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j Paper IF Citations

235 xncreasedHserumHmi–UYhbaUdpHduringHnonUalcoholicHfattyHliverHdiseaseHprogressioniHsiagnosticHandH
mechanisticHrelevanceVVHJHEPeReportsTH2022THcTHYXXcXh 10.3 4

234 rommonHveneticHüariantsHrontributeHtoH–iskHofHTranspositionHofHtheHvreatHprteriesVHCirculatione
ResearchTH2021TH 15.7 2

233 }acrophageHScavengerH–eceptorHYHmediatesHlipidUinducedHinflammationHinHnonUalcoholicHfattyHliverH
diseaseVVHJournaleofeHepatologyTH2021TH 13.4 4

232 ObesityTHsiabetesTHroffeeTHTeaTHandHrannabisHéseHplterH–iskHforHplcoholU–elatedHrirrhosisHinHaH{argeH
rohortsHofHwighU–iskHsrinkersVHAmericaneJournaleofeGastroenterologyTH2021THYYeTHYXeUYYd 0.7 7

231 rshcdhgfcHandHrsYXYaedeHinHrr–eWuvu–YO“HconferHsusceptibilityHtoHprimaryHbiliaryHcholangitisVH
JournaleofeAutoimmunityTH2021THYaeTHYXaffd 15.5 1

230 pHgeneticHriskHscoreHandHdiabetesHpredictHdevelopmentHofHalcoholUrelatedHcirrhosisHinHdrinkersVH
JournaleofeHepatologyTH2021TH 13.4 4

229 venomeUwideHassociationHstudyHidentifiesHsusceptibilityHlociHforHacuteHmyeloidHleukemiaVHNaturee
CommunicationsTH2021THYaTHeabb 17.4 2

228 pH–oleHinHtheHveneticH“redispositionHtoHNpu{sUwrrnVHCancersTH2021THYbTH 6.6 5

227 –ationaleHandHdesignHofHtheHpfricanHrardiomyopathyHandH}yocarditisH–egistryH“rogramiHTheH
x}wOTt“HstudyVHInternationaleJournaleofeCardiologyTH2021THbbbTHYYhUYae 3.2 0

226 XHrhromosomeHrontributionHtoHtheHveneticHprchitectureHofH“rimaryHqiliaryHrholangitisVH
GastroenterologyTH2021THYeXTHacgbUachdVeae 13.3 9

225
pHvenomeUwideHpssociationHStudyHxdentifiesHSt–“xNqYXTHr–{ubTHSTXfTH{p}“bTHxuNvUpSYTHandH
z–TgXHpsH–iskH{ociHrontributingHtoHrutaneousH{eishmaniasisHinHqrazilVHClinicaleInfectiouseDiseasesTH
2021THfaTHedYdUedad

11.6 6

224 venomeUwideHpssociationHStudyHandH}etaUanalysisHonHplcoholUpssociatedH{iverHrirrhosisHxdentifiesH
veneticH–iskHuactorsVHHepatologyTH2021THfbTHYhaXUYhbY 11.2 18

223 weritabilityHandHfamilyUbasedHvWpSHanalysesHofHtheHNUacylHethanolamineHandHceramideHplasmaH
lipidomeVHHumaneMoleculareGeneticsTH2021THbXTHdXXUdYb 5.6 4

222 rongenitalHheartHdiseaseHriskHlociHidentifiedHbyHgenomeUwideHassociationHstudyHinHturopeanH
patientsVHJournaleofeClinicaleInvestigationTH2021THYbYTH 15.9 9

221 rommonHandH–areHveneticHüariantsHThatHrouldHrontributeHtoHSevereHOtitisH}ediaHinHanHpustralianH
pboriginalH“opulationVHClinicaleInfectiouseDiseasesTH2021THfbTHYgeXUYgfX 11.6 0

220 pnHinternationalHgenomeUwideHmetaUanalysisHofHprimaryHbiliaryHcholangitisiHNovelHriskHlociHandH
candidateHdrugsVHJournaleofeHepatologyTH2021THfdTHdfaUdgY 13.4 8

219 pssociationHofHNovelH{ocusHWithH–heumaticHweartHsiseaseHinHqlackHpfricanHxndividualsiHuindingsH
uromHtheH–wsvenHStudyVHJAMAeCardiologyTH2021THeTHYXXXUYXYY 16.2 7
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218 pHqayesianHnetworkHapproachHincorporatingHimputationHofHmissingHdataHenablesHexploratoryH
analysisHofHcomplexHcausalHbiologicalHrelationshipsVHPLoSeGeneticsTH2021THYfTHeYXXhgYY 6 3

217 siagnosticHaccuracyHofHelastographyHandHmagneticHresonanceHimagingHinHpatientsHwithHNpu{siHpH
systematicHreviewHandHmetaUanalysisVHJournaleofeHepatologyTH2021THfdTHffXUfgd 13.4 19

216 }ouseHgeneticsHrevealsHqarttinHasHaHgeneticHmodifierHofHyoubertHsyndromeVHProceedingseofethee
NationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaTH2020THYYfTHYYYbUYYYg 11.5 13

215 pnHxntronicHwr“dHüariantHxsHpssociatedHWithHpgeHofHOnsetHandHSusceptibilityHtoHvravesHsiseaseHinH
ézHandH“olishHrohortsVHJournaleofeClinicaleEndocrinologyeandeMetabolismTH2020THYXdTH 5.6 5

214 xnvestigationHofHpredictionHaccuracyHandHtheHimpactHofHsampleHsizeTHancestryTHandHtissueHinH
transcriptomeUwideHassociationHstudiesVHGeneticeEpidemiologyTH2020THccTHcadUccY 2.6 10

213
qayesianHnetworkHanalysisHincorporatingHgeneticHanchorsHcomplementsHconventionalH}endelianH
randomizationHapproachesHforHexploratoryHanalysisHofHcausalHrelationshipsHinHcomplexHdataVHPLoSe
GeneticsTH2020THYeTHeYXXgYhg

6 14

212 }utationsHinHS“pTpYbWpStuaHcauseHprimaryHangleHclosureHglaucomaVHPLoSeGeneticsTH2020THYeTHeYXXgfaY 6 7

211
rardiacHxmagingHofHporticHüalveHpreaHuromHbcHagfHézHqiobankH“articipantsH–evealsHNovelHveneticH
pssociationsHandHSharedHveneticHromorbidityHWithH}ultipleHsiseaseH“henotypesVHCirculatione
GenomiceandePrecisioneMedicineTH2020THYbTHeXXbXYc

5.2 1

210 tarlyHqUcellHuactorHbU–elatedHveneticHsiseaseHranH}imicHérofacialHSyndromeVHKidneyeInternationale
ReportsTH2020THdTHYgabUYgaf 4.1 3

209 TranscriptomicHprofilingHacrossHtheHnonalcoholicHfattyHliverHdiseaseHspectrumHrevealsHgeneH
signaturesHforHsteatohepatitisHandHfibrosisVHScienceeTranslationaleMedicineTH2020THYaTH 17.5 51

208
xnvestigationHofHgeneticallyHregulatedHgeneHexpressionHandHresponseHtoHtreatmentHinHrheumatoidH
arthritisHhighlightsHanHassociationHbetweenHexpressionHandHtreatmentHresponseVHAnnalseofethee
RheumaticeDiseasesTH2020THfhTHYcceUYcda

