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l Paper IF Citations

282 ornSTgHoayesianHevolutionaryHanalysisHbyHsamplingHtreesVHBMCgEvolutionarygBiologyTH2007THdTHZYa 3 9349

281 oayesianHphylogeneticsHwithHornUtiHandHtheHornSTHYVdVHMoleculargBiologygandgEvolutionTH2012THZfTHYfcfUd_8.3 7409

280 RelaxedHphylogeneticsHandHdatingHwithHconfidenceVHPLoSgBiologyTH2006THaTHeee 9.7 4483

279 ornSTHZgHaHsoftwareHplatformHforHoayesianHevolutionaryHanalysisVHPLoSgComputationalgBiologyTH2014TH
YXTHeYXX_b_d 5 3659

278 PosteriorHSummarizationHinHoayesianHPhylogeneticsHUsingHTracerHYVdVHSystematicgBiologyTH2018THcdTHfXYUfXa8.4 3267

277 TheHproximalHoriginHofHSnRSUpoVUZVHNaturegMedicineTH2020THZcTHabXUabZ 50.5 2687

276 oayesianHcoalescentHinferenceHofHpastHpopulationHdynamicsHfromHmolecularHsequencesVHMolecularg
BiologygandgEvolutionTH2005THZZTHYYebUfZ 8.3 2280

275 ëriginsHandHevolutionaryHgenomicsHofHtheHZXXfHswineUoriginHuYNYHinfluenzaHnHepidemicVHNatureTH
2009THabfTHYYZZUb 50.4 1535

274 PandemicHpotentialHofHaHstrainHofHinfluenzaHnHPuYNYQgHearlyHfindingsVHScienceTH2009TH_ZaTHYbbdUcY 33.3 1403

273 nHdynamicHnomenclatureHproposalHforHSnRSUpoVUZHlineagesHtoHassistHgenomicHepidemiologyVHNatureg
MicrobiologyTH2020THbTHYaX_UYaXd 26.6 1250

272 oayesianHphylogeneticHandHphylodynamicHdataHintegrationHusingHornSTHYVYXVHVirusgEvolutionTH2018TH
aTHveyXYc 3.7 1199

271 oayesianHphylogeographyHfindsHitsHrootsVHPLoSgComputationalgBiologyTH2009THbTHeYXXXbZX 5 1101

270 ornSTHZVbgHnnHadvancedHsoftwareHplatformHforHoayesianHevolutionaryHanalysisVHPLoSgComputationalg
BiologyTH2019THYbTHeYXXccbX 5 1014

269 rxploringHtheHtemporalHstructureHofHheterochronousHsequencesHusingHTemprstHPformerlyH
PathUëUtenQVHVirusgEvolutionTH2016THZTHvewXXd 3.7 961

268 SnRSUpoVUZHvariantsTHspikeHmutationsHandHimmuneHescapeVHNaturegReviewsgMicrobiologyTH2021THYfTHaXfUaZa22.2 873

267 tenomicHsurveillanceHelucidatesHrbolaHvirusHoriginHandHtransmissionHduringHtheHZXYaHoutbreakVH
ScienceTH2014TH_abTHY_cfUdZ 33.3 847

266 RealUtimeTHportableHgenomeHsequencingHforHrbolaHsurveillanceVHNatureTH2016THb_XTHZZeUZ_Z 50.4 845
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265 vmprovingHtheHaccuracyHofHdemographicHandHmolecularHclockHmodelHcomparisonHwhileH
accommodatingHphylogeneticHuncertaintyVHMoleculargBiologygandgEvolutionTH2012THZfTHZYbdUcd 8.3 779

264 TheHgenomicHandHepidemiologicalHdynamicsHofHhumanHinfluenzaHnHvirusVHNatureTH2008THab_THcYbUf 50.4 685

263 SeqUtengHanHapplicationHforHtheHzonteHparloHsimulationHofHqNnHsequenceHevolutionHalongH
phylogeneticHtreesVHBioinformaticsTH1997THY_THZ_bUe 7.2 631

