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328 ynferringIpersonVtoVpersonInetworksIofIPlasmodiumIfalciparumItransmissionjIareIanalysesIofI
routineIsurveillanceIdataIupItoItheItaskoWIMalariafJournalUI2022UIbaUIeh 3.6

327 sovarianceIofIpairwiseIdifferencesIonIaImultiVspeciesIcoalescentItreeIandIimplicationsIforIWWI
PhilosophicalfTransactionsfoffthefRoyalfSocietyfB:fBiologicalfSciencesUI2022UIcggUIbYbYYdae 5.8 2

326 TheITibetanVYiIregionIisIbothIaIcorridorIandIaIbarrierIforIhumanIgeneIflowWWICellfReportsUI2022UIciUIaaYgbY10.6 0

325 WholeVgenomeIsequenceIanalysisIunveilsIdifferentIoriginsIofIuuropeanIandIqsiaticImouflonIandI
domesticationVrelatedIgenesIinIsheepWICommunicationsfBiologyUI2021UIdUIacYg 6.7 2

324 tetectingIselectionIinImultipleIpopulationsIbyImodellingIancestralIadmixtureIcomponentsWI
MolecularfBiologyfandfEvolutionUI2021UI 8.3 6

323 qncestralslustjIslusteringIofItivergentI∆ucleotideISequencesIbyIqncestralISequenceI
ReconstructionIusingIPhylogeneticITreesWIBioinformaticsUI2021UI 7.2 1

322 SynonymousImutationsIandItheImolecularIevolutionIofISqRSVsoVVb´ originsWIVirusfEvolutionUI2021UIgUIveaaYih3.7 34

321 sonvergentIevolutionIofIincreasedIurineVconcentratingIabilityIinIdesertImammalsWIMammalfReviewUI
2021UIeaUIdhbVdia 5 1

320 ynvestigateItheIoriginsIofIsΔVytVaiWIScienceUI2021UIcgbUIfid 33.3 39

319 TheIhistoryIandIevolutionIofItheItenisovanVIhaplotypeIinITibetansWIProceedingsfoffthefNationalf
AcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2021UIaahUI 11.5 12

318 qssessingIUncertaintyIinItheIRootingIofItheISqRSVsoVVbIPhylogenyWIMolecularfBiologyfandfEvolution
UI2021UIchUIaecgVaedc 8.3 19

317 tisentanglingIselectionIonIgeneticallyIcorrelatedIpolygenicItraitsIviaIwholeVgenomeIgenealogiesWI
AmericanfJournalfoffHumanfGeneticsUI2021UIaYhUIbaiVbci 11 19

316 TheIgenomicsIofImimicryjIweneIexpressionIthroughoutIdevelopmentIprovidesIinsightsIintoI
convergentIandIdivergentIphenotypesIinIaIüˆ…llerianImimicryIsystemWIMolecularfEcologyUI2021UIcYUIdYciVdYfa5.7 3

315 LifeIinItesertsjITheIweneticIrasisIofIüammalianItesertIqdaptationWITrendsfinfEcologyfandfEvolutionUI
2021UIcfUIfcgVfeY 10.9 4

314 xumanVüediatedIqdmixtureIandISelectionIShapeItheItiversityIonItheIüodernISwineIQSusIscrofaRIYI
shromosomesWIMolecularfBiologyfandfEvolutionUI2021UIchUIeYeaVeYfe 8.3 1

313 TheIdistributionIofIwaitingIdistancesIinIancestralIrecombinationIgraphsWITheoreticalfPopulationf
BiologyUI2021UIadaUIcdVdc 1.2 0

312 ynferringIqdaptiveIyntrogressionIUsingIxiddenIüarkovIüodelsWIMolecularfBiologyfandfEvolutionUI
2021UIchUIbaebVbafe 8.3 6

Rasmus Nielsen

2



311 qncientIxybridizationIwithIanIUnknownIPopulationIvacilitatedIxighVqltitudeIqdaptationIofIsanidsWI
MolecularfBiologyfandfEvolutionUI2020UIcgUIbfafVbfbi 8.3 16

310 VolcanovinderjIwenomicIscansIforIadaptiveIintrogressionWIPLoSfGeneticsUI2020UIafUIeaYYhhfg 6 20

309 üassiveIhaplotypesIunderlieIecotypicIdifferentiationIinIsunflowersWINatureUI2020UIehdUIfYbVfYg 50.4 81

308 PhenotypicIsonvergenceIysI∆otIüirroredIatItheIProteinILevelIinIaILizardIqdaptiveIRadiationWI
MolecularfBiologyfandfEvolutionUI2020UIcgUIafYdVafad 8.3 3

307 ΔnItheItistributionIofITractILengthsIturingIqdaptiveIyntrogressionWIG3:fGenesufGenomesufGeneticsUI
2020UIaYUIcffcVcfgc 3.2 12

306 qIrayesianIvrameworkIforIynferringItheIynfluenceIofISequenceIsontextIonIPointIüutationsWI
MolecularfBiologyfandfEvolutionUI2020UIcgUIhicViYc 8.3 4

305 ∆oIstatisticalIevidenceIforIanIeffectIofIssReVâ��cbIonIlifespanIinItheIU IriobankIcohortWINaturef
MedicineUI2020UIbfUIaghVahY 50.5 10

304 PronouncedIsomaticIbottleneckIinImitochondrialIt∆qIofIhumanIhairWIPhilosophicalfTransactionsfoff
thefRoyalfSocietyfB:fBiologicalfSciencesUI2020UIcgeUIbYaiYage 5.8 13

303 TheIgeneticIarchitectureIofIsporadicIandImultipleIconsecutiveImiscarriageWINaturefCommunicationsUI
2020UIaaUIeihY 17.4 11

302 PopulationIgenomicsIofItheIVikingIworldWINatureUI2020UIeheUIciYVcif 50.4 35

301 ynferringItheIancestryIofIparentsIandIgrandparentsIfromIgeneticIdataWIPLoSfComputationalfBiologyUI
2020UIafUIeaYYhYfe 5 2

300 tivergenceUIgeneIflowUIandItheIoriginIofIleapfrogIgeographicIdistributionsjITheIhistoryIofIcolourI
patternIvariationIinIPhyllobatesIpoisonVdartIfrogsWIMolecularfEcologyUI2020UIbiUIcgYbVcgai 5.7 1

299 qIlikelihoodImethodIforIestimatingIpresentVdayIhumanIcontaminationIinIancientImaleIsamplesI
usingIlowVdepthIXVchromosomeIdataWIBioinformaticsUI2020UIcfUIhbhVhda 7.2 7

298 VolcanovinderjIwenomicIscansIforIadaptiveIintrogressionI2020UIafUIeaYYhhfg

297 VolcanovinderjIwenomicIscansIforIadaptiveIintrogressionI2020UIafUIeaYYhhfg

296 VolcanovinderjIwenomicIscansIforIadaptiveIintrogressionI2020UIafUIeaYYhhfg

295 VolcanovinderjIwenomicIscansIforIadaptiveIintrogressionI2020UIafUIeaYYhhfg

294 ∆aturalIselectionIonItheIqrabidopsisIthalianaIgenomeIinIpresentIandIfutureIclimatesWINatureUI2019UI
egcUIabfVabi 50.4 63