2.4 2

207 xdentifyingHgeneticHfactorsHthatHcontributeHtoHtheHincreasedHriskHofHcongenitalHheartHdefectsHinH
infantsHwithHsownHsyndromeVHScientificeReportsTH2020THYXTHYgXdY 4.9 4

206 weritabilityHofHhaemodynamicsHinHtheHascendingHaortaVHScientificeReportsTH2020THYXTHYcbde 4.9 2

205 venomeUwideHassociationHstudyHofHnonUalcoholicHfattyHliverHandHsteatohepatitisHinHaHhistologicallyH
characterisedHcohortVHJournaleofeHepatologyTH2020THfbTHdXdUdYd 13.4 113

204 txploringHSharedHSusceptibilityHbetweenHTwoHNeuralHrrestHrellsHOriginatingHronditionsiH
NeuroblastomaHandHrongenitalHweartHsiseaseVHGenesTH2019THYXTH 4.2 8

203 }arkedHvariationHinHheritabilityHestimatesHofHleftHventricularHmassHdependingHonHmodalityHofH
measurementVHScientificeReportsTH2019THhTHYbdde 4.9 1

202 waplinHpowerHanalysisiHaHsoftwareHmoduleHforHpowerHandHsampleHsizeHcalculationsHinHgeneticH
associationHanalysesHofHfamilyHtriadsHandHunrelatedHcontrolsVHBMCeBioinformaticsTH2019THaXTHYed 3.6 8

201 pHgenomeUwideHassociationHstudyHofHmitochondrialHsNpHcopyHnumberHinHtwoHpopulationUbasedH
cohortsVHHumaneGenomicsTH2019THYbTHe 6.8 15

(2019-2021)
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200 pHmetaUanalysisHofHgenomeUwideHassociationHstudiesHidentifiesHmultipleHlongevityHgenesVHNaturee
CommunicationsTH2019THYXTHbeeh 17.4 102

199 WholeHtxomeHSequencingH–evealsHtheH}ajorHveneticHrontributorsHtoHNonsyndromicHTetralogyHofH
uallotVHCirculationeResearchTH2019THYacTHddbUdeb 15.7 62

198 pnalysisHofHqpuuHgeneHpolymorphismsHinHézHvravesOHdiseaseHpatientsVHClinicaleEndocrinologyTH2019TH
hXTHYfXUYfc 3.4 9

197 StatisticalHmethodsHforHgenomeUwideHassociationHstudiesVHSeminarseineCancereBiologyTH2019THddTHdbUeX 12.7 29

196
pHcaseUcontrolHgenomeHwideHassociationHstudyHofHsubstanceHuseHdisorderHPSésQHidentifiesHnovelH
variantsHonHchromosomeHfpYcVYHinHpatientsHfromHtheHénitedHprabHtmiratesHPéptQVHAmericaneJournale
ofeMedicaleGeneticseParteB:eNeuropsychiatriceGeneticsTH2019THYgXTHegUfh

3.5 2

195 “henotypicHheterogeneityHinHmVbacbpmvHmitochondrialHdiseaseiHTheHroleHofHnuclearHfactorsVHAnnalse
ofeClinicaleandeTranslationaleNeurologyTH2018THdTHbbbUbcd 5.3 54

194 tvaluationHofHlaboratoryHtestsHforHcirrhosisHandHforHalcoholHuseTHinHtheHcontextHofHalcoholicHcirrhosisVH
AlcoholTH2018THeeTHYUf 2.7 8

193 prylsulphataseHpH“seudodeficiencyHPp–SpU“sQTHhypertensionHandHchronicHrenalHdiseaseHinHpboriginalH
pustraliansVHScientificeReportsTH2018THgTHYXhYa 4.9 3

192 romparisonHofHmethodsHforHtranscriptomeHimputationHthroughHapplicationHtoHtwoHcommonH
complexHdiseasesVHEuropeaneJournaleofeHumaneGeneticsTH2018THaeTHYedgUYeef 5.3 19

191
“retreatmentHpredictionHofHresponseHtoHursodeoxycholicHacidHinHprimaryHbiliaryHcholangitisiH
developmentHandHvalidationHofHtheHésrpH–esponseHScoreVHTheeLanceteGastroenterologyeande
HepatologyTH2018THbTHeaeUebc

18.8 60

190
rscSHandHqH{ymphocyteHtxpressionH”uantitativeHTraitsHatH–heumatoidHprthritisH–iskH{ociHinH
“atientsHWithHéntreatedHtarlyHprthritisiHxmplicationsHforHrausalHveneHxdentificationVHArthritiseande
RheumatologyTH2018THfXTHbeYUbfX

9.5 26

189 ppplicationHofHqayesianHnetworksHtoHvpWaXHgeneticHandHbloodHlipidHdataVHBMCeProceedingsTH2018TH
YaTHYh 2.3 3

188 ésingHpenalizedHregressionHtoHpredictHphenotypeHfromHSN“HdataVHBMCeProceedingsTH2018THYaTHbg 2.3 7

187 “redictionHofHtreatmentHresponseHinHrheumatoidHarthritisHpatientsHusingHgenomeUwideHSN“HdataVH
GeneticeEpidemiologyTH2018THcaTHfdcUffY 2.6 13

186 pminoHacidHresiduesHinHfiveHseparateHw{pHgenesHcanHexplainHmostHofHtheHknownHassociationsH
betweenHtheH}wrHandHprimaryHbiliaryHcholangitisVHPLoSeGeneticsTH2018THYcTHeYXXfgbb 6 4

185 veneticHanalysisHofHoverHYHmillionHpeopleHidentifiesHdbdHnewHlociHassociatedHwithHbloodHpressureH
traitsVHNatureeGeneticsTH2018THdXTHYcYaUYcad 36.3 386

184 venomeUwideHassociationHstudyHofHresponseHtoHtumourHnecrosisHfactorHinhibitorHtherapyHinH
rheumatoidHarthritisVHPharmacogenomicseJournalTH2018THYgTHedfUeec 3.5 32

183 venomeUwideHassociationHstudyHofHresponseHtoHmethotrexateHinHearlyHrheumatoidHarthritisHpatientsVH
PharmacogenomicseJournalTH2018THYgTHdagUdbg 3.5 25

HeatheruJuCordell

4



182 veneticHüariantsHofH}icrotubuleHpctinHrrossUlinkingHuactorHYHP}pruYQHronferH–iskHforH“arkinsonOsH
siseaseVHMoleculareNeurobiologyTH2017THdcTHagfgUaggg 6.2 16

181 pHtwoUstageHinterUraterHapproachHforHenrichmentHtestingHofHvariantsHassociatedHwithHmultipleHtraitsVH
EuropeaneJournaleofeHumaneGeneticsTH2017THadTHbcYUbch 5.3

180 venomeUwideHassociationHanalysisHidentifiesHnovelHbloodHpressureHlociHandHoffersHbiologicalHinsightsH
intoHcardiovascularHriskVHNatureeGeneticsTH2017THchTHcXbUcYd 36.3 313

179 “roteinUalteringHandHregulatoryHgeneticHvariantsHnearHvpTpcHimplicatedHinHbicuspidHaorticHvalveVH
NatureeCommunicationsTH2017THgTHYdcgY 17.4 52

178 NovelHqloodH“ressureH{ocusHandHveneHsiscoveryHésingHvenomeUWideHpssociationHStudyHandH
txpressionHsataHSetsHuromHqloodHandHtheHzidneyVHHypertensionTH2017TH 8.5 85