262 tenomicsHandHepidemiologyHofHtheHPVYHSnRSUpoVUZHlineageHinHzanausTHorazilVHScienceTH2021TH_dZTHeYbUeZY33.3 603

261 phoosingHappropriateHsubstitutionHmodelsHforHtheHphylogeneticHanalysisHofHproteinUcodingH
sequencesVHMoleculargBiologygandgEvolutionTH2006THZ_THdUf 8.3 562

260 RatesHofHmolecularHevolutionHinHRNnHvirusesgHaHquantitativeHphylogeneticHanalysisVHJournalgofg
MoleculargEvolutionTH2002THbaTHYbcUcb 3.1 519

259 RiseHandHfallHofHtheHoeringianHsteppeHbisonVHScienceTH2004TH_XcTHYbcYUb 33.3 518

258 rvaluatingHtheHrffectsHofHSnRSUpoVUZHSpikeHzutationHqcYatHonHTransmissibilityHandHPathogenicityVH
CellTH2021THYeaTHcaUdbVeYY 56.2 518

257 nssessingHtransmissibilityHofHSnRSUpoVUZHlineageHoVYVYVdHinHrnglandVHNatureTH2021THbf_THZccUZcf 50.4 452

256 PhylogeographyHtakesHaHrelaxedHrandomHwalkHinHcontinuousHspaceHandHtimeVHMoleculargBiologygandg
EvolutionTH2010THZdTHYeddUeb 8.3 450

255 rvolutionaryHoriginsHofHtheHSnRSUpoVUZHsarbecovirusHlineageHresponsibleHforHtheHpëVvqUYfH
pandemicVHNaturegMicrobiologyTH2020THbTHYaXeUYaYd 26.6 447

254 PersistentHuvVUYHreplicationHmaintainsHtheHtissueHreservoirHduringHtherapyVHNatureTH2016THb_XTHbYUbc 50.4 419

253 rvolutionaryHanalysisHofHtheHdynamicsHofHviralHinfectiousHdiseaseVHNaturegReviewsgGeneticsTH2009THYXTHbaXUbX30.1 402

252 orntyrgHanHapplicationHprogrammingHinterfaceHandHhighUperformanceHcomputingHlibraryHforH
statisticalHphylogeneticsVHSystematicgBiologyTH2012THcYTHYdXU_ 8.4 374

251 TheHcausesHandHconsequencesHofHuvVHevolutionVHNaturegReviewsgGeneticsTH2004THbTHbZUcY 30.1 372

250 uvVHepidemiologyVHTheHearlyHspreadHandHepidemicHignitionHofHuvVUYHinHhumanHpopulationsVHScienceTH
2014TH_acTHbcUcY 33.3 370

249 SPRrnqgHspatialHphylogeneticHreconstructionHofHevolutionaryHdynamicsVHBioinformaticsTH2011THZdTHZfYXUZ 7.2 369

248 rstablishmentHandHcrypticHtransmissionHofHZikaHvirusHinHorazilHandHtheHnmericasVHNatureTH2017THbacTHaXcUaYX50.4 366

(2017-2012)
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247 TheHepidemicHbehaviorHofHtheHhepatitisHpHvirusVHScienceTH2001THZfZTHZ_Z_Ub 33.3 350

246 TheHgenesisHandHsourceHofHtheHudNfHinfluenzaHvirusesHcausingHhumanHinfectionsHinHphinaVHNatureTH
2013THbXZTHZaYUa 50.4 337

245 vnferringHconfidenceHsetsHofHpossiblyHmisspecifiedHgeneHtreesVHProceedingsgofgthegRoyalgSocietygB:g
BiologicalgSciencesTH2002THZcfTHY_dUaZ 4.4 335

244 pompleteHmitochondrialHgenomeHsequencesHofHtwoHextinctHmoasHclarifyHratiteHevolutionVHNatureTH
2001THaXfTHdXaUd 50.4 332

243 pirculatingHSnRSUpoVUZHspikeHNa_fxHvariantsHmaintainHfitnessHwhileHevadingHantibodyUmediatedH
immunityVHCellTH2021THYeaTHYYdYUYYedVeZX 56.2 331

