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k Paper IF Citations

249 tthicalVJlegalVJandJsocialJissuesJinJtheJtarthJqiovenomeJProjectXXJProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVJ2022VJ]]hVJ 11.5 3

248 TheJtarthJqiovenomeJProjectJa[a[iJStartingJtheJclockXXJProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaVJ2022VJ]]hVJ 11.5 15

247 PlacingJancientJsNpJsequencesJintoJreferenceJphylogeniesXXJMoleculargBiologygandgEvolutionVJ2022VJ 8.3 3

246 StandardsJrecommendationsJforJtheJtarthJqiovenomeJProjectXXJProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVJ2022VJ]]hVJ 11.5 4

245 WhyJsequenceJallJeukaryotesnXJProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesg
ofgAmericaVJ2022VJ]]hVJ 11.5 6

244 SequenceJlocallyVJthinkJgloballyiJTheJsarwinJTreeJofJLifeJProjectXXJProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVJ2022VJ]]hVJ 11.5 9

243 venomicJconsequencesJofJdomesticationJofJtheJSiameseJfightingJfishXXJSciencegAdvancesVJ2022VJgVJeabmchd[14.3 3

242 TheJcompleteJsequenceJofJaJhumanJgenomeXXJScienceVJ2022VJbfeVJccWdb 33.3 107

241 tfficientJiterativeJwiWrJscaffolderJbasedJonJNWbestJneighborsXJBMCgBioinformaticsVJ2021VJaaVJdeh 3.6 0

240 LateJQuaternaryJdynamicsJofJprcticJbiotaJfromJancientJenvironmentalJgenomicsXJNatureVJ2021VJe[[VJgeWha50.4 12

239 MappingJepigeneticJdivergenceJinJtheJmassiveJradiationJofJLakeJMalawiJcichlidJfishesXJNatureg
CommunicationsVJ2021VJ]aVJdgf[ 17.4 2

238 pJhighWqualityVJchromosomeWlevelJgenomeJassemblyJofJtheJqlackJSoldierJulyJRwermetiaJillucensJLXSXJ
G3:gGenesvgGenomesvgGeneticsVJ2021VJ]]VJ 3.2 9

237 rompleteJvertebrateJmitogenomesJrevealJwidespreadJrepeatsJandJgeneJduplicationsXJGenomeg
BiologyVJ2021VJaaVJ]a[ 18.3 19

236 TowardsJcompleteJandJerrorWfreeJgenomeJassembliesJofJallJvertebrateJspeciesXJNatureVJ2021VJdhaVJfbfWfce50.4 161

235 TheJgenomeJsequenceJofJtheJbrownJtroutVJLinnaeusJ]fdgXJWellcomegOpengResearchVJ2021VJeVJ][g 4.8 5

234 TheJgenomeJsequenceJofJtheJturopeanJgoldenJeagleVJLinnaeusJ]fdgXJWellcomegOpengResearchVJ
2021VJeVJ]]a 4.8 0

233 tnvironmentalJgenomicsJofJLateJPleistoceneJblackJbearsJandJgiantJshortWfacedJbearsXJCurrentg
BiologyVJ2021VJb]VJafagWafbeXeg 6.3 6

RichardtMtDurbin

2



232 waplotypeWawareJgraphJindexesXJBioinformaticsVJ2020VJbeVJc[[Wc[f 7.2 23

231 SouporcelliJrobustJclusteringJofJsingleWcellJRNpWseqJdataJbyJgenotypeJwithoutJreferenceJ
genotypesXJNaturegMethodsVJ2020VJ]fVJe]dWea[ 21.6 69

230 xnsightsJintoJhumanJgeneticJvariationJandJpopulationJhistoryJfromJhahJdiverseJgenomesXJScienceVJ
2020VJbefVJ 33.3 196

229 xdentifyingJandJremovingJhaplotypicJduplicationJinJprimaryJgenomeJassembliesXJBioinformaticsVJ
2020VJbeVJagheWaghg 7.2 222

228 TheJgenomeJsequenceJofJtheJturasianJredJsquirrelVJLinnaeusJ]fdgXJWellcomegOpengResearchVJ2020VJ
dVJ]g 4.8 2

227 TheJgenomeJsequenceJofJtheJeasternJgreyJsquirrelVJvmelinVJ]fggXJWellcomegOpengResearchVJ2020VJdVJaf 4.8 1

226 PopulationWscaleJproteomeJvariationJinJhumanJinducedJpluripotentJstemJcellsXJELifeVJ2020VJhVJ 8.9 16

225 TheJgenomeJsequenceJofJtheJturasianJriverJotterVJLutraJlutraJLinnaeusJ]fdgXJWellcomegOpeng
ResearchVJ2020VJdVJbb 4.8 1

224 pJhaplotypeWawareJdeJnovoJassemblyJofJrelatedJindividualsJusingJpedigreeJsequenceJgraphXJ
BioinformaticsVJ2020VJbeVJabgdWabha 7.2 9

223 pncestralJwybridizationJuacilitatedJSpeciesJsiversificationJinJtheJLakeJMalawiJrichlidJuishJpdaptiveJ
RadiationXJMoleculargBiologygandgEvolutionVJ2020VJbfVJ]][[W]]]b 8.3 41

222 RemovingJreferenceJbiasJandJimprovingJindelJcallingJinJancientJsNpJdataJanalysisJbyJmappingJtoJaJ
sequenceJvariationJgraphXJGenomegBiologyVJ2020VJa]VJad[ 18.3 9

221 pJhaplotypeWresolvedVJdeJnovoJgenomeJassemblyJforJtheJwoodJtigerJmothJRprctiaJplantaginisSJ
throughJtrioJbinningXJGigaScienceVJ2020VJhVJ 7.6 6

220 tfficientlyJinferringJtheJdemographicJhistoryJofJmanyJpopulationsJwithJalleleJcountJdataXJJournalgofg
thegAmericangStatisticalgAssociationVJ2020VJ]]dVJ]cfaW]cgf 2.8 33

219 pJwighWQualityJvenomeJpssemblyJfromJaJSingleJMosquitoJUsingJPacqioJSequencingXJGenesVJ2019VJ
][VJ 4.2 72