177 pHcomparisonHofHmethodsHforHinferringHcausalHrelationshipsHbetweenHgenotypeHandHphenotypeH
usingHadditionalHbiologicalHmeasurementsVHGeneticeEpidemiologyTH2017THcYTHdffUdge 2.6 13

176 venomeUwideHlinkageHandHassociationHstudyHimplicatesHtheHYXqaeHregionHasHaHmajorHgeneticH
contributorHtoHprimaryHnonsyndromicHvesicouretericHrefluxVHScientificeReportsTH2017THfTHYcdhd 4.9 12

175 uurtherHinvestigationsHofHtheHWUtestHforHpairwiseHepistasisHtestingVHWellcomeeOpeneResearchTH2017TH
aTHdc 4.8 1

174 –elationshipHofHsowHudderHmorphologyHwithHpigletHsucklingHbehaviorHandHteatHaccessVH
TheriogenologyTH2016THgeTHYhYbUaX 2.8 14

173 venomeUwideHanalysisHidentifiesHYaHlociHinfluencingHhumanHreproductiveHbehaviorVHNatureeGeneticsTH
2016THcgTHYceaUYcfa 36.3 198

172 ésingHgeneHexpressionHdataHtoHidentifyHcausalHpathwaysHbetweenHgenotypeHandHphenotypeHinHaH
complexHdiseaseiHapplicationHtoHveneticHpnalysisHWorkshopHYhVHBMCeProceedingsTH2016THYXTHfhUgc 2.3 2

171 txaminationHofHpreviouslyHidentifiedHassociationsHwithinHtheHveneticHpnalysisHWorkshopHYhHdataVH
BMCeProceedingsTH2016THYXTHhfUYXY 2.3

170 veneHexpressionHinHlargeHpedigreesiHanalyticHapproachesVHBMCeGeneticsTH2016THYfHSupplHaTHb 2.6 5

169 txomeHsequencingHinHdementiaHwithH{ewyHbodiesVHTranslationalePsychiatryTH2016THeTHefag 8.6 30

168 pHgenomeUwideHassociationHstudyHofHcongenitalHcardiovascularHleftUsidedHlesionsHshowsHassociationH
withHaHlocusHonHchromosomeHaXVHHumaneMoleculareGeneticsTH2016THadTHabbYUabcY 5.6 18

167 rompareHandHrontrastH}etaHpnalysisHPrr}pQiHpH}ethodHforHxdentificationHofH“leiotropicH{ociHinH
venomeUWideHpssociationHStudiesVHPLoSeONETH2016THYYTHeXYdcgfa 3.7 3

166 TranscriptionalHregulationHofH“N“{pbHandHitsHimpactHonHsusceptibilityHtoHnonalcoholicHfattyHliverH
siseaseHPNpu{sQHinHhumansVHAgingTH2016THhTHaeUcX 5.6 7

165 weritabilityHofHudderHmorphologyHandHcolostrumHqualityHtraitsHinHswineVHJournaleofeAnimaleScienceTH
2016THhcTHbebeUbecc 0.7 11

(2016-2017)
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164 TheHézU“qrHriskHscoresiHserivationHandHvalidationHofHaHscoringHsystemHforHlongUtermHpredictionHofH
endUstageHliverHdiseaseHinHprimaryHbiliaryHcholangitisVHHepatologyTH2016THebTHhbXUdX 11.2 184

163 pHüariantHinHtheHqprwaHveneHxsHpssociatedHWithHSusceptibilityHtoHputoimmuneHpddisonOsHsiseaseHinH
wumansVHJournaleofeClinicaleEndocrinologyeandeMetabolismTH2016THYXYTHbgedUbgeh 5.6 15

162 rT{pUcHasHaHgeneticHdeterminantHinHautoimmuneHpddisonOsHdiseaseVHGeneseandeImmunityTH2015THYeTHcbXUe 4.4 27

161 }aternalHfilaggrinHmutationsHincreaseHtheHriskHofHatopicHdermatitisHinHchildreniHanHeffectH
independentHofHmutationHinheritanceVHPLoSeGeneticsTH2015THYYTHeYXXdXfe 6 25

160 xnternationalHgenomeUwideHmetaUanalysisHidentifiesHnewHprimaryHbiliaryHcirrhosisHriskHlociHandH
targetableHpathogenicHpathwaysVHNatureeCommunicationsTH2015THeTHgXYh 17.4 185

159 }ethylationHquantitativeHtraitHlocusHanalysisHofHosteoarthritisHlinksHepigeneticsHwithHgeneticHriskVH
HumaneMoleculareGeneticsTH2015THacTHfcbaUcc 5.6 35

158 pssociationHanalysisHidentifiesHnewHriskHlociHforHcongenitalHheartHdiseaseHinHrhineseHpopulationsVH
NatureeCommunicationsTH2015THeTHgXga 17.4 19

157 pHqayesianHppproachHtoHtheHOverlapHpnalysisHofHtpidemiologicallyH{inkedHTraitsVHGenetice
EpidemiologyTH2015THbhTHeacUbc 2.6 3

156 qriefHreportiHgeneticsHofHalcoholicHcirrhosisUvenomp{rHmultinationalHstudyVHAlcoholism:eClinicaleande
ExperimentaleResearchTH2015THbhTHgbeUca 3.7 22

155 xncreasedH“owerHforHsetectionHofH“arentUofUOriginHtffectsHviaHtheHéseHofHwaplotypeHtstimationVH
AmericaneJournaleofeHumaneGeneticsTH2015THhfTHcYhUbc 11 11

154 éterineHcarcinosarcomaWmalignantHmixedH}ˆ…llerianHtumorHincidenceHisHincreasedHinHwomenHwithH
breastHcancerTHbutHindependentHofHhormoneHtherapyVHJournaleofeGynecologiceOncologyTH2015THaeTHachUdY 4 4

153 xdentificationHandHvalidationHofHNUacetyltransferaseHaHasHanHinsulinHsensitivityHgeneVHJournaleofe
ClinicaleInvestigationTH2015THYadTHYfbhUdY 15.9 67

152 érinaryHtractHeffectsHofHw“StaHmutationsVHJournaleofetheeAmericaneSocietyeofeNephrology:eJASNTH2015
THaeTHfhfUgXc 12.7 25

151 venomeUwideHcomparativeHanalysisHofHatopicHdermatitisHandHpsoriasisHgivesHinsightHintoHopposingH
geneticHmechanismsVHAmericaneJournaleofeHumaneGeneticsTH2015THheTHYXcUaX 11 113

150 uirstHgenomeUwideHassociationHstudyHinHanHpustralianHaboriginalHpopulationHprovidesHinsightsHintoH
geneticHriskHfactorsHforHbodyHmassHindexHandHtypeHaHdiabetesVHPLoSeONETH2015THYXTHeXYYhbbb 3.7 23

149 {inkageHpnalysisHinHputoimmuneHpddisonOsHsiseaseiHNupTrYHasHaH“otentialHNovelHSusceptibilityH
{ocusVHPLoSeONETH2015THYXTHeXYabddX 3.7 8

148
pHnewHgenomeHscanHforHprimaryHnonsyndromicHvesicouretericHrefluxHemphasizesHhighHgeneticH
heterogeneityHandHshowsHlinkageHandHassociationHwithHvariousHgenesHalreadyHimplicatedHinHurinaryH
tractHdevelopmentVHMoleculareGeneticsemamp;eGenomiceMedicineTH2014THaTHfUah