242 porrelatingHviralHphenotypesHwithHphylogenygHaccountingHforHphylogeneticHuncertaintyVHInfectionug
GeneticsgandgEvolutionTH2008THeTHZ_fUac 4.5 325

241 vmprovingHoayesianHpopulationHdynamicsHinferencegHaHcoalescentUbasedHmodelHforHmultipleHlociVH
MoleculargBiologygandgEvolutionTH2013TH_XTHdY_UZa 8.3 312

240 PhylogeneticHevidenceHforHrecombinationHinHdengueHvirusVHMoleculargBiologygandgEvolutionTH1999TH
YcTHaXbUf 8.3 310

239 tlobalHcirculationHpatternsHofHseasonalHinfluenzaHvirusesHvaryHwithHantigenicHdriftVHNatureTH2015THbZ_THZYdUZX50.4 302

238 zeasurablyHevolvingHpopulationsVHTrendsgingEcologygandgEvolutionTH2003THYeTHaeYUaee 10.9 300

237 TransmissionHofHSnRSUpoVUZHyineageHoVYVYVdHinHrnglandgHvnsightsHfromHlinkingHepidemiologicalHandH
geneticHdata 299

236 RecentHhumanUtoUpoultryHhostHjumpTHadaptationTHandHpandemicHspreadHofHStaphylococcusHaureusVH
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaTH2009THYXcTHYfbabUbX 11.5 294

235 pomparativeHanalysisHbyHindependentHcontrastsHPpnvpQgHanHnppleHzacintoshHapplicationHforH
analysingHcomparativeHdataVHBioinformaticsTH1995THYYTHZadUbY 7.2 293

234 zanyUcoreHalgorithmsHforHstatisticalHphylogeneticsVHBioinformaticsTH2009THZbTHY_dXUc 7.2 291

233 plinicalHfeaturesHandHvirologicalHanalysisHofHaHcaseHofHziddleHrastHrespiratoryHsyndromeHcoronavirusH
infectionVHLancetgInfectiousgDiseasesugTheTH2013THY_THdabUbY 25.5 288

232 rpisodicHsexualHtransmissionHofHuvVHrevealedHbyHmolecularHphylodynamicsVHPLoSgMedicineTH2008THbTHebX 11.6 288

231 nnHintegratedHframeworkHforHtheHinferenceHofHviralHpopulationHhistoryHfromHreconstructedH
genealogiesVHGeneticsTH2000THYbbTHYaZfU_d 4 277

230 rvolutionHandHepidemicHspreadHofHSnRSUpoVUZHinHorazilVHScienceTH2020TH_cfTHYZbbUYZcX 33.3 277
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229 ZikaHvirusHevolutionHandHspreadHinHtheHnmericasVHNatureTH2017THbacTHaYYUaYb 50.4 253

228 RoleHforHmigratoryHwildHbirdsHinHtheHglobalHspreadHofHavianHinfluenzaHubNeVHScienceTH2016TH_baTHZY_UZYd 33.3 252

227 Spreaq_gHvnteractiveHVisualizationHofHSpatiotemporalHuistoryHandHTraitHrvolutionaryHProcessesVH
MoleculargBiologygandgEvolutionTH2016TH__THZYcdUf 8.3 241

226 VirusHgenomesHrevealHfactorsHthatHspreadHandHsustainedHtheHrbolaHepidemicVHNatureTH2017THbaaTH_XfU_Yb 50.4 238

225 tenomicHepidemiologyHrevealsHmultipleHintroductionsHofHZikaHvirusHintoHtheHUnitedHStatesVHNatureTH
2017THbacTHaXYUaXb 50.4 235

224 TransmissionHandHevolutionHofHtheHziddleHrastHrespiratoryHsyndromeHcoronavirusHinHSaudiHnrabiagHaH
descriptiveHgenomicHstudyVHLancetugTheTH2013TH_eZTHYff_UZXXZ 40 234