218 TheJpopulationJhistoryJofJnortheasternJSiberiaJsinceJtheJPleistoceneXJNatureVJ2019VJdf[VJ]gaW]gg 50.4 137

217 htsgetiJaJprotocolJforJsecurelyJstreamingJgenomicJdataXJBioinformaticsVJ2019VJbdVJ]]hW]a] 7.2 13

216 rrumbleiJreferenceJfreeJlossyJcompressionJofJsequenceJqualityJvaluesXJBioinformaticsVJ2019VJbdVJbbfWbbh7.2 11

215 ViralJcoinfectionJanalysisJusingJaJMinwashJtoolkitXJBMCgBioinformaticsVJ2019VJa[VJbgh 3.6 2

(2019-2020)
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214 vupzlugeiJpJrUUJlibraryJandJcommandJlineJutilitiesJforJtheJvraphicalJuragmentJpssemblyJformatsXJ
JournalgofgOpengSourcegSoftwareVJ2019VJcVJ 5.2 2

213 xdentifyingJtxtrinsicJversusJxntrinsicJsriversJofJVariationJinJrellJqehaviorJinJwumanJiPSrJLinesJfromJ
wealthyJsonorsXJCellgReportsVJ2019VJaeVJa[fgWa[gfXeb 10.6 16

212 tarthJqiovenomeJProjectiJSequencingJlifeJforJtheJfutureJofJlifeXJProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVJ2018VJ]]dVJcbadWcbbb 11.5 334

211 sidJOurJSpeciesJtvolveJinJSubdividedJPopulationsJacrossJpfricaVJandJWhyJsoesJxtJMatternXJTrendsging
EcologygandgEvolutionVJ2018VJbbVJdgaWdhc 10.9 200

210 TheJfirstJhorseJherdersJandJtheJimpactJofJearlyJqronzeJpgeJsteppeJexpansionsJintoJpsiaXJScienceVJ
2018VJbe[VJ 33.3 162

209 VariationJgraphJtoolkitJimprovesJreadJmappingJbyJrepresentingJgeneticJvariationJinJtheJreferenceXJ
NaturegBiotechnologyVJ2018VJbeVJgfdWgfh 44.5 223

208 WholeWgenomeJsequencesJofJMalawiJcichlidsJrevealJmultipleJradiationsJinterconnectedJbyJgeneJ
flowXJNaturegEcologygandgEvolutionVJ2018VJaVJ]hc[W]hdd 12.3 160

207 SixteenJdiverseJlaboratoryJmouseJreferenceJgenomesJdefineJstrainWspecificJhaplotypesJandJnovelJ
functionalJlociXJNaturegGeneticsVJ2018VJd[VJ]dfcW]dgb 36.3 91

206 setectingJarchaicJintrogressionJusingJanJunadmixedJoutgroupXJPLoSgGeneticsVJ2018VJ]cVJe][[fec] 6 42

205 pJgraphWbasedJapproachJtoJdiploidJgenomeJassemblyXJBioinformaticsVJ2018VJbcVJi][dWi]]c 7.2 36

204 WholeWgenomeJviewJofJtheJconsequencesJofJaJpopulationJbottleneckJusingJahaeJgenomeJ
sequencesJfromJuinlandJandJUnitedJzingdomXJEuropeangJournalgofgHumangGeneticsVJ2017VJadVJcffWcgc 5.3 41

203 WholeWexomeJsequencingJofJaagJpatientsJwithJsporadicJParkinsonQsJdiseaseXJScientificgReportsVJ2017
VJfVJc]]gg 4.9 21

202 tvaluationJofJvRrhbgJandJdeJnovoJhaploidJgenomeJassembliesJdemonstratesJtheJenduringJqualityJ
ofJtheJreferenceJassemblyXJGenomegResearchVJ2017VJafVJgchWgec 9.7 365

201 rontrastingJevolutionaryJgenomeJdynamicsJbetweenJdomesticatedJandJwildJyeastsXJNatureg
GeneticsVJ2017VJchVJh]bWhac 36.3 178

200 rommonJgeneticJvariationJdrivesJmolecularJheterogeneityJinJhumanJiPSrsXJNatureVJ2017VJdceVJbf[Wbfd 50.4 294

199 seJnovoJyeastJgenomeJassembliesJfromJMinxONVJPacqioJandJMiSeqJplatformsXJScientificgReportsVJ
2017VJfVJbhbd 4.9 101

198 WholeWvenomeJSequencingJroupledJtoJxmputationJsiscoversJveneticJSignalsJforJpnthropometricJ
TraitsXJAmericangJournalgofgHumangGeneticsVJ2017VJ][[VJgedWggc 11 74

197 UsingJreferenceWfreeJcompressedJdataJstructuresJtoJanalyzeJsequencingJreadsJfromJthousandsJofJ
humanJgenomesXJGenomegResearchVJ2017VJafVJb[[Wb[h 9.7 15
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196 tstimatingJtheJhumanJmutationJrateJfromJautozygousJsegmentsJrevealsJpopulationJdifferencesJinJ
humanJmutationalJprocessesXJNaturegCommunicationsVJ2017VJgVJb[b 17.4 52

195 NoJevidenceJforJmaintenanceJofJaJsympatricJspeciesJbarrierJbyJchromosomalJinversionsXJEvolutiong
LettersVJ2017VJ]VJ]bgW]dc 5.3 49

194 tnrichmentJofJlowWfrequencyJfunctionalJvariantsJrevealedJbyJwholeWgenomeJsequencingJofJ
multipleJisolatedJturopeanJpopulationsXJNaturegCommunicationsVJ2017VJgVJ]dhaf 17.4 37

193 pJreferenceJpanelJofJecVhfeJhaplotypesJforJgenotypeJimputationXJNaturegGeneticsVJ2016VJcgVJ]afhWgb 36.3 1447

192 pJgenomicJhistoryJofJpboriginalJpustraliaXJNatureVJ2016VJdbgVJa[fWa]c 50.4 268

