferabilityHofHlipidHlociHacrossHofricanTHosianHandHsuropeanHcohorts 1

13 occeleratingHfunctionalHgeneHdiscoveryHinHosteoarthritis 1

12 oHreferenceHpanelHofHdbTgedHhaplotypesHforHgenotypeHimputation 15

(-2004)
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11 RefiningHtheHaccuracyHofHvalidatedHtargetHidentificationHthroughHcodingHvariantHfineUmappingHinHtypeH
ZHdiabetes 4

10 VeryHlowHdepthHwholeHgenomeHsequencingHinHcomplexHtraitHassociationHstudies 9

9 TheHgeneticHarchitectureHofHosteoarthritishHinsightsHfromHUyHpiobank 4

8 OsteocyteHTranscriptomeH–appingHwdentifiesHaH–olecularHzandscapeHqontrollingHSkeletalH
vomeostasisHandHSusceptibilityHtoHSkeletalHrisease 3

7 TheHtranscriptomeHofHregeneratingHzebrafishHscalesHidentifiesHgenesHinvolvedHinHhumanHboneHdisease 1

6 tineUmappingHofHanHexpandedHsetHofHtypeHZHdiabetesHlociHtoHsingleUvariantHresolutionHusingH
highUdensityHimputationHandHisletUspecificHepigenomeHmaps 18

5  ewHgeneticHsignalsHforHlungHfunctionHhighlightHpathwaysHandHpleiotropyTHandHchronicHobstructiveH
pulmonaryHdiseaseHassociationsHacrossHmultipleHancestries 5

4 wdentificationHofHnewHtherapeuticHtargetsHforHosteoarthritisHthroughHgenomeUwideHanalysesHofHUyHpiobank 2

3 TissueUSpecificHolterationHofH–etabolicHPathwaysHwnfluencesHulycemicHRegulation 4

2 recodingHtheHgenomicHbasisHofHosteoarthritis 4

1 WholeHgenomeHsequencingHanalysisHofHtheHcardiometabolicHproteome 3
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