2.3 17

147 uactorsHdeterminingHpenetranceHinHfamilialHatypicalHhaemolyticHuraemicHsyndromeVHJournaleofe
MedicaleGeneticsTH2014THdYTHfdeUec 5.8 20
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146 –esearchHcapacityVHtnablingHtheHgenomicHrevolutionHinHpfricaVHScienceTH2014THbccTHYbceUg 33.3 256

145 venomeUwideHassociationHmetaUanalysisHofHhumanHlongevityHidentifiesHaHnovelHlocusHconferringH
survivalHbeyondHhXHyearsHofHageVHHumaneMoleculareGeneticsTH2014THabTHccaXUba 5.6 188

144 veneticHpnalysisHWorkshopHYgiH}ethodsHandHstrategiesHforHanalyzingHhumanHsequenceHandH
phenotypeHdataHinHmembersHofHextendedHpedigreesVHBMCeProceedingsTH2014THgTHSY 2.3 12

143 pnalysisHofHveneticHpnalysisHWorkshopHYgHdataHwithHgeneUbasedHpenalizedHregressionVHBMCe
ProceedingsTH2014THgTHScb 2.3 1

142 pccountingHforHrelatednessHinHfamilyUbasedHassociationHstudiesiHapplicationHtoHveneticHpnalysisH
WorkshopHYgHdataVHBMCeProceedingsTH2014THgTHSfh 2.3 8

141 pssociationHofHautoimmuneHpddisonOsHdiseaseHwithHallelesHofHSTpTcHandHvpTpbHinHturopeanH
cohortsVHPLoSeONETH2014THhTHegghhY 3.7 25

140 romparisonHofHmethodsHtoHaccountHforHrelatednessHinHgenomeUwideHassociationHstudiesHwithH
familyUbasedHdataVHPLoSeGeneticsTH2014THYXTHeYXXcccd 6 75

139 xmputationHwithoutHdoingHimputationiHaHnewHmethodHforHtheHdetectionHofHnonUgenotypedHcausalH
variantsVHGeneticeEpidemiologyTH2014THbgTHYfbUhX 2.6 8

138 SummaryHofHresultsHandHdiscussionsHfromHtheHgeneUbasedHtestsHgroupHatHveneticHpnalysisHWorkshopH
YgVHGeneticeEpidemiologyTH2014THbgHSupplHYTHSccUg 2.6 6

137 sNpHmethylationHabnormalitiesHatHgeneHpromotersHareHextensiveHandHvariableHinHtheHelderlyHandH
phenocopyHcancerHcellsVHFASEBeJournalTH2014THagTHbaeYUfa 0.9 26

136 venomeUwideHassociationHstudyHofHmultipleHcongenitalHheartHdiseaseHphenotypesHidentifiesHaH
susceptibilityHlocusHforHatrialHseptalHdefectHatHchromosomeHcpYeVHNatureeGeneticsTH2013THcdTHgaaUc 36.3 91

135 veneticHinformationHandHtheHpredictionHofHincidentHtypeHaHdiabetesHinHaHhighUriskHmultiethnicH
populationiHtheHtpis–tp}HgeneticHstudyVHDiabeteseCareTH2013THbeTHagbeUca 14.6 20

134 TmemfhW}attHisHtheHmattedHmouseHgeneHandHisHaHpredisposingHgeneHforHatopicHdermatitisHinHhumanH
subjectsVHJournaleofeAllergyeandeClinicaleImmunologyTH2013THYbaTHYYaYUh 11.5 108

133 pHgenomeUwideHsearchHforHtypeHaHdiabetesHsusceptibilityHgenesHinHanHextendedHprabHfamilyVHAnnalse
ofeHumaneGeneticsTH2013THffTHcggUdXb 2.2 24

132 xdentificationHofHgroupedHrareHandHcommonHvariantsHviaHpenalizedHlogisticHregressionVHGenetice
EpidemiologyTH2013THbfTHdhaUeXa 2.6 10

131 rommonHvariantsHinHtheHw{pUs–qYUw{pUs”pYHw{pHclassHxxHregionHareHassociatedHwithHsusceptibilityH
toHvisceralHleishmaniasisVHNatureeGeneticsTH2013THcdTHaXgUYb 36.3 76

130 venomeUwideHlinkageHanalysisHforHhumanHlongevityiHveneticsHofHwealthyHpgingHStudyVHAgingeCellTH
2013THYaTHYgcUhb 9.9 140

129
pssociationHbetweenHreffTHpolymorphismHofHmethyleneHtetrahydrofolateHreductaseHandH
congenitalHheartHdiseaseiHmetaUanalysisHofHfehfHcasesHandHYbTYadHcontrolsVHCirculation:e
CardiovasculareGeneticsTH2013THeTHbcfUdb

26

(2013-2014)
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128 venomeUwideHassociationHstudyHidentifiesHlociHonHYaqacHandHYbqbaHassociatedHwithHtetralogyHofH
uallotVHHumaneMoleculareGeneticsTH2013THaaTHYcfbUgY 5.6 68

127 seterminingHtheHpopulationHfrequencyHofHtheHruw–bWruw–YHdeletionHatHYqbaVHPLoSeONETH2013THgTHeeXbda3.7 74

126 rommonHgeneticHvariantsHinHcomplementHgenesHotherHthanHruwTHrsceHandHtheHruw–sHareHnotH
associatedHwithHawéSVHMoleculareImmunologyTH2012THchTHecXUg 4.3 33

125 xntragenicHcopyHnumberHvariationHwithinHfilaggrinHcontributesHtoHtheHriskHofHatopicHdermatitisHwithHaH
doseUdependentHeffectVHJournaleofeInvestigativeeDermatologyTH2012THYbaTHhgUYXc 4.3 148

124 senseHfineUmappingHstudyHidentifiesHnewHsusceptibilityHlociHforHprimaryHbiliaryHcirrhosisVHNaturee
GeneticsTH2012THccTHYYbfUcY 36.3 214

123 “–t}x}HandHt}x}iHtoolsHforHestimationHofHmaternalTHimprintingHandHinteractionHeffectsHusingH
multinomialHmodellingVHBMCeBioinformaticsTH2012THYbTHYch 3.6 37

122 rontributionHofHglobalHrareHcopyUnumberHvariantsHtoHtheHriskHofHsporadicHcongenitalHheartHdiseaseVH
AmericaneJournaleofeHumaneGeneticsTH2012THhYTHcghUdXY 11 213

121 xmprovedHstatisticsHforHgenomeUwideHinteractionHanalysisVHPLoSeGeneticsTH2012THgTHeYXXaead 6 65

120 uineHmappingHandHreplicationHofHgeneticHriskHlociHinHprimaryHsclerosingHcholangitisVHScandinaviane
JournaleofeGastroenterologyTH2012THcfTHgaXUe 2.4 36

119 pHcommonHvariantHinHtheH“T“NYYHgeneHcontributesHtoHtheHriskHofHtetralogyHofHuallotVHCirculation:e
CardiovasculareGeneticsTH2012THdTHagfUha 25

118 “henotypeUspecificHeffectHofHchromosomeHYqaYVYHrearrangementsHandHvypdHduplicationsHinHacbeH
congenitalHheartHdiseaseHpatientsHandHefeXHcontrolsVHHumaneMoleculareGeneticsTH2012THaYTHYdYbUaX 5.6 83