191 seficientJmethylationJandJformylationJofJmtWtRNpRMetSJwobbleJcytosineJinJaJpatientJcarryingJ
mutationsJinJNSUNbXJNaturegCommunicationsVJ2016VJfVJ]a[bh 17.4 124

190 WholeWexomeJsequencingJinJanJisolatedJpopulationJfromJtheJsalmatianJislandJofJVisXJEuropeang
JournalgofgHumangGeneticsVJ2016VJacVJ]cfhWgf 5.3 5

189 xronJpgeJandJpngloWSaxonJgenomesJfromJtastJtnglandJrevealJqritishJmigrationJhistoryXJNatureg
CommunicationsVJ2016VJfVJ][c[g 17.4 100

188 qiWallelicJTruncatingJMutationsJinJTpNvOaJrauseJxnfancyWOnsetJRecurrentJMetabolicJrrisesJwithJ
tncephalocardiomyopathyXJAmericangJournalgofgHumangGeneticsVJ2016VJhgVJbdgWea 11 49

187 wealthJandJpopulationJeffectsJofJrareJgeneJknockoutsJinJadultJhumansJwithJrelatedJparentsXJScience
VJ2016VJbdaVJcfcWf 33.3 185

186 sNpw]]JLocalizationJinJtheJProximalJRegionJofJRespiratoryJriliaJsefinesJsistinctJOuterJsyneinJprmJ
romplexesXJAmericangJournalgofgRespiratorygCellgandgMoleculargBiologyVJ2016VJddVJa]bWac 5.7 79

185 pJhighWcontentJplatformJtoJcharacteriseJhumanJinducedJpluripotentJstemJcellJlinesXJMethodsVJ2016VJ
heVJgdWhe 4.6 28

184 pJMethodJforJrheckingJvenomicJxntegrityJinJrulturedJrellJLinesJfromJSNPJvenotypingJsataXJPLoSg
ONEVJ2016VJ]]VJe[]dd[]c 3.7 16

183 qrutoolsZRowiJaJhiddenJMarkovJmodelJapproachJforJdetectingJautozygosityJfromJnextWgenerationJ
sequencingJdataXJBioinformaticsVJ2016VJbaVJ]fchWd] 7.2 256

182 ReferenceWbasedJphasingJusingJtheJwaplotypeJReferenceJronsortiumJpanelXJNaturegGeneticsVJ2016VJ
cgVJ]ccbW]ccg 36.3 699

181
TTradJseficiencyJResultsJinJsefectsJofJtheJOuterJsyneinJprmJsockingJMachineryJandJPrimaryJ
riliaryJsyskinesiaJwithJLeftWRightJqodyJpsymmetryJRandomizationXJAmericangJournalgofgHumang
GeneticsVJ2016VJhhVJce[Wh

11 58

180 POPULpTxONJvtNtTxrSXJvenomicJevidenceJforJtheJPleistoceneJandJrecentJpopulationJhistoryJofJ
NativeJpmericansXJScienceVJ2015VJbchVJaabbggc 33.3 317

179 txtendingJreferenceJassemblyJmodelsXJGenomegBiologyVJ2015VJ]eVJ]b 18.3 107

(2015-2017)

5



178 PathwayWbasedJfactorJanalysisJofJgeneJexpressionJdataJproducesJhighlyJheritableJphenotypesJthatJ
associateJwithJageXJG3:gGenesvgGenomesvgGeneticsVJ2015VJdVJgbhWcf 3.2 5

177 pJglobalJreferenceJforJhumanJgeneticJvariationXJNatureVJ2015VJdaeVJegWfc 50.4 8599

176 WholeWgenomeJsequencingJidentifiesJtN]JasJaJdeterminantJofJboneJdensityJandJfractureXJNatureVJ
2015VJdaeVJ]]aWf 50.4 308

175 TheJUz][zJprojectJidentifiesJrareJvariantsJinJhealthJandJdiseaseXJNatureVJ2015VJdaeVJgaWh[ 50.4 776

174 xmprovedJimputationJofJlowWfrequencyJandJrareJvariantsJusingJtheJUz][zJhaplotypeJreferenceJ
panelXJNaturegCommunicationsVJ2015VJeVJg]]] 17.4 186

173 veneWgeneJandJgeneWenvironmentJinteractionsJdetectedJbyJtranscriptomeJsequenceJanalysisJinJ
twinsXJNaturegGeneticsVJ2015VJcfVJggWh] 36.3 140

172 seficiencyJofJtrwS]JcausesJmitochondrialJencephalopathyJwithJcardiacJinvolvementXJAnnalsgofg
ClinicalgandgTranslationalgNeurologyVJ2015VJaVJchaWd[h 5.3 69

171 WholeWgenomeJsequenceWbasedJanalysisJofJthyroidJfunctionXJNaturegCommunicationsVJ2015VJeVJdeg] 17.4 56

170 xmmunofluorescenceJpnalysisJandJsiagnosisJofJPrimaryJriliaryJsyskinesiaJwithJRadialJSpokeJ
sefectsXJAmericangJournalgofgRespiratorygCellgandgMoleculargBiologyVJ2015VJdbVJdebWfb 5.7 90

169 TracingJtheJrouteJofJmodernJhumansJoutJofJpfricaJbyJusingJaadJhumanJgenomeJsequencesJfromJ
tthiopiansJandJtgyptiansXJAmericangJournalgofgHumangGeneticsVJ2015VJheVJhgeWh] 11 107

168 womozygousJlossWofWfunctionJvariantsJinJturopeanJcosmopolitanJandJisolateJpopulationsXJHumang
MoleculargGeneticsVJ2015VJacVJdcecWfc 5.6 18

167 venomicJislandsJofJspeciationJseparateJcichlidJecomorphsJinJanJtastJpfricanJcraterJlakeXJScienceVJ
2015VJbd[VJ]chbW]chg 33.3 204

166 TheJgenomicJandJphenotypicJdiversityJofJSchizosaccharomycesJpombeXJNaturegGeneticsVJ2015VJcfVJabdWc]36.3 111

165 pJrareJvariantJinJpPOrbJisJassociatedJwithJplasmaJtriglycerideJandJVLsLJlevelsJinJturopeansXJNatureg
CommunicationsVJ2014VJdVJcgf] 17.4 46