(2019-2020)
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293 qnIapproximateIfullVlikelihoodImethodIforIinferringIselectionIandIalleleIfrequencyItrajectoriesI
fromIt∆qIsequenceIdataWIPLoSfGeneticsUI2019UIaeUIeaYYhchd 6 25

292 zointIustimationIofIPedigreesIandIuffectiveIPopulationISizeIUsingIüarkovIshainIüonteIsarloWI
GeneticsUI2019UIbabUIheeVhfh 4 3

291 ssReVâ��cbIisIdeleteriousIinItheIhomozygousIstateIinIhumansWINaturefMedicineUI2019UIbeUIiYiViaY 50.5 46

290 TheIpopulationIhistoryIofInortheasternISiberiaIsinceItheIPleistoceneWINatureUI2019UIegYUIahbVahh 50.4 137

289 TemporalIgenomicIcontrastsIrevealIrapidIevolutionaryIresponsesIinIanIalpineImammalIduringI
recentIclimateIchangeWIPLoSfGeneticsUI2019UIaeUIeaYYhaai 6 33

288 xumanItiseaseIVariationIinItheILightIofIPopulationIwenomicsWICellUI2019UIaggUIaaeVaca 56.2 34

287 tetectingI∆aturalISelectionI2019UIcigVdY 5

286 RetractionI∆otejIssReVâ��cbIisIdeleteriousIinItheIhomozygousIstateIinIhumansWINaturefMedicineUI
2019UIbeUIagif 50.5 3

285 ParallelIadaptationIofIrabbitIpopulationsItoImyxomaIvirusWIScienceUI2019UIcfcUIacaiVacbf 33.3 66

284
rottleneckIandIselectionIinItheIgermlineIandImaternalIageIinfluenceItransmissionIofImitochondrialI
t∆qIinIhumanIpedigreesWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoff
AmericaUI2019UIaafUIbeagbVbeagh

11.5 32

283 PassageIqdaptationIsorrelatesIWithItheIReducedIufficacyIofItheIynfluenzaIVaccineWIClinicalf
InfectiousfDiseasesUI2019UIfiUIaaihVabYd 11.6 10

282 weneticIrescueIandItheImaintenanceIofInativeIancestryWIConservationfGeneticsUI2019UIbYUIeiVfd 2.6 19

281 umergenceIandISpreadIofIrasalILineagesIofIYersinia´ pestisIduringItheI∆eolithicIteclineWICellUI2019UI
agfUIbieVcYeWeaY 56.2 93

280 ΔriginsIandIgeneticIlegaciesIofItheIsaribbeanITainoWIProceedingsfoffthefNationalfAcademyfoff
SciencesfoffthefUnitedfStatesfoffAmericaUI2018UIaaeUIbcdaVbcdf 11.5 45

279 PhysiologicalIandIweneticIqdaptationsItoItivingIinISeaI∆omadsWICellUI2018UIagcUIefiVehYWeae 56.2 82

278 PopulationIgenomicsIofIfinlessIporpoisesIrevealIanIincipientIcetaceanIspeciesIadaptedItoI
freshwaterWINaturefCommunicationsUI2018UIiUIabgf 17.4 37

277 qIPopulationIPhylogeneticIViewIofIüitochondrialIxeteroplasmyWIGeneticsUI2018UIbYhUIabfaVabgd 4 23

276 TerminalIPleistoceneIqlaskanIgenomeIrevealsIfirstIfoundingIpopulationIofI∆ativeIqmericansWI
NatureUI2018UIeecUIbYcVbYg 50.4 178
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275 üolecularIvootprintsIofIqquaticIqdaptationIyncludingIroneIüassIshangesIinIsetaceansWIGenomef
BiologyfandfEvolutionUI2018UIaYUIifgVige 3.9 17

274 xumanIadaptationItoIextremeIenvironmentalIconditionsWICurrentfOpinionfinfGeneticsfandf
DevelopmentUI2018UIecUIggVhb 4.9 32

273 ΔnItheInumberIofIsiblingsIandIpVthIcousinsIinIaIlargeIpopulationIsampleWIJournalfoffMathematicalf
BiologyUI2018UIggUIabgiVabih 2 5

272 acgIancientIhumanIgenomesIfromIacrossItheIuurasianIsteppesWINatureUI2018UIeegUIcfiVcgd 50.4 197

271 TheIfirstIhorseIherdersIandItheIimpactIofIearlyIrronzeIqgeIsteppeIexpansionsIintoIqsiaWIScienceUI
2018UIcfYUI 33.3 162

270 wenomicITakeoverIbyITransposableIulementsIinItheIStrawberryIPoisonIvrogWIMolecularfBiologyfandf
EvolutionUI2018UIceUIbiacVbibg 8.3 27

269 ∆ovelIvormIofIqlternativeISplicingIofI∆v raWIytsIRoleIinIPolycythemiaIandIqdaptationItoIxighI
qltitudeIinIqndeanIqymaraWIBloodUI2018UIacbUIbcafVbcaf 2.2 0

268 uarlyIhumanIdispersalsIwithinItheIqmericasWIScienceUI2018UIcfbUI 33.3 118

267 ustimatingItheITimingIofIüultipleIqdmixtureIPulsesIturingILocalIqncestryIynferenceWIGeneticsUI2018
UIbaYUIaYhiVaaYg 4 19

266 wenomicIqnalysesIfromI∆onVinvasiveIPrenatalITestingIRevealIweneticIqssociationsUIPatternsIofI
ViralIynfectionsUIandIshineseIPopulationIxistoryWICellUI2018UIageUIcdgVceiWead 56.2 123

265 TheIweneticIrasisIofIqdaptationIfollowingIPlasticIshangesIinIsolorationIinIaI∆ovelIunvironmentWI
CurrentfBiologyUI2018UIbhUIbigYVbiggWeg 6.3 45

264 PervasiveIintrogressionIfacilitatedIdomesticationIandIadaptationIinItheIrosIspeciesIcomplexWI
NaturefEcologyfandfEvolutionUI2018UIbUIaaciVaade 12.3 90

263 TracingItheIpeoplingIofItheIworldIthroughIgenomicsWINatureUI2017UIedaUIcYbVcaY 50.4 338

262 SelectionIinIuuropeansIonIvattyIqcidItesaturasesIqssociatedIwithItietaryIshangesWIMolecularf
BiologyfandfEvolutionUI2017UIcdUIacYgVacah 8.3 50

261 vastIadmixtureIanalysisIandIpopulationItreeIestimationIforIS∆PIandI∆wSIdataWIBioinformaticsUI2017UI
ccUIbadhVbaee 7.2 29

260 TheIuvolutionaryIPathwayItoIVirulenceIofIanIR∆qIVirusWICellUI2017UIafiUIceVdfWeai 56.2 77

259 qsianIwildIriceIisIaIhybridIswarmIwithIextensiveIgeneIflowIandIferalizationIfromIdomesticatedIriceWI
GenomefResearchUI2017UIbgUIaYbiVaYch 9.7 60

258 ∆aturalISelectionIonIwenesIRelatedItoIsardiovascularIxealthIinIxighVqltitudeIqdaptedIqndeansWI
AmericanfJournalfoffHumanfGeneticsUI2017UIaYaUIgebVgfg 11 53
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257 qncientIgenomesIshowIsocialIandIreproductiveIbehaviorIofIearlyIUpperIPaleolithicIforagersWI
ScienceUI2017UIcehUIfeiVffb 33.3 160