117 {ossUofUfunctionHvariantsHinHtheHfilaggrinHgeneHareHaHsignificantHriskHfactorHforHpeanutHallergyVHJournale
ofeAllergyeandeClinicaleImmunologyTH2011THYafTHeeYUf 11.5 342

116 WideHspectrumHofHfilaggrinUnullHmutationsHinHatopicHdermatitisHhighlightsHdifferencesHbetweenH
SingaporeanHrhineseHandHturopeanHpopulationsVHBritisheJournaleofeDermatologyTH2011THYedTHYXeUYc 4 99

115 venomeUwideHassociationHstudyHidentifiesHYaHnewHsusceptibilityHlociHforHprimaryHbiliaryHcirrhosisVH
NatureeGeneticsTH2011THcbTHbahUba 36.3 396

114 SpeedUbumpsHaheadHforHtheHgeneticsHofHlaterUlifeHdiseasesVHTrendseineGeneticsTH2011THafTHbgfUg 8.5 20

113 TheHimpactHofHcommonHgeneHvariantsHonHtheHresponseHofHbiomarkersHofHcardiovascularHdiseaseH
PrüsQHriskHtoHincreasedHfishHoilHfattyHacidsHintakesVHAnnualeRevieweofeNutritionTH2011THbYTHaXbUbc 9.9 53

112 “enalizedUregressionUbasedHmultimarkerHgenotypeHanalysisHofHveneticHpnalysisHWorkshopHYfHdataVH
BMCeProceedingsTH2011THdHSupplHhTHSha 2.3 3

111 xnvestigationHofHmaternalHeffectsTHmaternalUfetalHinteractionsHandHparentUofUoriginHeffectsH
PimprintingQTHusingHmothersHandHtheirHoffspringVHGeneticeEpidemiologyTH2011THbdTHYhUcd 2.6 59
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110 veneticHandHfunctionalHevidenceHimplicatingHs{{YHasHtheHgeneHthatHinfluencesHsusceptibilityHtoH
visceralHleishmaniasisHatHchromosomeHeqafVHJournaleofeInfectiouseDiseasesTH2011THaXcTHcefUff 7 15

109 “rimaryTHnonsyndromicHvesicouretericHrefluxHandHnephropathyHinHsiblingHpairsiHaHénitedHzingdomH
cohortHforHaHsNpHbankVHClinicaleJournaleofetheeAmericaneSocietyeofeNephrology:eCJASNTH2011THeTHfeXUe 6.9 12

108 rlinicalHandHpharmacogeneticHinfluencesHonHresponseHtoHhydroxychloroquineHinHdiscoidHlupusH
erythematosusiHaHretrospectiveHcohortHstudyVHJournaleofeInvestigativeeDermatologyTH2011THYbYTHYhgYUe 4.3 66

107 –eplyHtoHâ��pssociationsHofHruw–Yâ��ruw–bHdeletionHandHaHruwHSN“HtoHageUrelatedHmacularH
degenerationHareHnotHindependentâ��VHNatureeGeneticsTH2010THcaTHdddUdde 36.3 16

106 TheHheritabilityHofHvaHchromosomalHradiosensitivityHandHitsHassociationHwithHcancerHinHsanishHcancerH
survivorsHandHtheirHoffspringVHInternationaleJournaleofeRadiationeBiologyTH2010THgeTHhgeUhd 2.9 26

105 WholeUgenomeHlinkageHandHassociationHscanHinHprimaryTHnonsyndromicHvesicouretericHrefluxVHJournale
ofetheeAmericaneSocietyeofeNephrology:eJASNTH2010THaYTHYYbUab 12.7 51

104 pssociationHbetweenHantiUtumourHnecrosisHfactorHtreatmentHresponseHandHgeneticHvariantsHwithinH
theHT{–HandHNu{kappa}qHsignallingHpathwaysVHAnnalseofetheeRheumaticeDiseasesTH2010THehTHYbYdUaX 2.4 59

103
SystematicHsurveyHofHvariantsHinHTqXYHinHnonUsyndromicHtetralogyHofHuallotHidentifiesHaHnovelHdfH
baseHpairHdeletionHthatHreducesHtranscriptionalHactivityHbutHfindsHnoHevidenceHforHassociationHwithH
commonHvariantsVHHeartTH2010THheTHYedYUd

5.1 47

102 rhromosomeHYYqYbVdHvariantHassociatedHwithHchildhoodHeczemaiHanHeffectHsupplementaryHtoH
filaggrinHmutationsVHJournaleofeAllergyeandeClinicaleImmunologyTH2010THYadTHYfXUcVeYUa 11.5 51

101 “olymorphismsHspanningHtheHTNu–aHandHTprtHgenesHdoHnotHcontributeHtowardsHvariableHantiUTNuH
treatmentHresponseVHPharmacogeneticseandeGenomicsTH2010THaXTHbbgUcY 1.9 10

100 SN“HselectionHinHgenomeUwideHandHcandidateHgeneHstudiesHviaHpenalizedHlogisticHregressionVHGenetice
EpidemiologyTH2010THbcTHgfhUhY 2.6 133

99 wostHgeneticHandHepigeneticHfactorsHinHtoxoplasmosisVHMemoriaseDoeInstitutoeOswaldoeCruzTH2009TH
YXcTHYeaUh 2.6 18

98 veneticHvariationHinHütvuHdoesHnotHcontributeHsignificantlyHtoHtheHriskHofHcongenitalHcardiovascularH
malformationVHPLoSeONETH2009THcTHechfg 3.7 13

97 “rogrammedHdeathHligandHYHP“sU{YQHgeneHvariantsHcontributeHtoHautoimmuneHpddisonOsHdiseaseHandH
vravesOHdiseaseHsusceptibilityVHJournaleofeClinicaleEndocrinologyeandeMetabolismTH2009THhcTHdYbhUcd 5.6 62

96 veneticHvariantsHassociatedHwithHmyocardialHinfarctionHriskHfactorsHinHoverHgXXXHindividualsHfromHfiveH
ethnicHgroupsiHTheHxNTt–wtp–THveneticsHStudyVHCirculation:eCardiovasculareGeneticsTH2009THaTHYeUad 54

95 pnalysisHofHNorthHpmericanH–heumatoidHprthritisHronsortiumHdataHusingHaHpenalizedHlogisticH
regressionHapproachVHBMCeProceedingsTH2009THbHSupplHfTHSeY 2.3 10

94
uilaggrinHhaploinsufficiencyHisHhighlyHpenetrantHandHisHassociatedHwithHincreasedHseverityHofHeczemaiH
furtherHdelineationHofHtheHskinHphenotypeHinHaHprospectiveHepidemiologicalHstudyHofHfhaHschoolH
childrenVHBritisheJournaleofeDermatologyTH2009THYeYTHggcUh

4 77

93 TheHtryptophanHeaXHalleleHofHtheHlymphoidHtyrosineHphosphataseHP“T“NaaQHgeneHpredisposesHtoH
autoimmuneHpddisonOsHdiseaseVHClinicaleEndocrinologyTH2009THfXTHbdgUea 3.4 41

(2009-2011)
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92 pHcompositeUlikelihoodHapproachHforHidentifyingHpolymorphismsHthatHareHpotentiallyHdirectlyH
associatedHwithHdiseaseVHEuropeaneJournaleofeHumaneGeneticsTH2009THYfTHeccUdX 5.3 3