164 ManagingJclinicallyJsignificantJfindingsJinJresearchiJtheJUz][zJexampleXJEuropeangJournalgofgHumang
GeneticsVJ2014VJaaVJ]][[Wc 5.3 33

163 xnferringJhumanJpopulationJsizeJandJseparationJhistoryJfromJmultipleJgenomeJsequencesXJNatureg
GeneticsVJ2014VJceVJh]hWad 36.3 569

162 wumanJgenomicJregionsJwithJexceptionallyJhighJlevelsJofJpopulationJdifferentiationJidentifiedJfromJ
h]]JwholeWgenomeJsequencesXJGenomegBiologyVJ2014VJ]dVJRgg 18.3 51

161 QuantitativeJgeneticsJofJrTruJbindingJrevealJlocalJsequenceJeffectsJandJdifferentJmodesJofJ
XWchromosomeJassociationXJPLoSgGeneticsVJ2014VJ][VJe][[cfhg 6 38
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160 sistributionJandJmedicalJimpactJofJlossWofWfunctionJvariantsJinJtheJuinnishJfounderJpopulationXJPLoSg
GeneticsVJ2014VJ][VJe][[cchc 6 243

159 tstimationJofJepistaticJvarianceJcomponentsJandJheritabilityJinJfounderJpopulationsJandJcrossesXJ
GeneticsVJ2014VJ]hgVJ]c[dW]e 4 19

158 tstimatingJtelomereJlengthJfromJwholeJgenomeJsequenceJdataXJNucleicgAcidsgResearchVJ2014VJcaVJefd 20.1 85

157 tfficientJhaplotypeJmatchingJandJstorageJusingJtheJpositionalJqurrowsWWheelerJtransformJRPqWTSXJ
BioinformaticsVJ2014VJb[VJ]aeeWfa 7.2 241

156 pJhighWdefinitionJviewJofJfunctionalJgeneticJvariationJfromJnaturalJyeastJgenomesXJMolecularg
BiologygandgEvolutionVJ2014VJb]VJgfaWgg 8.3 206

155 veneticJinteractionsJaffectingJhumanJgeneJexpressionJidentifiedJbyJvarianceJassociationJmappingXJ
ELifeVJ2014VJbVJe[]bg] 8.9 86

154 TheJanatomyJofJsuccessfulJcomputationalJbiologyJsoftwareXJNaturegBiotechnologyVJ2013VJb]VJghcWf 44.5 18

153 pssemblathonJaiJevaluatingJdeJnovoJmethodsJofJgenomeJassemblyJinJthreeJvertebrateJspeciesXJ
GigaScienceVJ2013VJaVJ][ 7.6 461

152
vlobalJanalysisJofJsNpJmethylationJvariationJinJadiposeJtissueJfromJtwinsJrevealsJlinksJtoJ
diseaseWassociatedJvariantsJinJdistalJregulatoryJelementsXJAmericangJournalgofgHumangGeneticsVJ2013
VJhbVJgfeWh[

11 269

151 wighWresolutionJmappingJofJcomplexJtraitsJwithJaJfourWparentJadvancedJintercrossJyeastJ
populationXJGeneticsVJ2013VJ]hdVJ]]c]Wdd 4 91

150 veneJexpressionJchangesJwithJageJinJskinVJadiposeJtissueVJbloodJandJbrainXJGenomegBiologyVJ2013VJ
]cVJRfd 18.3 185

149 pJgenomeWwideJsurveyJofJgeneticJvariationJinJgorillasJusingJreducedJrepresentationJsequencingXJ
PLoSgONEVJ2013VJgVJeed[ee 3.7 16

148 wighJlevelsJofJRNpWeditingJsiteJconservationJamongstJ]dJlaboratoryJmouseJstrainsXJGenomegBiologyVJ
2012VJ]bVJae 18.3 122

147 UsingJprobabilisticJestimationJofJexpressionJresidualsJRPttRSJtoJobtainJincreasedJpowerJandJ
interpretabilityJofJgeneJexpressionJanalysesXJNaturegProtocolsVJ2012VJfVJd[[Wf 18.8 460

146 tnsemblJa[]aXJNucleicgAcidsgResearchVJ2012VJc[VJsgcWh[ 20.1 798

145 pnJintegratedJmapJofJgeneticJvariationJfromJ]V[haJhumanJgenomesXJNatureVJ2012VJch]VJdeWed 50.4 6049

144 RevisingJtheJhumanJmutationJrateiJimplicationsJforJunderstandingJhumanJevolutionXJNatureg
ReviewsgGeneticsVJ2012VJ]bVJfcdWdb 30.1 369

143 MappingJcisWJandJtransWregulatoryJeffectsJacrossJmultipleJtissuesJinJtwinsXJNaturegGeneticsVJ2012VJccVJ][gcWh36.3 572

(2012-2014)
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142 xnsightsJintoJhominidJevolutionJfromJtheJgorillaJgenomeJsequenceXJNatureVJ2012VJcgbVJ]ehWfd 50.4 517

141 WormqaseiJpnnotatingJmanyJnematodeJgenomesXJWormVJ2012VJ]VJ]dWa] 11

140 txtentVJcausesVJandJconsequencesJofJsmallJRNpJexpressionJvariationJinJhumanJadiposeJtissueXJPLoSg
GeneticsVJ2012VJgVJe][[af[c 6 43

139 PatternsJofJcisJregulatoryJvariationJinJdiverseJhumanJpopulationsXJPLoSgGeneticsVJ2012VJgVJe][[aebh 6 361

138 tfficientJdeJnovoJassemblyJofJlargeJgenomesJusingJcompressedJdataJstructuresXJGenomegResearchVJ
2012VJaaVJdchWde 9.7 501

137 WormqaseJa[]aiJmoreJgenomesVJmoreJdataVJnewJwebsiteXJNucleicgAcidsgResearchVJ2012VJc[VJsfbdWc] 20.1 159

136 xnferenceJofJhumanJpopulationJhistoryJfromJindividualJwholeWgenomeJsequencesXJNatureVJ2011VJ
cfdVJchbWe 50.4 1299