256 qIxiddenIüarkovIüodelIqpproachIforISimultaneouslyIustimatingILocalIqncestryIandIqdmixtureI
TimeIUsingI∆extIwenerationISequenceItataIinISamplesIofIqrbitraryIPloidyWIPLoSfGeneticsUI2017UIacUIeaYYfebi6 71

255 sompositeIlikelihoodImethodIforIinferringIlocalIpedigreesWIPLoSfGeneticsUI2017UIacUIeaYYfifc 6 15

254 QOqjIWhereIdidItheI∆eanderthalsIgooWIBMCfBiologyUI2017UIaeUIgc 7.3 2

253 wenomeVwideIsignaturesIofIcomplexIintrogressionIandIadaptiveIevolutionIinItheIbigIcatsWISciencef
AdvancesUI2017UIcUIeagYYbii 14.3 67

252 qrchaicIqdaptiveIyntrogressionIinITrXaeXWqRSbWIMolecularfBiologyfandfEvolutionUI2017UIcdUIeYiVebd 8.3 63

251 qIgenomicIhistoryIofIqboriginalIqustraliaWINatureUI2016UIechUIbYgVbad 50.4 268

250 wenomicIanalysesIinformIonImigrationIeventsIduringItheIpeoplingIofIuurasiaWINatureUI2016UIechUIbchVbdb50.4 234

249 tetectingIrecentIselectiveIsweepsIwhileIcontrollingIforImutationIrateIandIbackgroundIselectionWI
MolecularfEcologyUI2016UIbeUIadbVef 5.7 91

248 SweepvinderbjIincreasedIsensitivityUIrobustnessIandIflexibilityWIBioinformaticsUI2016UIcbUIahieVg 7.2 122

247 RuPdenovojIynferringIteI∆ovoIRepeatIüotifsIfromIShortISequenceIReadsWIPLoSfONEUI2016UIaaUIeYaeYgai3.7 30

246 uvolutionIofIwΔU∆tRYUIaIcrypticIsubgroupIofIqnopheles´ gambiae´ sWlWUIandIitsIimpactIonI
susceptibilityItoIPlasmodiumIinfectionWIMolecularfEcologyUI2016UIbeUIadidVeaY 5.7 11

245 vumioITajimaIandItheIΔriginIofIüodernIPopulationIweneticsWIGeneticsUI2016UIbYdUIchiVciY 4

244 TheIweneticIsostIofI∆eanderthalIyntrogressionWIGeneticsUI2016UIbYcUIhhaVia 4 201

243 ustimatingIyrtItractsIfromIlowIcoverageI∆wSIdataWIBioinformaticsUI2016UIcbUIbYifVaYb 7.2 23

242 TheIPowerIofIynbreedingjI∆wSVrasedIwWqSIofIRiceIRevealsIsonvergentIuvolutionIduringIRiceI
tomesticationWIMolecularfPlantUI2016UIiUIigeVhe 14.4 66

241 PostglacialIviabilityIandIcolonizationIinI∆orthIqmericaPsIiceVfreeIcorridorWINatureUI2016UIecgUIdeVdi 50.4 213

240
TheImindUItheIlabUIandItheIfieldjIThreeIkindsIofIpopulationsIinIscientificIpracticeWIStudiesfinfHistoryf
andfPhilosophyfoffSciencefPartfC:StudiesfinfHistoryfandfPhilosophyfoffBiologicalfandfBiomedicalf
SciencesUI2015UIebUIabVba

0.6 18
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239 PΔPULqTyΔ∆Iwu∆uTysSWIwenomicIevidenceIforItheIPleistoceneIandIrecentIpopulationIhistoryIofI
∆ativeIqmericansWIScienceUI2015UIcdiUIaabchhd 33.3 317

238 PhylogeneticIq∆ΔVqjITheIuxpressionIVarianceIandIuvolutionIüodelIforIQuantitativeITraitI
uvolutionWISystematicfBiologyUI2015UIfdUIfieVgYh 8.4 47

237 TheIancestryIandIaffiliationsIofI ennewickIüanWINatureUI2015UIebcUIdeeVdeh 50.4 157

236 vittingItheIraldingV∆icholsImodelItoIforensicIdatabasesWIForensicfSciencefInternational:fGeneticsUI
2015UIaiUIhfVia 4.3 1

235 ∆umberIofIgenesIcontrollingIaIquantitativeItraitIinIaIhybridIzoneIofItheIaposematicIfrogI
RanitomeyaIimitatorWIProceedingsfoffthefRoyalfSocietyfB:fBiologicalfSciencesUI2015UIbhbUIbYadaieY 4.4 7

234 qIgenomeVwideIscanIforIsignaturesIofIdirectionalIselectionIinIdomesticatedIpigsWIBMCfGenomicsUI
2015UIafUIacY 4.5 47

233 uvidenceIforIarchaicIadaptiveIintrogressionIinIhumansWINaturefReviewsfGeneticsUI2015UIafUIceiVga 30.1 328

232 qIrecentIbottleneckIofIYIchromosomeIdiversityIcoincidesIwithIaIglobalIchangeIinIcultureWIGenomef
ResearchUI2015UIbeUIdeiVff 9.7 235

231 uarlyIdivergentIstrainsIofIYersiniaIpestisIinIuurasiaIeUYYYIyearsIagoWICellUI2015UIafcUIegaVhb 56.2 294

230 wreenlandicIynuitIshowIgeneticIsignaturesIofIdietIandIclimateIadaptationWIScienceUI2015UIcdiUIacdcVg 33.3 298

229 yntroductionjIwenomicsIandIphilosophyIofIraceWIStudiesfinfHistoryfandfPhilosophyfoffSciencefPartf
C:StudiesfinfHistoryfandfPhilosophyfoffBiologicalfandfBiomedicalfSciencesUI2015UIebUIaVd 0.6

228
TrackingItheIoriginsIofIYakutianIhorsesIandItheIgeneticIbasisIforItheirIfastIadaptationItoIsubarcticI
environmentsWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2015
UIaabUIufhhiVig

11.5 89

227 TheIoriginIandIevolutionIofImaizeIinItheISouthwesternIUnitedIStatesWINaturefPlantsUI2015UIaUIadYYc 11.5 99

226 ReticulateISpeciationIandIrarriersItoIyntrogressionIinItheIqnophelesIgambiaeISpeciesIsomplexWI
GenomefBiologyfandfEvolutionUI2015UIgUIcaafVca 3.9 26

225 teInovoIassemblyIofIaIhaplotypeVresolvedIhumanIgenomeWINaturefBiotechnologyUI2015UIccUIfagVbb 44.5 57

224 PopulationIgenomicsIofIrronzeIqgeIuurasiaWINatureUI2015UIebbUIafgVgb 50.4 827

223 UncoveringItheIgeneticIhistoryIofItheIpresentVdayIwreenlandicIpopulationWIAmericanfJournalfoff
HumanfGeneticsUI2015UIifUIedVfi 11 61

222 sonvergentIevolutionIofItheIgenomesIofImarineImammalsWINaturefGeneticsUI2015UIdgUIbgbVe 36.3 263

(2015-2015)
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221 qdaptationIandIpossibleIancientIinterspeciesIintrogressionIinIpigsIidentifiedIbyIwholeVgenomeI
sequencingWINaturefGeneticsUI2015UIdgUIbagVbe 36.3 188