91 w{pUqRdfXYHgenotypeHisHaHmajorHdeterminantHofHdrugUinducedHliverHinjuryHdueHtoHflucloxacillinVH
NatureeGeneticsTH2009THcYTHgYeUh 36.3 818

90 setectingHgeneUgeneHinteractionsHthatHunderlieHhumanHdiseasesVHNatureeReviewseGeneticsTH2009THYXTHbhaUcXc30.1 990

89 tstimationHandHtestingHofHgeneUenvironmentHinteractionsHinHfamilyUbasedHassociationHstudiesVH
GenomicsTH2009THhbTHdUh 4.3 17

88 }etaUanalysisHofHfilaggrinHpolymorphismsHinHeczemaHandHasthmaiHrobustHriskHfactorsHinHatopicH
diseaseVHJournaleofeAllergyeandeClinicaleImmunologyTH2009THYabTHYbeYUfXVef 11.5 317

87 “revalentHandHlowUfrequencyHnullHmutationsHinHtheHfilaggrinHgeneHareHassociatedHwithHearlyUonsetH
andHpersistentHatopicHeczemaVHJournaleofeInvestigativeeDermatologyTH2008THYagTHYdhYUc 4.3 82

86 uilaggrinHnullHmutationsHandHchildhoodHatopicHeczemaiHaHpopulationUbasedHcaseUcontrolHstudyVH
JournaleofeAllergyeandeClinicaleImmunologyTH2008THYaYTHhcXUceVeb 11.5 121

85 veneticHandHepigeneticHfactorsHatHrO{apYHandHpqrpcHinfluenceHclinicalHoutcomeHinHcongenitalH
toxoplasmosisVHPLoSeONETH2008THbTHeaagd 3.7 86

84 sealingHwithHmissingHdataHinHfamilyUbasedHassociationHstudiesiHaHmultipleHimputationHapproachVH
HumaneHeredityTH2007THebTHaahUbg 1.1 23

83 txplorativeHtwoUlocusHlinkageHanalysisHsuggestsHaHmultiplicativeHinteractionHbetweenHtheHfqbaHandH
YepYbHmyoclonicHseizuresUrelatedHphotosensitivityHlociVHGeneticeEpidemiologyTH2007THbYTHcaUdX 2.6 25

82 txploringHcausalityHviaHidentificationHofHSN“sHorHhaplotypesHresponsibleHforHaHlinkageHsignalVHGenetice
EpidemiologyTH2007THbYTHfafUcX 2.6 14

81 ”uantitativeHtraitHassociationHinHparentHoffspringHtriosiHtxtensionHofHcaseWpseudocontrolHmethodH
andHcomparisonHofHprospectiveHandHretrospectiveHapproachesVHGeneticeEpidemiologyTH2007THbYTHgYbUbb 2.6 13

80 pHgenomeUwideHscanHforHtypeHYHdiabetesHsusceptibilityHgenesHinHnuclearHfamiliesHwithHmultipleH
affectedHsiblingsHinHuinlandVHBMCeGeneticsTH2007THgTHgc 2.6 6

79 venomicHsNpHpoolingHforHwholeUgenomeHassociationHscansHinHcomplexHdiseaseiHempiricalH
demonstrationHofHefficacyHinHrheumatoidHarthritisVHGeneseandeImmunityTH2007THgTHdfUeg 4.4 68

78 venesHatHhumanHchromosomeHdqbYVYHregulateHdelayedUtypeHhypersensitivityHresponsesHassociatedH
withH{eishmaniaHchagasiHinfectionVHGeneseandeImmunityTH2007THgTHdbhUdY 4.4 41

77 YHchromosomeHlineageUHandHvillageUspecificHgenesHonHchromosomesHYpaaHandHeqafHcontrolHvisceralH
leishmaniasisHinHSudanVHPLoSeGeneticsTH2007THbTHefY 6 54

76 venomicHpolymorphismHatHtheHinterferonUinducedHhelicaseHPxuxwYQHlocusHcontributesHtoHvravesOH
diseaseHsusceptibilityVHJournaleofeClinicaleEndocrinologyeandeMetabolismTH2007THhaTHbbbgUcY 5.6 101

75 veneticHpnalysisHWorkshopHYdiHgeneHexpressionHanalysisHandHapproachesHtoHdetectingHmultipleH
functionalHlociVHBMCeProceedingsTH2007THYHSupplHYTHSY 2.3 6
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74 {inkageHandHassociationHanalysisHofHvpWYdHsimulatedHdataiHfineUmappingHofHchromosomeHeHregionVH
BMCeProceedingsTH2007THYHSupplHYTHSab 2.3 5

73 yointHlinkageHandHassociationHanalysisHforHidentificationHofHpotentiallyHcausalHpolymorphismsHinH
vpWYdHdataVHBMCeProceedingsTH2007THYHSupplHYTHSbe 2.3 4

72 pHmultimarkerHregressionUbasedHtestHofHlinkageHforHaffectedHsibUpairsHatHtwoHlinkedHlociVHGenetice
EpidemiologyTH2006THbXTHYhYUaXg 2.6 4

71 tstimationHandHtestingHofHgenotypeHandHhaplotypeHeffectsHinHcaseUcontrolHstudiesiHcomparisonHofH
weightedHregressionHandHmultipleHimputationHproceduresVHGeneticeEpidemiologyTH2006THbXTHadhUfd 2.6 45

70 “erilsHandHpitfallsHofHpermutationHtestsHforHdistinguishingHtheHeffectsHofHneighbouringH
polymorphismsVHGeneticeEpidemiologyTH2006THbXTHdgaUh 2.6 2

69 pssociationHbetweenHaldosteroneHproductionHandHvariationHinHtheHYYbetaUhydroxylaseHPrY“YYqYQH
geneVHJournaleofeClinicaleEndocrinologyeandeMetabolismTH2006THhYTHdXdYUe 5.6 22

68 venomeUwideHscanHforHlociHinfluencingHquantitativeHimmuneHresponseHtraitsHinHtheHqelˆ'mHfamilyH
studyiHcomparisonHofHmethodsHandHsummaryHofHresultsVHAnnalseofeHumaneGeneticsTH2006THfXTHfgUhf 2.2 10

67 veneticHassociationHstudiesVHLancetteTheTH2005THbeeTHYYaYUbY 40 394

66 –egressionHmappingHofHassociationHbetweenHtheHhumanHleukocyteHantigenHregionHandHvravesH
diseaseVHAmericaneJournaleofeHumaneGeneticsTH2005THfeTHYdfUeb 11 121

65 pHconditionalUonUexchangeableUparentalUgenotypesHlikelihoodHthatHremainsHunbiasedHatHtheHcausalH
locusHunderHmultipleUaffectedUsiblingHascertainmentVHGeneticeEpidemiologyTH2005THahTHgfUhX 2.6 7

64 romparisonHofHpopulationUHandHfamilyUbasedHmethodsHforHgeneticHassociationHanalysisHinHtheH
presenceHofHinteractingHlociVHGeneticeEpidemiologyTH2005THahTHdYUef 2.6 19

63 SummaryHofHcontributionsHtoHvpWHvroupHdiHlinkageHmappingHmethodsTH“roblemHaVHGenetice
EpidemiologyTH2005THahHSupplHYTHSbdUcX 2.6

62 rommonHpolymorphismHinHwYhHassociatedHwithHbirthweightHandHcordHbloodHxvuUxxHlevelsHinHhumansVH
BMCeGeneticsTH2005THeTHaa 2.6 65