135 MouseJgenomicJvariationJandJitsJeffectJonJphenotypesJandJgeneJregulationXJNatureVJ2011VJcffVJaghWhc 50.4 1087

134 xdentityWbyWdescentWbasedJphasingJandJimputationJinJfounderJpopulationsJusingJgraphicalJmodelsXJ
GeneticgEpidemiologyVJ2011VJbdVJgdbWe[ 2.6 26

133 sindeliJaccurateJindelJcallsJfromJshortWreadJdataXJGenomegResearchVJ2011VJa]VJhe]Wfb 9.7 341

132 TheJvariantJcallJformatJandJVrutoolsXJBioinformaticsVJ2011VJafVJa]deWg 7.2 6200

131 RevealingJtheJgeneticJstructureJofJaJtraitJbyJsequencingJaJpopulationJunderJselectionXJGenomeg
ResearchVJ2011VJa]VJ]]b]Wg 9.7 185

130 pssemblathonJ]iJaJcompetitiveJassessmentJofJdeJnovoJshortJreadJassemblyJmethodsXJGenomeg
ResearchVJ2011VJa]VJaaacWc] 9.7 364

129 tnsemblJa[]]XJNucleicgAcidsgResearchVJ2011VJbhVJsg[[We 20.1 590

128 SNPJdetectionJandJgenotypingJfromJlowWcoverageJsequencingJdataJonJmultipleJdiploidJsamplesXJ
GenomegResearchVJ2011VJa]VJhdaWe[ 9.7 117

127 yointJgeneticJanalysisJofJgeneJexpressionJdataJwithJinferredJcellularJphenotypesXJPLoSgGeneticsVJ
2011VJfVJe][[]afe 6 57

126 TheJarchitectureJofJgeneJregulatoryJvariationJacrossJmultipleJhumanJtissuesiJtheJMuTwtRJstudyXJ
PLoSgGeneticsVJ2011VJfVJe][[a[[b 6 336

125 TraitJvariationJinJyeastJisJdefinedJbyJpopulationJhistoryXJPLoSgGeneticsVJ2011VJfVJe][[a]]] 6 230
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124 PhenotypicJprofilingJofJtheJhumanJgenomeJbyJtimeWlapseJmicroscopyJrevealsJcellJdivisionJgenesXJ
NatureVJ2010VJcecVJfa]Wf 50.4 668

123 pJmapJofJhumanJgenomeJvariationJfromJpopulationWscaleJsequencingXJNatureVJ2010VJcefVJ][e]Wfb 50.4 6142

122 tfficientJconstructionJofJanJassemblyJstringJgraphJusingJtheJuMWindexXJBioinformaticsVJ2010VJaeVJibefWfb 7.2 164

121 WormqaseiJaJcomprehensiveJresourceJforJnematodeJresearchXJNucleicgAcidsgResearchVJ2010VJbgVJscebWf 20.1 289

120 tnsemblQsJ][thJyearXJNucleicgAcidsgResearchVJ2010VJbgVJsddfWea 20.1 240

119 ropyJnumberJvariantJdetectionJinJinbredJstrainsJfromJshortJreadJsequenceJdataXJBioinformaticsVJ
2010VJaeVJdedWf 7.2 40

118 pJqayesianJframeworkJtoJaccountJforJcomplexJnonWgeneticJfactorsJinJgeneJexpressionJlevelsJgreatlyJ
increasesJpowerJinJeQTLJstudiesXJPLoSgComputationalgBiologyVJ2010VJeVJe][[[ff[ 5 295

117 SystematicJanalysisJofJhumanJproteinJcomplexesJidentifiesJchromosomeJsegregationJproteinsXJ
ScienceVJ2010VJbagVJdhbWh 33.3 419

116 uastJandJaccurateJlongWreadJalignmentJwithJqurrowsWWheelerJtransformXJBioinformaticsVJ2010VJaeVJdghWhd7.2 6791

115 TheJconsensusJcodingJsequenceJRrrsSSJprojectiJxdentifyingJaJcommonJproteinWcodingJgeneJsetJforJ
theJhumanJandJmouseJgenomesXJGenomegResearchVJ2009VJ]hVJ]b]eWab 9.7 415

114 PopulationJgenomicsJofJdomesticJandJwildJyeastsXJNatureVJ2009VJcdgVJbbfWc] 50.4 1073

113 PrepublicationJdataJsharingXJNatureVJ2009VJce]VJ]egWf[ 50.4 197

112 TheJSequenceJplignmentZMapJformatJandJSpMtoolsXJBioinformaticsVJ2009VJadVJa[fgWh 7.2 30805

111 uastJandJaccurateJshortJreadJalignmentJwithJqurrowsWWheelerJtransformXJBioinformaticsVJ2009VJadVJ]fdcWe[7.2 26095

110
seepJshortWreadJsequencingJofJchromosomeJ]fJfromJtheJmouseJstrainsJpZyJandJrpSTZtiJidentifiesJ
significantJgermlineJvariationJandJcandidateJgenesJthatJregulateJliverJtriglycerideJlevelsXJGenomeg
BiologyVJ2009VJ][VJR]]a

18.3 32

109 tnsemblromparaJveneTreesiJrompleteVJduplicationWawareJphylogeneticJtreesJinJvertebratesXJ
GenomegResearchVJ2009VJ]hVJbafWbd 9.7 836

108 xnferringJselectionJonJaminoJacidJpreferenceJinJproteinJdomainsXJMoleculargBiologygandgEvolutionVJ
2009VJaeVJdafWbe 8.3 7

107 TheJdiploidJgenomeJsequenceJofJanJpsianJindividualXJNatureVJ2008VJcdeVJe[Wd 50.4 744

(2008-2010)
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106 pccurateJwholeJhumanJgenomeJsequencingJusingJreversibleJterminatorJchemistryXJNatureVJ2008VJ
cdeVJdbWh 50.4 2615

105 pJqayesianJdeconvolutionJstrategyJforJimmunoprecipitationWbasedJsNpJmethylomeJanalysisXJ
NaturegBiotechnologyVJ2008VJaeVJffhWgd 44.5 533