220 qssociationIüappingIforIsompoundIxeterozygousITraitsIUsingIPhenotypicItistanceIandIyntegerI
ProgrammingWILecturefNotesfinfComputerfScienceUI2015UIacfVadg 0.9 1

219 TheIgenomeIofIaILateIPleistoceneIhumanIfromIaIslovisIburialIsiteIinIwesternIüontanaWINatureUI
2014UIeYfUIbbeVi 50.4 357

218 ΔnIdetectingIincompleteIsoftIorIhardIselectiveIsweepsIusingIhaplotypeIstructureWIMolecularf
BiologyfandfEvolutionUI2014UIcaUIabgeVia 8.3 214

217 WholeVuxomeISequencingIofIbUYYYItanishIyndividualsIandItheIRoleIofIRareIsodingIVariantsIinITypeI
bItiabetesWIAmericanfJournalfoffHumanfGeneticsUI2014UIidUIdgi 11 78

216 PopulationIgenomicsIrevealIrecentIspeciationIandIrapidIevolutionaryIadaptationIinIpolarIbearsWICell
UI2014UIaegUIgheVid 56.2 242

215 ngsToolsjImethodsIforIpopulationIgeneticsIanalysesIfromInextVgenerationIsequencingIdataWI
BioinformaticsUI2014UIcYUIadhfVg 7.2 154

214 terivedIimmuneIandIancestralIpigmentationIallelesIinIaIgUYYYVyearVoldIüesolithicIuuropeanWINature
UI2014UIeYgUIbbeVh 50.4 235

213 UpperIPalaeolithicISiberianIgenomeIrevealsIdualIancestryIofI∆ativeIqmericansWINatureUI2014UIeYeUIhgVia50.4 581

212 PaleogenomicsWIwenomicIstructureIinIuuropeansIdatingIbackIatIleastIcfUbYYIyearsWIScienceUI2014UI
cdfUIaaacVh 33.3 232

211 TheIlengthsIofIadmixtureItractsWIGeneticsUI2014UIaigUIiecVfg 4 83

210 wenomeVwideIancestryIpatternsIinIRapanuiIsuggestIpreVuuropeanIadmixtureIwithI∆ativeI
qmericansWICurrentfBiologyUI2014UIbdUIbeahVbe 6.3 39

209 TwoIancientIhumanIgenomesIrevealIPolynesianIancestryIamongItheIindigenousIrotocudosIofI
rrazilWICurrentfBiologyUI2014UIbdUIRaYceVg 6.3 62

208 qISelectiveISweepIonIaIteleteriousIüutationIinIsPTaqIinIqrcticIPopulationsWIAmericanfJournalfoff
HumanfGeneticsUI2014UIieUIehdVehi 11 86

207 sostsIandIbenefitsIofImutationalIrobustnessIinIR∆qIvirusesWICellfReportsUI2014UIhUIaYbfVcf 10.6 38

206 urrorVproneIpolymeraseIactivityIcausesImultinucleotideImutationsIinIhumansWIGenomefResearchUI
2014UIbdUIaddeVed 9.7 51

205 qltitudeIadaptationIinITibetansIcausedIbyIintrogressionIofItenisovanVlikeIt∆qWINatureUI2014UIeabUIaidVg50.4 605

204 TheIgeneticIprehistoryIofItheI∆ewIWorldIqrcticWIScienceUI2014UIcdeUIabeehcb 33.3 204
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203 qIcommonIwreenlandicITrsatdIvariantIconfersImuscleIinsulinIresistanceIandItypeIbIdiabetesWI
NatureUI2014UIeabUIaiYVc 50.4 258

202 üaternalIageIeffectIandIsevereIgermVlineIbottleneckIinItheIinheritanceIofIhumanImitochondrialI
t∆qWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2014UIaaaUIaedgdVi11.5 140

201 ∆aturalIselectionIreducedIdiversityIonIhumanIyIchromosomesWIPLoSfGeneticsUI2014UIaYUIeaYYdYfd 6 69

200 slassicIselectiveIsweepsIrevealedIbyImassiveIsequencingIinIcattleWIPLoSfGeneticsUI2014UIaYUIeaYYdadh 6 158

199 SelectionIonIaIvariantIassociatedIwithIimprovedIviralIclearanceIdrivesIlocalUIadaptiveI
pseudogenizationIofIinterferonIlambdaIdIQyv∆LdRWIPLoSfGeneticsUI2014UIaYUIeaYYdfha 6 66

198 qImodelVbasedIapproachIforIidentifyingIsignaturesIofIancientIbalancingIselectionIinIgeneticIdataWI
PLoSfGeneticsUI2014UIaYUIeaYYdefa 6 118

197 PrehistoricIgenomesIrevealItheIgeneticIfoundationIandIcostIofIhorseIdomesticationWIProceedingsfoff
thefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2014UIaaaUIueffaVi 11.5 197

196 SpeciationIwithIgeneIflowIinIequidsIdespiteIextensiveIchromosomalIplasticityWIProceedingsfoffthef
NationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2014UIaaaUIahfeeVfY 11.5 133

195 VariationIandIassociationItoIdiabetesIinIbYYYIfullImtt∆qIsequencesIminedIfromIanIexomeIstudyIinI
aItanishIpopulationWIEuropeanfJournalfoffHumanfGeneticsUI2014UIbbUIaYdYVe 5.3 23

194 q∆wStjIqnalysisIofI∆extIwenerationISequencingItataWIBMCfBioinformaticsUI2014UIaeUIcef 3.6 1087

193 üodelingIgeneIexpressionIevolutionIwithIanIextendedIΔrnsteinVUhlenbeckIprocessIaccountingIforI
withinVspeciesIvariationWIMolecularfBiologyfandfEvolutionUI2014UIcaUIbYaVaa 8.3 68

192 bammdsjIaItoolIforIassessingItheIancestryIofIlowVdepthIwholeVgenomeIdataIusingI
multidimensionalIscalingIQütSRWIBioinformaticsUI2014UIcYUIbifbVd 7.2 31

191 WholeVexomeIsequencingIofIbUYYYItanishIindividualsIandItheIroleIofIrareIcodingIvariantsIinItypeIbI
diabetesWIAmericanfJournalfoffHumanfGeneticsUI2013UIicUIaYgbVhf 11 109

190 üolecularIfootprintsIofIdomesticationIandIimprovementIinIsoybeanIrevealedIbyIwholeIgenomeI
reVsequencingWIBMCfGenomicsUI2013UIadUIegi 4.5 155

189 UnlockingItheIvaultjInextVgenerationImuseumIpopulationIgenomicsWIMolecularfEcologyUI2013UIbbUIfYahVcb5.7 250

188 racterialInaturalItransformationIbyIhighlyIfragmentedIandIdamagedIt∆qWIProceedingsfoffthef
NationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2013UIaaYUIaihfYVe 11.5 111

187 tetectingIadaptiveItraitIlociIinInonmodelIsystemsjIdivergenceIorIadmixtureImappingoWIMolecularf
EcologyUI2013UIbbUIfacaVdh 5.7 20

186 RecalibratingIuquusIevolutionIusingItheIgenomeIsequenceIofIanIearlyIüiddleIPleistoceneIhorseWI
NatureUI2013UIdiiUIgdVh 50.4 563