61 {inkageHanalysisHofHvpWYcHsimulatedHdataiHcomparisonHofHmultimarkerTHmultipointTHandHconditionalH
approachesVHBMCeGeneticsTH2005THeHSupplHYTHScX 2.6 1

60 }aternalUfetalHinteractionsHandHbirthHorderHinfluenceHinsulinHvariableHnumberHofHtandemHrepeatsH
alleleHclassHassociationsHwithHheadHsizeHatHbirthHandHchildhoodHweightHgainVHDiabetesTH2004THdbTHYYagUbb 0.9 56

59 weterogeneityHinHtheHmagnitudeHofHtheHinsulinHgeneHeffectHonHw{pHriskHinHtypeHYHdiabetesVHDiabetesTH
2004THdbTHbageUhY 0.9 24

58 S{rYYpYHPformerlyHN–p}“YQHandHsusceptibilityHtoHvisceralHleishmaniasisHinHTheHSudanVHEuropeane
JournaleofeHumaneGeneticsTH2004THYaTHeeUfc 5.3 89

57 tvidenceHforHaHclusterHofHgenesHonHchromosomeHYfqYYUqaYHcontrollingHsusceptibilityHtoHtuberculosisH
andHleprosyHinHqraziliansVHGeneseandeImmunityTH2004THdTHceUdf 4.4 121

(2004-2007)
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56 venomeUwideHscansHforHleprosyHandHtuberculosisHsusceptibilityHgenesHinHqraziliansVHGeneseande
ImmunityTH2004THdTHebUf 4.4 82

55
venomeHinstabilityHinHataxiaHtelangiectasiaHPpUTQHfamiliesiHcamptothecinUinducedHdamageHtoH
replicatingHsNpHdiscriminatesHbetweenHobligateHpUTHheterozygotesTHpUTHhomozygotesHandHcontrolsVH
BioscienceeReportsTH2004THacTHeYfUah

4.1 8

54 vammaHregressionHimprovesHwasemanUtlstonHandHvarianceHcomponentsHlinkageHanalysisHforH
sibUpairsVHGeneticeEpidemiologyTH2004THaeTHhfUYXf 2.6 21

53 “ropertiesHofHcaseWpseudocontrolHanalysisHforHgeneticHassociationHstudiesiHtffectsHofHrecombinationTH
ascertainmentTHandHmultipleHaffectedHoffspringVHGeneticeEpidemiologyTH2004THaeTHYgeUaXd 2.6 50

52
raseWpseudocontrolHanalysisHinHgeneticHassociationHstudiesiHpHunifiedHframeworkHforHdetectionHofH
genotypeHandHhaplotypeHassociationsTHgeneUgeneHandHgeneUenvironmentHinteractionsTHandH
parentUofUoriginHeffectsVHGeneticeEpidemiologyTH2004THaeTHYefUgd

2.6 193

51
pbsoluteHriskHofHchildhoodUonsetHtypeHYHdiabetesHdefinedHbyHhumanHleukocyteHantigenHclassHxxH
genotypeiHaHpopulationUbasedHstudyHinHtheHénitedHzingdomVHJournaleofeClinicaleEndocrinologyeande
MetabolismTH2004THghTHcXbfUcb

5.6 162

50 –emappingHtheHinsulinHgeneWxss}aHlocusHinHtypeHYHdiabetesVHDiabetesTH2004THdbTHYggcUh 0.9 180

49 qiasHtowardHtheHnullHhypothesisHinHmodelUfreeHlinkageHanalysisHisHhighlyHdependentHonHtheHtestH
statisticHusedVHAmericaneJournaleofeHumaneGeneticsTH2004THfcTHYahcUbXa 11 32

48 TheHinterleukinHYHgeneHclusterHcontainsHaHmajorHsusceptibilityHlocusHforHankylosingHspondylitisVH
AmericaneJournaleofeHumaneGeneticsTH2004THfdTHdgfUhd 11 109

47 {inkageHandHassociationHmappingHofHtheH{–“dHlocusHonHchromosomeHYYqYbHinHtypeHYHdiabetesVH
HumaneGeneticsTH2003THYYbTHhhUYXd 6.3 38

46 pssociationHmappingHofHcomplexHdiseasesHinHlinkedHregionsiHestimationHofHgeneticHeffectsHandH
feasibilityHofHtestingHrareHvariantsVHGeneticeEpidemiologyTH2003THacTHbeUcb 2.6 19

45 {inkageHanalysisHofHaHderivedHglucoseHphenotypeHinHtheHveneticHpnalysisHWorkshopHYbHsimulatedH
dataHusingHaHvarietyHofHwasemanUtlstonHbasedHregressionHmethodsVHBMCeGeneticsTH2003THcHSupplHYTHSe 2.6 2

44 pssociationHofHtheHTUcellHregulatoryHgeneHrT{pcHwithHsusceptibilityHtoHautoimmuneHdiseaseVHNatureTH
2003THcabTHdXeUYY 50.4 1774

43 veneticHsusceptibilityHtoHvisceralHleishmaniasisHinHTheHSudaniHlinkageHandHassociationHwithHx{cHandH
xuNv–YVHGeneseandeImmunityTH2003THcTHbdYUd 4.4 71

42 xntercellularHadhesionHmoleculeUYHzcehtHpolymorphismiHstudyHofHassociationHwithHmultipleH
sclerosisVHHumaneImmunologyTH2003THecTHbcdUh 2.3 46

41 pffectedUsibUpairHdataHcanHbeHusedHtoHdistinguishHtwoUlocusHheterogeneityHfromHtwoUlocusHepistasisVH
AmericaneJournaleofeHumaneGeneticsTH2003THfbTHYcegUfYjHauthorHreplyHYcfYUb 11 13

40 waplotypeHstructureTH{sHblocksTHandHunevenHrecombinationHwithinHtheH{–“dHgeneVHGenomeeResearchTH
2003THYbTHgcdUdd 9.7 54

39 “arametersHforHreliableHresultsHinHgeneticHassociationHstudiesHinHcommonHdiseaseVHNatureeGeneticsTH
2002THbXTHYchUdX 36.3 198
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38 tpistasisiHwhatHitHmeansTHwhatHitHdoesnOtHmeanTHandHstatisticalHmethodsHtoHdetectHitHinHhumansVH
HumaneMoleculareGeneticsTH2002THYYTHacebUg 5.6 725

37 ppproachesHtoHtheHanalysisHofH”T{HdataHinHmiceTHusingHtheHnonobeseHdiabeticHmouseHasHanHexampleVH
MethodseineMoleculareBiologyTH2002THYhdTHYedUhg 1.4

36
pHunifiedHstepwiseHregressionHprocedureHforHevaluatingHtheHrelativeHeffectsHofHpolymorphismsH
withinHaHgeneHusingHcaseWcontrolHorHfamilyHdataiHapplicationHtoHw{pHinHtypeHYHdiabetesVHAmericane
JournaleofeHumaneGeneticsTH2002THfXTHYacUcY

11 360

35 pnalysisHofHtheHroleHofHs“qYUencodedHaminoHacidsHinHtheHgeneticHpredispositionHtoHtypeHxHdiabetesH
mellitusVHHumaneImmunologyTH2002THebTHcYbUf 2.3 1

34 {inkageHanalysisHofHveneticHpnalysisHWorkshopHYaHsimulatedHdataHbasedHonHaffectedHindividualsH
onlyVHGeneticeEpidemiologyTH2001THaYHSupplHYTHSdYXUd 2.6