104 xdentificationJofJsomaticallyJacquiredJrearrangementsJinJcancerJusingJgenomeWwideJmassivelyJ
parallelJpairedWendJsequencingXJNaturegGeneticsVJ2008VJc[VJfaaWh 36.3 666

103 qprJTransgeneOmicsiJaJhighWthroughputJmethodJforJexplorationJofJproteinJfunctionJinJmammalsXJ
NaturegMethodsVJ2008VJdVJc[hW]d 21.6 484

102 pJlargeJgenomeJcenterQsJimprovementsJtoJtheJxlluminaJsequencingJsystemXJNaturegMethodsVJ2008VJ
dVJ][[dW][ 21.6 575

101 MappingJshortJsNpJsequencingJreadsJandJcallingJvariantsJusingJmappingJqualityJscoresXJGenomeg
ResearchVJ2008VJ]gVJ]gd]Wg 9.7 2002

100 pccountingJforJNonWgeneticJuactorsJxmprovesJtheJPowerJofJeQTLJStudiesJ2008VJc]]Wcaa 13

99 WormqaseJa[[fXJNucleicgAcidsgResearchVJ2008VJbeVJse]aWf 20.1 91

98 TreeuamiJa[[gJUpdateXJNucleicgAcidsgResearchVJ2008VJbeVJsfbdWc[ 20.1 234

97
RegulatoryJevolutionJinJproteinsJbyJturnoverJandJlineageWspecificJchangesJofJcyclinWdependentJ
kinaseJconsensusJsitesXJProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofg
AmericaVJ2007VJ][cVJ]ff]bWg

11.5 56

96 venomixiJaJmethodJforJcombiningJgeneWfindersQJpredictionsVJwhichJusesJevolutionaryJconservationJ
ofJsequenceJandJintronWexonJstructureXJBioinformaticsVJ2007VJabVJ]cegWfd 7.2 10

95 WormqaseiJnewJcontentJandJbetterJaccessXJNucleicgAcidsgResearchVJ2007VJbdVJsd[eW][ 20.1 76

94 pJsystematicJcomparativeJandJstructuralJanalysisJofJproteinJphosphorylationJsitesJbasedJonJtheJ
mtcPTMJdatabaseXJGenomegBiologyVJ2007VJgVJRh[ 18.3 53

93 rlusteringJofJphosphorylationJsiteJrecognitionJmotifsJcanJbeJexploitedJtoJpredictJtheJtargetsJofJ
cyclinWdependentJkinaseXJGenomegBiologyVJ2007VJgVJRab 18.3 60

92 [X]uniqMpPiJuniqueJgeneJsequenceJregionsJinJtheJhumanJandJmouseJgenomesXJBMCgGenomicsVJ
2006VJfVJach 4.5 0

91 WormqaseiJbetterJsoftwareVJricherJcontentXJNucleicgAcidsgResearchVJ2006VJbcVJscfdWg 20.1 68

90 pJconservedJsequenceJmotifJinJbQJuntranslatedJregionsJofJribosomalJproteinJmRNpsJinJnematodesXJ
RnaVJ2006VJ]aVJ]fgeWh 5.8 7

89 TreeuamiJaJcuratedJdatabaseJofJphylogeneticJtreesJofJanimalJgeneJfamiliesXJNucleicgAcidsgResearchVJ
2006VJbcVJsdfaWg[ 20.1 383
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88 PfamiJclansVJwebJtoolsJandJservicesXJNucleicgAcidsgResearchVJ2006VJbcVJsacfWd] 20.1 1784

87 VertebrateJgeneJfindingJfromJmultipleWspeciesJalignmentsJusingJaJtwoWlevelJstrategyXJGenomeg
BiologyVJ2006VJfJSupplJ]VJSeX]W]a 18.3 11

86 MappingJtraitJlociJbyJuseJofJinferredJancestralJrecombinationJgraphsXJAmericangJournalgofgHumang
GeneticsVJ2006VJfhVJh][Waa 11 87

85 TheJSequenceJOntologyiJaJtoolJforJtheJunificationJofJgenomeJannotationsXJGenomegBiologyVJ2005VJeVJRcc18.3 492

84 WormqaseiJaJcomprehensiveJdataJresourceJforJraenorhabditisJbiologyJandJgenomicsXJNucleicgAcidsg
ResearchVJ2005VJbbVJsbgbWh 20.1 140

83 xnterProVJprogressJandJstatusJinJa[[dXJNucleicgAcidsgResearchVJ2005VJbbVJsa[]Wd 20.1 426

82 TheJsNpJsequenceJofJtheJhumanJXJchromosomeXJNatureVJ2005VJcbcVJbadWbf 50.4 822

81 pJprobabilisticJmodelJofJbQJendJformationJinJraenorhabditisJelegansXJNucleicgAcidsgResearchVJ2004VJ
baVJbbhaWh 20.1 40

80 veneJstructureJconservationJaidsJsimilarityJbasedJgeneJpredictionXJNucleicgAcidsgResearchVJ2004VJbaVJffeWgb20.1 62

79 pnJoverviewJofJtnsemblXJGenomegResearchVJ2004VJ]cVJhadWg 9.7 316

78 veneWiseJandJvenomewiseXJGenomegResearchVJ2004VJ]cVJhggWhd 9.7 1467

77 WormqaseiJaJmultiWspeciesJresourceJforJnematodeJbiologyJandJgenomicsXJNucleicgAcidsgResearchVJ
2004VJbaVJsc]]Wf 20.1 543

76 venomeJsequenceJofJtheJqrownJNorwayJratJyieldsJinsightsJintoJmammalianJevolutionXJNatureVJ2004
VJcagVJchbWda] 50.4 1689

75 tnhancedJproteinJdomainJdiscoveryJusingJtaxonomyXJBMCgBioinformaticsVJ2004VJdVJde 3.6 14