223 ziddleHrastHrespiratoryHsyndromeHcoronavirusgHquantificationHofHtheHextentHofHtheHepidemicTH
surveillanceHbiasesTHandHtransmissibilityVHLancetgInfectiousgDiseasesugTheTH2014THYaTHbXUbc 25.5 231

222 UnifyingHviralHgeneticsHandHhumanHtransportationHdataHtoHpredictHtheHglobalHtransmissionHdynamicsH
ofHhumanHinfluenzaHu_NZVHPLoSgPathogensTH2014THYXTHeYXX_f_Z 7.6 230

221 TemporalHandHspatialHanalysisHofHtheHZXYaUZXYbHrbolaHvirusHoutbreakHinHWestHnfricaVHNatureTH2015TH
bZaTHfdUYXY 50.4 229

220 rstimatingHdivergenceHdatesHfromHmolecularHsequencesVHMoleculargBiologygandgEvolutionTH1998THYbTHaaZUe8.3 229

219 TheHemergenceHofHuvVWnvqSHinHtheHnmericasHandHbeyondVHProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaTH2007THYXaTHYebccUdX 11.5 219

218 vntegratingHinfluenzaHantigenicHdynamicsHwithHmolecularHevolutionVHELifeTH2014TH_THeXYfYa 8.9 213

217 rbolaHVirusHrpidemiologyTHTransmissionTHandHrvolutionHduringHSevenHzonthsHinHSierraHyeoneVHCellTH
2015THYcYTHYbYcUZc 56.2 210

216 qeterminantsHofHrateHvariationHinHmammalianHqNnHsequenceHevolutionVHJournalgofgMolecularg
EvolutionTH1996THa_THcYXUZY 3.1 209

215 SpreadTHcirculationTHandHevolutionHofHtheHziddleHrastHrespiratoryHsyndromeHcoronavirusVHMBioTH2014TH
bTH 7.8 207

214 RapidHepidemicHexpansionHofHtheHSnRSUpoVUZHëmicronHvariantHinHsouthernHnfricaVVHNatureTH2022TH 50.4 205

213 nncientHhybridizationHandHanHvrishHoriginHforHtheHmodernHpolarHbearHmatrilineVHCurrentgBiologyTH2011TH
ZYTHYZbYUe 6.3 203

212 TheHepidemiologyHandHiatrogenicHtransmissionHofHhepatitisHpHvirusHinHrgyptgHaHoayesianHcoalescentH
approachVHMoleculargBiologygandgEvolutionTH2003THZXTH_eYUd 8.3 202

(2003-2017)
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211 WidespreadHintraUserotypeHrecombinationHinHnaturalHpopulationsHofHdengueHvirusVHProceedingsgofg
thegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaTH1999THfcTHd_bZUd 11.5 190

210 TheHevolutionHofHrbolaHvirusgHvnsightsHfromHtheHZXY_UZXYcHepidemicVHNatureTH2016THb_eTHYf_UZXX 50.4 185

209 TheHemergenceHofHSnRSUpoVUZHinHruropeHandHNorthHnmericaVHScienceTH2020TH_dXTHbcaUbdX 33.3 183

208 vnferringHtheHrateHandHtimeUscaleHofHdengueHvirusHevolutionVHMoleculargBiologygandgEvolutionTH2003TH
ZXTHYZZUf 8.3 181

207 TrackingHvirusHoutbreaksHinHtheHtwentyUfirstHcenturyVHNaturegMicrobiologyTH2019THaTHYXUYf 26.6 179

206 UsingHtimeUstructuredHdataHtoHestimateHevolutionaryHratesHofHdoubleUstrandedHqNnHvirusesVH
MoleculargBiologygandgEvolutionTH2010THZdTHZX_eUbY 8.3 178

205 nssignmentHofHepidemiologicalHlineagesHinHanHemergingHpandemicHusingHtheHpangolinHtoolVHVirusg
EvolutionTH2021THdTHveabXca 3.7 176

204 tenomicHrpidemiologyHofHSnRSUpoVUZHinHtuangdongHProvinceTHphinaVHCellTH2020THYeYTHffdUYXX_Vef 56.2 175