(2013-2014)
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185 QuantifyingIpopulationIgeneticIdifferentiationIfromInextVgenerationIsequencingIdataWIGeneticsUI
2013UIaieUIigiVib 4 141

184 weneticIsignaturesIrevealIhighValtitudeIadaptationIinIaIsetIofIethiopianIpopulationsWIMolecularf
BiologyfandfEvolutionUI2013UIcYUIahggVhh 8.3 137

183 ynferringIdemographicIhistoryIfromIaIspectrumIofIsharedIhaplotypeIlengthsWIPLoSfGeneticsUI2013UIiUIeaYYceba6 172

182 weneticIarchitectureIofIvitaminIrabIandIfolateIlevelsIuncoveredIapplyingIdeeplyIsequencedIlargeI
datasetsWIPLoSfGeneticsUI2013UIiUIeaYYcecY 6 72

181 ustimatingIinbreedingIcoefficientsIfromI∆wSIdatajIympactIonIgenotypeIcallingIandIalleleIfrequencyI
estimationWIGenomefResearchUI2013UIbcUIahebVfa 9.7 59

180 qIscanIforIhumanVspecificIrelaxationIofInegativeIselectionIrevealsIunexpectedIpolymorphismIinI
proteasomeIgenesWIMolecularfBiologyfandfEvolutionUI2013UIcYUIahYhVae 8.3 16

179 salculationIofITajimaPsItIandIotherIneutralityItestIstatisticsIfromIlowIdepthInextVgenerationI
sequencingIdataWIBMCfBioinformaticsUI2013UIadUIbhi 3.6 140

178 ustimatingIpopulationIdivergenceItimeIandIphylogenyIfromIsingleVnucleotideIpolymorphismsIdataI
withIoutgroupIascertainmentIbiasWIMolecularfEcologyUI2012UIbaUIigdVhf 5.7 10

177 LookingIforItarwinIinIgenomicIsequencesVVvalidityIandIsuccessIofIstatisticalImethodsWIMolecularf
BiologyfandfEvolutionUI2012UIbiUIbhhiVic 8.3 26

176 qImetagenomeVwideIassociationIstudyIofIgutImicrobiotaIinItypeIbIdiabetesWINatureUI2012UIdiYUIeeVfY 50.4 3779

175 uvidenceIforIpositiveIselectionIonIaInumberIofIüicroR∆qIregulatoryIinteractionsIduringIrecentI
humanIevolutionWIPLoSfGeneticsUI2012UIhUIeaYYbegh 6 52

174 tistinguishingIbetweenIselectiveIsweepsIfromIstandingIvariationIandIfromIaIdeInovoImutationWI
PLoSfGeneticsUI2012UIhUIeaYYcYaa 6 134

173 S∆PIcallingUIgenotypeIcallingUIandIsampleIalleleIfrequencyIestimationIfromI∆ewVwenerationI
SequencingIdataWIPLoSfONEUI2012UIgUIecgeeh 3.7 242

172 ResequencingIeYIaccessionsIofIcultivatedIandIwildIriceIyieldsImarkersIforIidentifyingIagronomicallyI
importantIgenesWINaturefBiotechnologyUI2011UIcYUIaYeVaa 44.5 635

171 wenomeIsequencingIandIcomparisonIofItwoInonhumanIprimateIanimalImodelsUItheIcynomolgusI
andIshineseIrhesusImacaquesWINaturefBiotechnologyUI2011UIbiUIaYaiVbc 44.5 219

170 SpeciesVspecificIresponsesIofILateIQuaternaryImegafaunaItoIclimateIandIhumansWINatureUI2011UI
dgiUIceiVfd 50.4 483

169 wenotypeIandIS∆PIcallingIfromInextVgenerationIsequencingIdataWINaturefReviewsfGeneticsUI2011UI
abUIddcVea 30.1 959

168 TheIevolutionIofIgeneIexpressionIlevelsIinImammalianIorgansWINatureUI2011UIdghUIcdcVh 50.4 787
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167 qnIqboriginalIqustralianIgenomeIrevealsIseparateIhumanIdispersalsIintoIqsiaWIScienceUI2011UIccdUIidVh 33.3 528

166 QOqjIwhoIisIxWIsapiensIreallyUIandIhowIdoIweIknowoWIBMCfBiologyUI2011UIiUIbY 7.3 6

165 ustimationIofIalleleIfrequencyIandIassociationImappingIusingInextVgenerationIsequencingIdataWI
BMCfBioinformaticsUI2011UIabUIbca 3.6 126

164 qImethodIforIdetectingIyrtIregionsIsimultaneouslyIinImultipleIindividualsVVwithIapplicationsItoI
diseaseIgeneticsWIGenomefResearchUI2011UIbaUIaafhVhY 9.7 38

163 SignaturesIofIenvironmentalIgeneticIadaptationIpinpointIpathogensIasItheImainIselectiveIpressureI
throughIhumanIevolutionWIPLoSfGeneticsUI2011UIgUIeaYYbcee 6 349

162 ∆aturalIselectionIaffectsImultipleIaspectsIofIgeneticIvariationIatIputativelyIneutralIsitesIacrossItheI
humanIgenomeWIPLoSfGeneticsUI2011UIgUIeaYYbcbf 6 107

161 ynIdefenceIofImodelVbasedIinferenceIinIphylogeographyWIMolecularfEcologyUI2010UIaiUIdcfVddf 5.7 127

160 TheIsequenceIandIdeInovoIassemblyIofItheIgiantIpandaIgenomeWINatureUI2010UIdfcUIcaaVg 50.4 864

159 qncientIhumanIgenomeIsequenceIofIanIextinctIPalaeoVuskimoWINatureUI2010UIdfcUIgegVfb 50.4 567

158 ResequencingIofIbYYIhumanIexomesIidentifiesIanIexcessIofIlowVfrequencyInonVsynonymousIcodingI
variantsWINaturefGeneticsUI2010UIdbUIifiVgb 36.3 264

157 ∆aturalIselectionIandItheIdistributionIofIidentityVbyVdescentIinItheIhumanIgenomeWIGeneticsUI2010UI
ahfUIbieVcYh 4 75

156 qscertainmentIbiasesIinIS∆PIchipsIaffectImeasuresIofIpopulationIdivergenceWIMolecularfBiologyfandf
EvolutionUI2010UIbgUIbecdVdg 8.3 232

155 ralancingIselectionImaintainsIaIformIofIuRqPbIthatIundergoesInonsenseVmediatedIdecayIandI
affectsIantigenIpresentationWIPLoSfGeneticsUI2010UIfUIeaYYaaeg 6 175

154 qrchaeologyIqugmentsITibetPsIweneticIxistoryVVResponseWIScienceUI2010UIcbiUIadfgVadfh 33.3 3

153 PopulationIgeneticIinferenceIfromIgenomicIsequenceIvariationWIGenomefResearchUI2010UIbYUIbiaVcYY 9.7 165

152 SequencingIofIeYIhumanIexomesIrevealsIadaptationItoIhighIaltitudeWIScienceUI2010UIcbiUIgeVh 33.3 1020

151 qIdraftIsequenceIofItheI∆eandertalIgenomeWIScienceUI2010UIcbhUIgaYVgbb 33.3 2599