74 TheJPfamJproteinJfamiliesJdatabaseXJNucleicgAcidsgResearchVJ2004VJbaVJs]bgWc] 20.1 2720

73 WormqaseiJaJcrossWspeciesJdatabaseJforJcomparativeJgenomicsXJNucleicgAcidsgResearchVJ2003VJb]VJ]bbWf 20.1 90

72
tnhancedJproteinJdomainJdiscoveryJbyJusingJlanguageJmodelingJtechniquesJfromJspeechJ
recognitionXJProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVJ2003VJ
][[VJcd]eWa[

11.5 42

71 TheJgenomeJsequenceJofJraenorhabditisJbriggsaeiJaJplatformJforJcomparativeJgenomicsXJPLoSg
BiologyVJ2003VJ]VJtcd 9.7 677

(2003-2006)
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70 SystematicJfunctionalJanalysisJofJtheJraenorhabditisJelegansJgenomeJusingJRNpiXJNatureVJ2003VJ
ca]VJab]Wf 50.4 2758

69 pJtableWdrivenVJfullWsensitivityJsimilarityJsearchJalgorithmXJJournalgofgComputationalgBiologyVJ2003VJ
][VJ][bW]f 1.7 9

68 TheJxnterProJsatabaseVJa[[bJbringsJincreasedJcoverageJandJnewJfeaturesXJNucleicgAcidsgResearchVJ
2003VJb]VJb]dWg 20.1 556

67 xnterProiJanJintegratedJdocumentationJresourceJforJproteinJfamiliesVJdomainsJandJfunctionalJsitesXJ
BriefingsgingBioinformaticsVJ2002VJbVJaadWbd 13.4 137

66 QuickTreeiJbuildingJhugeJNeighbourWyoiningJtreesJofJproteinJsequencesXJBioinformaticsVJ2002VJ]gVJ]dceWf7.2 214

65 romparativeJabJinitioJpredictionJofJgeneJstructuresJusingJpairJwMMsXJBioinformaticsVJ2002VJ]gVJ]b[hW]g 7.2 93

64 vpZtiJaJgenericJframeworkJforJtheJintegrationJofJgeneWpredictionJdataJbyJdynamicJprogrammingXJ
GenomegResearchVJ2002VJ]aVJ]c]gWaf 9.7 65

63 TheJPfamJproteinJfamiliesJdatabaseXJNucleicgAcidsgResearchVJ2002VJb[VJafeWg[ 20.1 1839

62 xnitialJsequencingJandJanalysisJofJtheJhumanJgenomeXJNatureVJ2001VJc[hVJge[Wha] 50.4 17366

61 pJcomputationalJscanJforJU]aWdependentJintronsJinJtheJhumanJgenomeJsequenceXJNucleicgAcidsg
ResearchVJ2001VJahVJc[[eW]b 20.1 110

60 plfrescoWWaJworkbenchJforJcomparativeJgenomicJsequenceJanalysisXJGenomegResearchVJ2000VJ][VJ]]cgWdf9.7 27

59 UsingJveneWiseJinJtheJsrosophilaJannotationJexperimentXJGenomegResearchVJ2000VJ][VJdcfWg 9.7 263

58 TheJPfamJproteinJfamiliesJdatabaseXJNucleicgAcidsgResearchVJ2000VJagVJaebWe 20.1 1074

57 romparativeJanalysisJofJnoncodingJregionsJofJffJorthologousJmouseJandJhumanJgeneJpairsXJ
GenomegResearchVJ1999VJhVJg]dWac 9.7 141

56 synamicJprogrammingJalignmentJaccuracyXJJournalgofgComputationalgBiologyVJ1998VJdVJchbWd[c 1.7 84

55 SequenceJassemblyJwithJrpuTOOLSXJGenomegResearchVJ1998VJgVJae[Wf 9.7 12

54 qaseJqualitiesJhelpJsequencingJsoftwareXJGenomegResearchVJ1998VJgVJ]e]Wa 9.7 6

53 qiologicalJSequenceJpnalysisiJProbabilisticJModelsJofJProteinsJandJNucleicJpcidsJ1998VJ 2271
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52 pnalysisJofJproteinJdomainJfamiliesJinJraenorhabditisJelegansXJGenomicsVJ1997VJceVJa[[W]e 4.3 106

51 veneJexpressionJandJdevelopmentJdatabasesJforJrXJelegansXJSeminarsgingCellgandgDevelopmentalg
BiologyVJ1997VJgVJcdhWef 7.5 17

50 PfamiJaJcomprehensiveJdatabaseJofJproteinJdomainJfamiliesJbasedJonJseedJalignmentsXJProteins:g
StructurevgFunctiongandgBioinformaticsVJ1997VJagVJc[dWa[ 4.2 841

49 TheJrXJelegansJexpressionJpatternJdatabaseiJaJbeginningXJTrendsgingGeneticsVJ1996VJ]aVJbf[Wbf] 8.5 14

48 TheJrXJelegansJexpressionJpatternJdatabaseiJaJbeginningJ1996VJ]aVJbf[Wbf[ 3

47 romparativeJsequenceJanalysisJofJtheJhumanJandJpufferfishJwuntingtonQsJdiseaseJgenesXJNatureg
GeneticsVJ1995VJ][VJefWfe 36.3 135

46 MethodJforJcalculationJofJprobabilityJofJmatchingJaJboundedJregularJexpressionJinJaJrandomJdataJ
stringXJJournalgofgComputationalgBiologyVJ1995VJaVJadWb] 1.7 12

45 MaximumJdiscriminationJhiddenJMarkovJmodelsJofJsequenceJconsensusXJJournalgofgComputationalg
BiologyVJ1995VJaVJhWab 1.7 167

44 pJdotWmatrixJprogramJwithJdynamicJthresholdJcontrolJsuitedJforJgenomicJsNpJandJproteinJ
sequenceJanalysisXJGeneVJ1995VJ]efVJvr]W][ 3.8 563

43 pJworkbenchJforJlargeWscaleJsequenceJhomologyJanalysisXJBioinformaticsVJ1994VJ][VJb[]Wf 7.2 44

42 StructureJandJexpressionJofJtheJwuntingtonQsJdiseaseJgeneiJevidenceJagainstJsimpleJinactivationJ
dueJtoJanJexpandedJrpvJrepeatXJSomaticgCellgandgMoleculargGeneticsVJ1994VJa[VJafWbg 210