203 RecurrentHemergenceHofHSnRSUpoVUZHspikeHdeletionHucfWVdXHandHitsHroleHinHtheHnlphaHvariantH
oVYVYVdVHCellgReportsTH2021TH_bTHYXfZfZ 10.6 172

202 RapidHSnRSUpoVUZHwholeUgenomeHsequencingHandHanalysisHforHinformedHpublicHhealthH
decisionUmakingHinHtheHNetherlandsVHNaturegMedicineTH2020THZcTHYaXbUYaYX 50.5 167

201 uvVHevolutionaryHdynamicsHwithinHandHamongHhostsVHAIDSgReviewsTH2006THeTHYZbUaX 1.5 160

200 UnifyingHtheHspatialHepidemiologyHandHmolecularHevolutionHofHemergingHepidemicsVHProceedingsgofg
thegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaTH2012THYXfTHYbXccUdY 11.5 159

199 rstablishmentHandHlineageHdynamicsHofHtheHSnRSUpoVUZHepidemicHinHtheHUxVHScienceTH2021TH_dYTHdXeUdYZ 33.3 159

198 nHsynchronizedHglobalHsweepHofHtheHinternalHgenesHofHmodernHavianHinfluenzaHvirusVHNatureTH2014TH
bXeTHZbaUd 50.4 158

197 rstimatingHdivergenceHdatesHandHsubstitutionHratesHinHtheHqrosophilaHphylogenyVHMoleculargBiologyg
andgEvolutionTH2012THZfTH_abfUd_ 8.3 158

196 SnRSUpoVUZHëmicronUoVYVYVbZfHleadsHtoHwidespreadHescapeHfromHneutralizingHantibodyHresponsesVVH
CellTH2022TH 56.2 154

195 tenesisHandHpathogenesisHofHtheHYfYeHpandemicHuYNYHinfluenzaHnHvirusVHProceedingsgofgtheg
NationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaTH2014THYYYTHeYXdUYZ 11.5 150

194 teneticHanalysisHofHWestHNileHNewHYorkHYfffHencephalitisHvirusVHLancetugTheTH1999TH_baTHYfdYUZ 40 149
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193 rvolutionaryHgenomicsHofHStaphylococcusHaureusHrevealsHinsightsHintoHtheHoriginHandHmolecularH
basisHofHruminantHhostHadaptationVHGenomegBiologygandgEvolutionTH2010THZTHabaUcc 3.9 147

192 TemporalHsignalHandHtheHphylodynamicHthresholdHofHSnRSUpoVUZVHVirusgEvolutionTH2020THcTHveaaXcY 3.7 147

191 pëVvqUYfHinHhealthUcareHworkersHinHthreeHhospitalsHinHtheHsouthHofHtheHNetherlandsgHaH
crossUsectionalHstudyVHLancetgInfectiousgDiseasesugTheTH2020THZXTHYZd_UYZeX 25.5 144

190 ëriginsHofHtheHZXXfHuYNYHinfluenzaHpandemicHinHswineHinHzexicoVHELifeTH2016THbTH 8.9 142

189
zolecularHtracingHofHtheHemergenceTHadaptationTHandHtransmissionHofHhospitalUassociatedH
methicillinUresistantHStaphylococcusHaureusVHProceedingsgofgthegNationalgAcademygofgSciencesgofgtheg
UnitedgStatesgofgAmericaTH2012THYXfTHfYXdUYZ

11.5 138

188 SynonymousHsubstitutionHratesHpredictHuvVHdiseaseHprogressionHasHaHresultHofHunderlyingHreplicationH
dynamicsVHPLoSgComputationalgBiologyTH2007TH_THeZf 5 138

187 rbolaHVirusHtlycoproteinHwithHvncreasedHvnfectivityHqominatedHtheHZXY_UZXYcHrpidemicVHCellTH2016TH
YcdTHYXeeUYXfeVec 56.2 135

186 zolecularHphylodynamicsHofHtheHheterosexualHuvVHepidemicHinHtheHUnitedHxingdomVHPLoSgPathogens
TH2009THbTHeYXXXbfX 7.6 134