150 PositiveIselectionIonIapoptosisIrelatedIgenesWIFEBSfLettersUI2010UIehdUIdfiVgf 3.8 31

(2010-2011)
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149 tesignIofIassociationIstudiesIwithIpooledIorIunVpooledInextVgenerationIsequencingIdataWIGeneticf
EpidemiologyUI2010UIcdUIdgiVia 2.6 69

148 qnIinvestigationIofItheIstatisticalIpowerIofIneutralityItestsIbasedIonIcomparativeIandIpopulationI
geneticIdataWIMolecularfBiologyfandfEvolutionUI2009UIbfUIbgcVhc 8.3 73

147 qncientIt∆qIrevealsIlateIsurvivalIofImammothIandIhorseIinIinteriorIqlaskaWIProceedingsfoffthef
NationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2009UIaYfUIbbcebVg 11.5 170

146 sompleteIresequencingIofIdYIgenomesIrevealsIdomesticationIeventsIandIgenesIinIsilkwormI
QrombyxRWIScienceUI2009UIcbfUIdccVf 33.3 277

145 TargetsIofIbalancingIselectionIinItheIhumanIgenomeWIMolecularfBiologyfandfEvolutionUI2009UIbfUIbgeeVfd8.3 199

144 tarwinianIandIdemographicIforcesIaffectingIhumanIproteinIcodingIgenesWIGenomefResearchUI2009UI
aiUIhchVdi 9.7 122

143 ynIdefenseIofIstatisticalImethodsIforIdetectingIpositiveIselectionWIProceedingsfoffthefNationalf
AcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2009UIaYfUIuiekIauthorIreplyIuif 11.5 34

142 sorrectingIestimatorsIofIthetaIandITajimaPsItIforIascertainmentIbiasesIcausedIbyItheI
singleVnucleotideIpolymorphismIdiscoveryIprocessWIGeneticsUI2009UIahaUIgYaVaY 4 27

141 ynferenceIofIhistoricalIchangesIinImigrationIrateIfromItheIlengthsIofImigrantItractsWIGeneticsUI2009UI
ahaUIgaaVi 4 138

140 RelatednessImappingIandItractsIofIrelatednessIforIgenomeVwideIdataIinItheIpresenceIofIlinkageI
disequilibriumWIGeneticfEpidemiologyUI2009UIccUIbffVgd 2.6 73

139 StatisticalIinferencesIinIphylogeographyWIMolecularfEcologyUI2009UIahUIaYcdVdg 5.7 219

138 qdaptionismVcYIyearsIafterIwouldIandILewontinWIEvolution;fInternationalfJournalfoffOrganicf
EvolutionUI2009UIfcUIbdhgViY 3.8 58

137 RadiationIofIextantIcetaceansIdrivenIbyIrestructuringIofItheIoceansWISystematicfBiologyUI2009UIehUIegcVhe8.4 263

136 ProportionallyImoreIdeleteriousIgeneticIvariationIinIuuropeanIthanIinIqfricanIpopulationsWINatureUI
2008UIdeaUIiidVg 50.4 299

135 TheIdiploidIgenomeIsequenceIofIanIqsianIindividualWINatureUI2008UIdefUIfYVe 50.4 744

134 vastIphylogeneticIt∆qIbarcodingWIPhilosophicalfTransactionsfoffthefRoyalfSocietyfB:fBiologicalf
SciencesUI2008UIcfcUIciigVdYYb 5.8 57

133 TheIeffectIofIancientIt∆qIdamageIonIinferencesIofIdemographicIhistoriesWIMolecularfBiologyfandf
EvolutionUI2008UIbeUIbahaVg 8.3 41

132 StatisticalIassignmentIofIt∆qIsequencesIusingIrayesianIphylogeneticsWISystematicfBiologyUI2008UI
egUIgeYVg 8.4 151
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131 TheIimpactIofIfounderIeventsIonIchromosomalIvariabilityIinImultiplyImatingIspeciesWIMolecularf
BiologyfandfEvolutionUI2008UIbeUIagbhVcf 8.3 32

130 qssessingItheIevolutionaryIimpactIofIaminoIacidImutationsIinItheIhumanIgenomeWIPLoSfGeneticsUI
2008UIdUIeaYYYYhc 6 473

129 ustimationIofIb∆esIfromItemporalIalleleIfrequencyIdataWIGeneticsUI2008UIagiUIdigVeYb 4 107

128 üutationVselectionImodelsIofIcodonIsubstitutionIandItheirIuseItoIestimateIselectiveIstrengthsIonI
codonIusageWIMolecularfBiologyfandfEvolutionUI2008UIbeUIefhVgi 8.3 220

127 PopulationIgeneticIanalysisIofIshotgunIassembliesIofIgenomicIsequencesIfromImultipleIindividualsWI
GenomefResearchUI2008UIahUIaYbYVi 9.7 77

126 PatternsIofIpositiveIselectionIinIsixIüammalianIgenomesWIPLoSfGeneticsUI2008UIdUIeaYYYadd 6 405

125 qncientIbacteriaIshowIevidenceIofIt∆qIrepairWIProceedingsfoffthefNationalfAcademyfoffSciencesfoff
thefUnitedfStatesfoffAmericaUI2007UIaYdUIaddYaVe 11.5 204

124 uvolutionaryIandIbiomedicalIinsightsIfromItheIrhesusImacaqueIgenomeWIScienceUI2007UIcafUIbbbVcd 33.3 1072

123 qncientIbiomoleculesIfromIdeepIiceIcoresIrevealIaIforestedIsouthernIwreenlandWIScienceUI2007UI
cagUIaaaVd 33.3 319

122 RecentIandIongoingIselectionIinItheIhumanIgenomeWINaturefReviewsfGeneticsUI2007UIhUIhegVfh 30.1 365

121 uvolutionIofIgenesIandIgenomesIonItheItrosophilaIphylogenyWINatureUI2007UIdeYUIbYcVah 50.4 1586

120 RadiationIandIspeciationIofIpelagicIorganismsIduringIperiodsIofIglobalIwarmingjItheIcaseIofItheI
commonIminkeIwhaleUIralaenopteraIacutorostrataWIMolecularfEcologyUI2007UIafUIadhaVie 5.7 70

119 PopulationIsizeIchangesIreshapeIgenomicIpatternsIofIdiversityWIEvolution;fInternationalfJournalfoff
OrganicfEvolutionUI2007UIfaUIcYYaVf 3.8 129

118 tependenceIofIparacentricIinversionIrateIonItractIlengthWIBMCfBioinformaticsUI2007UIhUIaae 3.6 10

117 uxploringIvariationIinItheIdQ∆RXdQSRIratioIamongIsitesIandIlineagesIusingImutationalImappingsjI
applicationsItoItheIinfluenzaIvirusWIJournalfoffMolecularfEvolutionUI2007UIfeUIcdYVh 3.1 14

116 qdaptiveIgenicIevolutionIinItheItrosophilaIgenomesWIProceedingsfoffthefNationalfAcademyfoff
SciencesfoffthefUnitedfStatesfoffAmericaUI2007UIaYdUIbbgaVf 11.5 192

115 LocalizingIrecentIadaptiveIevolutionIinItheIhumanIgenomeWIPLoSfGeneticsUI2007UIcUIeiY 6 342

114 PatternsIofImutationIandIselectionIatIsynonymousIsitesIinItrosophilaWIMolecularfBiologyfandf
EvolutionUI2007UIbdUIbfhgVig 8.3 39