41 RNpJsequenceJanalysisJusingJcovarianceJmodelsXJNucleicgAcidsgResearchVJ1994VJaaVJa[fhWgg 20.1 586

40 TheJprtsqJvenomeJsatabaseJ1994VJcdWdd 19

39 pJdimensionJreductionJframeworkJforJunderstandingJcorticalJmapsXJNatureVJ1990VJbcbVJeccWf 50.4 346

38 pnJpnalysisJofJtheJtlasticJNetJppproachJtoJtheJTravelingJSalesmanJProblemXJNeuralgComputationVJ
1989VJ]VJbcgWbdg 2.9 137

37 ProductJUnitsiJpJromputationallyJPowerfulJandJqiologicallyJPlausibleJtxtensionJtoJ
qackpropagationJNetworksXJNeuralgComputationVJ1989VJ]VJ]bbW]ca 2.9 305

36 xmageJanalysisJofJrestrictionJenzymeJfingerprintJautoradiogramsXJBioinformaticsVJ1989VJdVJ][]We 7.2 45

35 SoftwareJforJgenomeJmappingJbyJfingerprintingJtechniquesXJBioinformaticsVJ1988VJcVJ]adWba 7.2 61

(1988-1997)
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34 pnJanalogueJapproachJtoJtheJtravellingJsalesmanJproblemJusingJanJelasticJnetJmethodXJNatureVJ
1987VJbaeVJeghWh] 50.4 602

33 OptimalJNumberingsJofJanJNNJtimesJNNJprrayXJSIAMgJournalgongAlgebraicgandgDiscretegMethodsVJ1986
VJfVJdf]Wdga 84

32 siffractionJmethodsJforJbiologicalJmacromoleculesXJOscillationJmethodJwithJlargeJunitJcellsXJ
MethodsgingEnzymologyVJ1985VJ]]cVJa]]Wbf 1.7 14

31 pJhaplotypeWawareJdeJnovoJassemblyJofJrelatedJindividualsJusingJpedigreeJgraph 2

30 xnferringJhumanJpopulationJsizeJandJseparationJhistoryJfromJmultipleJgenomeJsequences 4

29 wealthJandJpopulationJeffectsJofJrareJgeneJknockoutsJinJadultJhumansJwithJrelatedJparents 4

28 pJreferenceJpanelJofJecVhfeJhaplotypesJforJgenotypeJimputation 15

27 trioWsgaiJfacilitatingJdeJnovoJassemblyJofJhighlyJheterozygousJgenomesJwithJparentWchildJtrios 9

26 ReferenceWbasedJphasingJusingJtheJwaplotypeJReferenceJronsortiumJpanel 3

25 pJdirectJmultiWgenerationalJestimateJofJtheJhumanJmutationJrateJfromJautozygousJsegmentsJseenJ
inJthousandsJofJparentallyJrelatedJindividuals 11

24 tvaluationJofJvRrhbgJandJdeJnovoJhaploidJgenomeJassembliesJdemonstratesJtheJenduringJqualityJ
ofJtheJreferenceJassembly 13

23 TheJrateJofJfalseJpolymorphismsJintroducedJwhenJimputingJgenotypesJfromJglobalJimputationJpanels 6

22 venomeJvraphs 34

21 WholeJgenomeJsequencesJofJMalawiJcichlidsJrevealJmultipleJradiationsJinterconnectedJbyJgeneJflow 17

20 TowardsJcompleteJandJerrorWfreeJgenomeJassembliesJofJallJvertebrateJspecies 38

19 rompleteJvertebrateJmitogenomesJrevealJwidespreadJgeneJduplicationsJandJrepeats 5

18 MappingJepigeneticJdivergenceJinJtheJmassiveJradiationJofJLakeJMalawiJcichlidJfishes 1

17 PlacingJancientJsNpJsequencesJintoJreferenceJphylogenies 2
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16 SequenceJvariationJawareJgenomeJreferencesJandJreadJmappingJwithJtheJvariationJgraphJtoolkit 11

15 MultipleJlaboratoryJmouseJreferenceJgenomesJdefineJstrainJspecificJhaplotypesJandJnovelJ
functionalJloci 7

14 TheJpopulationJhistoryJofJnortheasternJSiberiaJsinceJtheJPleistocene 1

13 waplotypeWawareJgraphJindexes 9

12 xnsightsJintoJhumanJgeneticJvariationJandJpopulationJhistoryJfromJhahJdiverseJgenomes 12

11 souporcelliJRobustJclusteringJofJsingleJcellJRNpseqJbyJgenotypeJandJambientJRNpJinferenceJ
withoutJreferenceJgenotypes 9

10 xdentifyingJandJremovingJhaplotypicJduplicationJinJprimaryJgenomeJassemblies 3

9 pncestralJhybridisationJfacilitatedJspeciesJdiversificationJinJtheJLakeJMalawiJcichlidJfishJadaptiveJradiation 2

8 RemovingJreferenceJbiasJandJimprovingJindelJcallingJinJancientJsNpJdataJanalysisJbyJmappingJtoJaJ
sequenceJvariationJgraph 5

7 ualseJgeneJandJchromosomeJlossesJaffectedJbyJassemblyJandJsequenceJerrors 3

6 venomicJconsequencesJofJdomesticationJofJtheJSiameseJfightingJfish 1

5 TheJcompleteJsequenceJofJaJhumanJgenome 58

4 TheJgenomeJsequenceJofJtheJringletVJpphantopusJhyperantusJLinnaeusJ]fdgXJWellcomegOpeng
ResearchVeVJ]ed 4.8 2

3 tpigeneticJsivergenceJduringJtarlyJStagesJofJSpeciationJinJanJpfricanJrraterJLakeJrichlidJuish 2

2 SubstantialJsomaticJgenomicJvariationJandJselectionJforJqrORJmutationsJinJhumanJinducedJ
pluripotentJstemJcells 1

1 sifferentialJuseJofJmultipleJgeneticJsexJdeterminationJsystemsJinJdivergentJecomorphsJofJanJ
pfricanJcraterJlakeJcichlid 1
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