33 waplotypeHtaggingHforHtheHidentificationHofHcommonHdiseaseHgenesVHNatureeGeneticsTH2001THahTHabbUf 36.3 1014

32 SuggestiveHevidenceHforHassociationHofHhumanHchromosomeHYgqYaUqaYHandHitsHorthologueHonHratH
andHmouseHchromosomeHYgHwithHseveralHautoimmuneHdiseasesVHDiabetesTH2001THdXTHYgcUhc 0.9 61

31 OverviewHofHmodelUfreeHmethodsHforHlinkageHanalysisVHAdvanceseineGeneticsTH2001THcaTHYbdUdX 3.3 11

30 TheHw{pUs“qYUUassociatedHcomponentHofHtheHxss}YHandHitsHrelationshipHtoHtheHmajorHlociH
w{pUs”qYTHUs”pYTHandHUs–qYVHDiabetesTH2001THdXTHYaXXUd 0.9 55

29 StatisticalHmodelingHofHinterlocusHinteractionsHinHaHcomplexHdiseaseiHrejectionHofHtheHmultiplicativeH
modelHofHepistasisHinHtypeHYHdiabetesVHGeneticsTH2001THYdgTHbdfUef 4 54

28 qootstrapHconfidenceHintervalsHforHrelativeHriskHparametersHinHaffectedUsibUpairHdataVHGenetice
EpidemiologyTH2000THYgTHYdfUfa 2.6 3

27 pscertainmentHbiasHinHtheHestimationHofHsiblingHgeneticHriskHparametersVHGeneticeEpidemiologyTH2000TH
YgTHaYfUbd 2.6 48

26 rorrectingHforHascertainmentHbiasHofHrelativeUriskHestimatesHobtainedHusingHaffectedUsibUpairHlinkageH
dataVHGeneticeEpidemiologyTH2000THYgTHbXfUaY 2.6 11

25 }ultilocusHlinkageHtestsHbasedHonHaffectedHrelativeHpairsVHAmericaneJournaleofeHumaneGeneticsTH2000TH
eeTHYafbUge 11 89

24
pdaptationHofHtheHextendedHtransmissionWdisequilibriumHtestHtoHdistinguishHdiseaseHassociationsHofH
multipleHlociiHtheHronditionalHtxtendedHTransmissionWsisequilibriumHTestVHAnnalseofeHumaneGenetics
TH2000THecTHaXfUYb

2.2 17

23 {inkageHanalysisHofHcandidateHgenesHandHgeneUgeneHinteractionsHinHchineseHhypertensiveHsibHpairsVH
HypertensionTH1999THbbTHYbbaUf 8.5 40

22 pHgenomeUwideHscanHforHlociHlinkedHtoHforearmHboneHmineralHdensityVHHumaneGeneticsTH1999THYXcTHaaeUbb 6.3 121

21 uiellerOsHtheoremHandHlinkageHdisequilibriumHmappingVHGeneticeEpidemiologyTH1999THYfTHabfUda 2.6 16

(1999-2002)
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20 xmprovingHtheHpowerHforHdiseaseHlocusHdetectionHinHaffectedUsibUpairHstudiesHbyHusingHtwoUlocusH
analysisHandHmultipleHregressionHmethodsVHGeneticeEpidemiologyTH1999THYfHSupplHYTHSdaYUe 2.6 2

19 pHmaleUfemaleHbiasHinHtypeHYHdiabetesHandHlinkageHtoHchromosomeHXpHinH}wrHw{pUs–bUpositiveH
patientsVHNatureeGeneticsTH1998THYhTHbXYUa 36.3 107

18 }appingHmultipleHlinkedHquantitativeHtraitHlociHinHnonUobeseHdiabeticHmiceHusingHaHstepwiseH
regressionHstrategyVHGeneticaleResearchTH1998THfYTHdYUec 1.1 14

17 ronfidenceHintervalsHforHrelativeHriskHestimatesHfromHaffectedUsibUpairHdataVHGeneticeEpidemiologyTH
1997THYcTHdhbUg 2.6 6

16 sistinctHgeneticHlociHcontrolHdevelopmentHofHbenignHandHmalignantHskinHtumoursHinHmiceVHNaturee
GeneticsTH1995THYXTHcacUh 36.3 107

15 pnHextensionHofHtheH}aximumH{odHScoreHmethodHtoHXUlinkedHlociVHAnnalseofeHumaneGeneticsTH1995TH
dhTHcbdUch 2.2 29

14 }ultifactorialHinheritanceHinHtypeHYHdiabetesVHTrendseineGeneticsTH1995THYYTHchhUdXc 8.5 79

13 rhromosomeUspecificHmicrosatelliteHsetsHforHfluorescenceUbasedTHsemiUautomatedHgenomeH
mappingVHNatureeGeneticsTH1994THfTHbhXUd 36.3 298

12 pHgenomeUwideHsearchHforHhumanHtypeHYHdiabetesHsusceptibilityHgenesVHNatureTH1994THbfYTHYbXUe 50.4 1175

11 sissectionHofHtheHpathophysiologyHofHtypeHYHdiabetesHbyHgeneticHanalysisVHAutoimmunityTH1993THYdH
SupplTHYeUf 3 2

10 “olygenicHcontrolHofHautoimmuneHdiabetesHinHnonobeseHdiabeticHmiceVHNatureeGeneticsTH1993THcTHcXcUh 36.3 286

9 weritabilityHandHfamilyUbasedHvWpSHanalysesHofHtheHNUacylHethanolamineHandHceramideHplasmaHlipidome 1

8
venomeUwideHassociationHstudyHinHturopeanHpatientsHwithHcongenitalHheartHdiseaseHidentifiesHriskH
lociHforHtranspositionHofHtheHgreatHarteriesHandHanomaliesHofHtheHthoracicHarteriesHandHveinsHandH
expressionHofHdiscoveredHcandidateHgenesHinHtheHdevelopingHheart

1

7 NovelHbloodHpressureHlocusHandHgeneHdiscoveryHusingHvWpSHandHexpressionHdatasetsHfromHbloodH
andHtheHkidney 1

6 veneticHanalysisHofHoverHoneHmillionHpeopleHidentifiesHdbdHnovelHlociHforHbloodHpressure 4

5 pHgenomeUwideHassociationHstudyHhighlightsHaHregulatoryHroleHforHxuNvUpSYHcontributingHtoH
cutaneousHleishmaniasisHinHqrazil 2

4 }acrophageHScavengerH–eceptorHYHmediatesHlipidUinducedHinflammationHinHnonUalcoholicHfattyHliverHdisease 1

3 qayesianHnetworkHanalysisHincorporatingHgeneticHanchorsHcomplementsHconventionalH}endelianH
randomizationHapproachesHforHexploratoryHanalysisHofHcausalHrelationshipsHinHcomplexHdata 2
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2 pHtransUancestryHgenomeUwideHassociationHstudyHofHunexplainedHchronicHp{THelevationHasHaHproxyH
forHnonalcoholicHfattyHliverHdiseaseHwithHhistologicalHandHradiologicalHvalidation 5

1 pHmultiancestryHgenomeUwideHassociationHstudyHofHunexplainedHchronicHp{THelevationHasHaHproxyHforH
nonalcoholicHfattyHliverHdiseaseHwithHhistologicalHandHradiologicalHvalidationVHNatureeGeneticsT 36.3 2
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