(2007-2008)

13



113 wenomeVwideIpatternsIofInucleotideIpolymorphismIinIdomesticatedIriceWIPLoSfGeneticsUI2007UIcUIagdeVef6 334

112
yntegrationIwithinItheIvelsensteinIequationIforIimprovedIüarkovIchainIüonteIsarloImethodsIinI
populationIgeneticsWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmerica
UI2007UIaYdUIbgheViY

11.5 789

111 temographicIhistoriesIandIpatternsIofIlinkageIdisequilibriumIinIshineseIandIyndianIrhesusI
macaquesWIScienceUI2007UIcafUIbdYVc 33.3 146

110 wenesIunderIpositiveIselectionIinIuscherichiaIcoliWIGenomefResearchUI2007UIagUIaccfVdc 9.7 128

109 qIrayesianImultilocusIassociationImethodjIallowingIforIhigherVorderIinteractionIinIassociationI
studiesWIGeneticsUI2007UIagfUIaaigVbYh 4 8

108 vindingIcisVregulatoryImodulesIinItrosophilaIusingIphylogeneticIhiddenIüarkovImodelsWI
BioinformaticsUI2007UIbcUIbYcaVg 7.2 8

107 qncientIt∆qIchronologyIwithinIsedimentIdepositsjIareIpaleobiologicalIreconstructionsIpossibleI
andIisIt∆qIleachingIaIfactoroWIMolecularfBiologyfandfEvolutionUI2007UIbdUIihbVi 8.3 145

106 üaximumIlikelihoodIestimationIofIancestralIcodonIusageIbiasIparametersIinItrosophilaWIMolecularf
BiologyfandfEvolutionUI2007UIbdUIbbhVce 8.3 61

105 TheIuseIofIcodedIPsRIprimersIenablesIhighVthroughputIsequencingIofImultipleIhomologI
amplificationIproductsIbyIdedIparallelIsequencingWIPLoSfONEUI2007UIbUIeaig 3.7 402

104 ydentificationIofIphysicochemicalIselectiveIpressureIonIproteinIencodingInucleotideIsequencesWI
BMCfBioinformaticsUI2006UIgUIadh 3.6 24

103 uvolutionWIWhyIsexoWIScienceUI2006UIcaaUIifYVa 33.3 7

102
∆ovelImethodItoIidentifyIsourceVassociatedIphylogeneticIclusteringIshowsIthatIListeriaI
monocytogenesIincludesInicheVadaptedIclonalIgroupsIwithIdistinctIecologicalIpreferencesWIJournalf
offClinicalfMicrobiologyUI2006UIddUIcgdbVea

9.7 18

101 spwITIsp∆pwIanalysisIofIproteinVcodingIsequencesIfromItomatoWIMolecularfBiologyfandfEvolutionUI
2006UIbcUIacahVbc 8.3 14

100 StatisticalIapproachesIforIt∆qIbarcodingWISystematicfBiologyUI2006UIeeUIafbVi 8.4 111

99 RutUsy∆wIq∆Iy∆TuLLusTUqLItuvysyTjIsΔqLuSsu∆TITxuΔRYIvΔRIQqLüΔSTRIuVuRYΔ∆uaWI
Evolution;fInternationalfJournalfoffOrganicfEvolutionUI2006UIfYUIbYh 3.8 1

98
TheIpopulationIstructureIofIqfricanIcultivatedIriceIoryzaIglaberrimaIQSteudWRjIevidenceIforIelevatedI
levelsIofIlinkageIdisequilibriumIcausedIbyIadmixtureIwithIΔWIsativaIandIecologicalIadaptationWI
GeneticsUI2005UIafiUIafciVdg

4 117

97 uvaluationIofIanIimprovedIbranchVsiteIlikelihoodImethodIforIdetectingIpositiveIselectionIatItheI
molecularIlevelWIMolecularfBiologyfandfEvolutionUI2005UIbbUIbdgbVi 8.3 1312

96 üolecularIsignaturesIofInaturalIselectionWIAnnualfReviewfoffGeneticsUI2005UIciUIaigVbah 14.5 1123
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95 rayesIempiricalIbayesIinferenceIofIaminoIacidIsitesIunderIpositiveIselectionWIMolecularfBiologyfandf
EvolutionUI2005UIbbUIaaYgVah 8.3 1669

94 StatisticalIüethodsIinIüolecularIuvolutionI2005UI 17

93 rayesianIandImaximumIlikelihoodIestimationIofIgeneticImapsWIGeneticalfResearchUI2005UIheUIaeiVfh 1.1 4

92 uvolutionaryIgenomicsjIdetectingIselectionIneedsIcomparativeIdataWINatureUI2005UIdccUIufkI
discussionIugVh 50.4 16

91 ∆aturalIselectionIonIproteinVcodingIgenesIinItheIhumanIgenomeWINatureUI2005UIdcgUIaaecVg 50.4 615

90
tetectingIsiteVspecificIphysicochemicalIselectiveIpressuresjIapplicationsItoItheIslassIyIxLqIofItheI
humanImajorIhistocompatibilityIcomplexIandItheISR IofItheIplantIsporophyticIselfVincompatibilityI
systemWIJournalfoffMolecularfEvolutionUI2005UIfYUIcaeVbf

3.1 67

89 tetectingIcoevolvingIaminoIacidIsitesIusingIrayesianImutationalImappingWIBioinformaticsUI2005UIbaI
SupplIaUIiabfVce 7.2 49

88 qIscanIforIpositivelyIselectedIgenesIinItheIgenomesIofIhumansIandIchimpanzeesWIPLoSfBiologyUI
2005UIcUIeagY 9.7 705

87 qIlikelihoodIratioItestIforIspeciesImembershipIbasedIonIt∆qIsequenceIdataWIPhilosophicalf
TransactionsfoffthefRoyalfSocietyfB:fBiologicalfSciencesUI2005UIcfYUIaifiVgd 5.8 76

86 qscertainmentIbiasIinIstudiesIofIhumanIgenomeVwideIpolymorphismWIGenomefResearchUI2005UIaeUIadifVeYb9.7 351

85 somparativeIgenomeIsequencingIofItrosophilaIpseudoobscurajIchromosomalUIgeneUIandI
cisVelementIevolutionWIGenomefResearchUI2005UIaeUIaVah 9.7 410

84 wenomicIscansIforIselectiveIsweepsIusingIS∆PIdataWIGenomefResearchUI2005UIaeUIaeffVge 9.7 668

83
SimultaneousIinferenceIofIselectionIandIpopulationIgrowthIfromIpatternsIofIvariationIinItheI
humanIgenomeWIProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI
2005UIaYbUIghhbVg

11.5 254

82 üicrosatelliteImutationImodelsjIinsightsIfromIaIcomparisonIofIhumansIandIchimpanzeesWIGeneticsUI
2004UIafhUIchcVie 4 73

81 LinkageIdisequilibriumIasIaIsignatureIofIselectiveIsweepsWIGeneticsUI2004UIafgUIaeacVbd 4 296

80
tySsuR∆y∆wIruTWuu∆IRusURRu∆TIwu∆uIvLΔWIq∆tIRusu∆TItyVuRwu∆suIU∆tuRIqIvy∆yTuVSyTuI
üUTqTyΔ∆IüΔtuLIqPPLyutITΔI∆ΔRTxIqTLq∆TysIq∆tIüutyTuRRq∆uq∆ISuqIvy∆IWxqLuI
QrqLqu∆ΔPTuRqIPxYSqLUSRIPΔPULqTyΔ∆SWIEvolution;fInternationalfJournalfoffOrganicfEvolutionUI
2004UIehUIfgY

3.8 5

79 ReconstitutingItheIfrequencyIspectrumIofIascertainedIsingleVnucleotideIpolymorphismIdataWI
GeneticsUI2004UIafhUIbcgcVhb 4 117

78 qdaptiveIevolutionIofIcytochromeIcIoxidasejIynfrastructureIforIaIcarnivorousIplantIradiationWI
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaUI2004UIaYaUIahYfdVh 11.5 51

(2004-2005)
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77 tetectingIselectionIinInoncodingIregionsIofInucleotideIsequencesWIGeneticsUI2004UIafgUIidiVeh 4 83

76 rayesianIestimationIofIgenomicIdistanceWIGeneticsUI2004UIaffUIfbaVi 4 18

75
tySsuR∆y∆wIruTWuu∆IRusURRu∆TIwu∆uIvLΔWIq∆tIRusu∆TItyVuRwu∆suIU∆tuRIqIvy∆yTuVSyTuI
üUTqTyΔ∆IüΔtuLIqPPLyutITΔI∆ΔRTxIqTLq∆TysIq∆tIüutyTuRRq∆uq∆ISuqIvy∆IWxqLuI
QrqLqu∆ΔPTuRqIPxYSqLUSRIPΔPULqTyΔ∆SWIEvolution;fInternationalfJournalfoffOrganicfEvolutionUI
2004UIehUIfgYVfge

3.8 68

74 UsingInuclearIhaplotypesIwithImicrosatellitesItoIstudyIgeneIflowIbetweenIrecentlyIseparatedI
sichlidIspeciesWIMolecularfEcologyUI2004UIacUIiYiVai 5.7 93

73 ysIhaplotypeIblockIidentificationIusefulIforIassociationImappingIstudiesoWIGeneticfEpidemiologyUI
2004UIbgUIhYVc 2.6 12

72 üultilocusImethodsIforIestimatingIpopulationIsizesUImigrationIratesIandIdivergenceItimeUIwithI
applicationsItoItheIdivergenceIofItrosophilaIpseudoobscuraIandItWIpersimilisWIGeneticsUI2004UIafgUIgdgVfY4 1137

71 qccuracyIandIpowerIofIstatisticalImethodsIforIdetectingIadaptiveIevolutionIinIproteinIcodingI
sequencesIandIforIidentifyingIpositivelyIselectedIsitesWIGeneticsUI2004UIafhUIaYdaVea 4 443

70 PopulationIgeneticIanalysisIofIascertainedIS∆PIdataWIHumanfGenomicsUI2004UIaUIbahVbd 6.8 95

69
tiscerningIbetweenIrecurrentIgeneIflowIandIrecentIdivergenceIunderIaIfiniteVsiteImutationImodelI
appliedItoI∆orthIqtlanticIandIüediterraneanISeaIfinIwhaleIQralaenopteraIphysalusRIpopulationsWI
Evolution;fInternationalfJournalfoffOrganicfEvolutionUI2004UIehUIfgYVe

3.8 19

68 StochasticImappingIofImorphologicalIcharactersWISystematicfBiologyUI2003UIebUIacaVeh 8.4 590

67 ustimatingItheIdistributionIofIselectionIcoefficientsIfromIphylogeneticIdataIwithIapplicationsItoI
mitochondrialIandIviralIt∆qWIMolecularfBiologyfandfEvolutionUI2003UIbYUIabcaVi 8.3 123

66 PervasiveIadaptiveIevolutionIinImammalianIfertilizationIproteinsWIMolecularfBiologyfandfEvolutionUI
2003UIbYUIahVbY 8.3 382

65 ynferringInonneutralIevolutionIfromIhumanVchimpVmouseIorthologousIgeneItriosWIScienceUI2003UI
cYbUIaifYVc 33.3 517

64 ustimatingIeffectiveIpaternityInumberIinIsocialIinsectsIandItheIeffectiveInumberIofIallelesIinIaI
populationWIMolecularfEcologyUI2003UIabUIcaegVfd 5.7 189

63
üaximumIlikelihoodIandIrayesianImethodsIforIestimatingItheIdistributionIofIselectiveIeffectsI
amongIclassesIofImutationsIusingIt∆qIpolymorphismIdataWITheoreticalfPopulationfBiologyUI2003UI
fcUIiaVaYc

1.2 38

62 sorrectingIforIascertainmentIbiasesIwhenIanalyzingIS∆PIdatajIapplicationsItoItheIestimationIofI
linkageIdisequilibriumWITheoreticalfPopulationfBiologyUI2003UIfcUIbdeVee 1.2 113

61 LinkageIdisequilibriumIandIinferenceIofIancestralIrecombinationIinIechIsingleVnucleotideI
polymorphismIclustersIacrossItheIhumanIgenomeWIAmericanfJournalfoffHumanfGeneticsUI2003UIgcUIbheVcYY11 72

60 uffectIofIrecombinationIonItheIaccuracyIofItheIlikelihoodImethodIforIdetectingIpositiveIselectionI
atIaminoIacidIsitesWIGeneticsUI2003UIafdUIabbiVcf 4 430
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59 TheIcostIofIinbreedingIinIqrabidopsisWINatureUI2002UIdafUIecaVd 50.4 251

58 rayesianIestimationIofItheInumberIofIinversionsIinItheIhistoryIofItwoIchromosomesWIJournalfoff
ComputationalfBiologyUI2002UIiUIhYeVah 1.7 18

57 qImaximumIlikelihoodImethodIforIanalyzingIpseudogeneIevolutionjIimplicationsIforIsilentIsiteI
evolutionIinIhumansIandIrodentsWIMolecularfBiologyfandfEvolutionUI2002UIaiUIaaYVg 8.3 55

56 RationalIdesignIofIt∆qIsequenceVbasedIstrategiesIforIsubtypingIListeriaImonocytogenesWIJournalf
offClinicalfMicrobiologyUI2002UIdYUIccaiVbe 9.7 87

55 sodonVsubstitutionImodelsIforIdetectingImolecularIadaptationIatIindividualIsitesIalongIspecificI
lineagesWIMolecularfBiologyfandfEvolutionUI2002UIaiUIiYhVag 8.3 993

54 üappingImutationsIonIphylogeniesWISystematicfBiologyUI2002UIeaUIgbiVci 8.4 289

53 tetectingISelectionIinIProteinIsodingIwenesIUsingItheIRateIofI∆onsynonymousIandISynonymousI
tivergenceI2002UIbecVbfg

52 uvolutionIofItheIintegralImembraneIdesaturaseIgeneIfamilyIinImothsIandIfliesWIGeneticsUI2002UIafbUIagcgVeb4 92

51 StatisticalItestsIofIselectiveIneutralityIinItheIageIofIgenomicsWIHeredityUI2001UIhfUIfdaVg 3.6 707

50 rayesianIinferenceIofIphylogenyIandIitsIimpactIonIevolutionaryIbiologyWIScienceUI2001UIbidUIbcaYVd 33.3 2114
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