185 ResurgenceHofHrbolaHVirusHqiseaseHinHtuineaHyinkedHtoHaHSurvivorHWithHVirusHPersistenceHinHSeminalH
sluidHforHzoreHThanHbXXHqaysVHClinicalgInfectiousgDiseasesTH2016THc_THY_b_UY_bc 11.6 134

184
nnHobservationalTHlaboratoryUbasedHstudyHofHoutbreaksHofHmiddleHrastHrespiratoryHsyndromeH
coronavirusHinHweddahHandHRiyadhTHkingdomHofHSaudiHnrabiaTHZXYaVHClinicalgInfectiousgDiseasesTH2015TH
cXTH_cfUdd

11.6 133

183 yivestockHoriginHforHaHhumanHpandemicHcloneHofHcommunityUassociatedHmethicillinUresistantH
StaphylococcusHaureusVHMBioTH2013THaTH 7.8 132

182 TemporallyHstructuredHmetapopulationHdynamicsHandHpersistenceHofHinfluenzaHnHu_NZHvirusHinH
humansVHProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaTH2011THYXeTHYf_bfUca11.5 130

181 vnferenceHofHviralHevolutionaryHratesHfromHmolecularHsequencesVHAdvancesgingParasitologyTH2003THbaTH__YUbe3.2 127

180 slightHofHtheHdodoVHScienceTH2002THZfbTHYce_ 33.3 122

179 ViralHevolutionHandHtheHemergenceHofHSnRSHcoronavirusVHPhilosophicalgTransactionsgofgthegRoyalg
SocietygB:gBiologicalgSciencesTH2004TH_bfTHYXbfUcb 5.8 121

178 PhylogeneticHevidenceHforHdeleteriousHmutationHloadHinHRNnHvirusesHandHitsHcontributionHtoHviralH
evolutionVHMoleculargBiologygandgEvolutionTH2007THZaTHeabUbZ 8.3 119

177 uumanHimmunodeficiencyHvirusVHPhylogenyHandHtheHoriginHofHuvVUYVHNatureTH2001THaYXTHYXadUe 50.4 119

176 nHdynamicHnomenclatureHproposalHforHSnRSUpoVUZHtoHassistHgenomicHepidemiology 118

(-2010)
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175 sullUgenomeHdeepHsequencingHandHphylogeneticHanalysisHofHnovelHhumanHbetacoronavirusVHEmergingg
InfectiousgDiseasesTH2013THYfTHd_cUaZo 10.2 117

174 PhylodynamicHreconstructionHrevealsHnorovirusHtvvVaHepidemicHexpansionsHandHtheirHmolecularH
determinantsVHPLoSgPathogensTH2010THcTHeYXXXeea 7.6 114

173 TheHevolutionHofHgenomeHcompressionHandHgenomicHnoveltyHinHRNnHvirusesVHGenomegResearchTH2007
THYdTHYafcUbXa 9.7 109

172 zrRSUpoVHspilloverHatHtheHcamelUhumanHinterfaceVHELifeTH2018THdTH 8.9 109

171 PacingHaHsmallHcagegHmutationHandHRNnHvirusesVHTrendsgingEcologygandgEvolutionTH2008THZ_THYeeUf_ 10.9 106

170 zrRSHcoronavirusesHfromHcamelsHinHnfricaHexhibitHregionUdependentHgeneticHdiversityVHProceedingsg
ofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaTH2018THYYbTH_YaaU_Yaf 11.5 105

169 pomparativeHanalysesHforHadaptiveHradiationsVHPhilosophicalgTransactionsgofgthegRoyalgSocietygB:g
BiologicalgSciencesTH2000TH_bbTHYbffUcXb 5.8 103

168 TheHoriginsHofHSnRSUpoVUZgHnHcriticalHreviewVHCellTH2021THYeaTHaeaeUaebc 56.2 103

167 PhylodynamicsHandHhumanUmediatedHdispersalHofHaHzoonoticHvirusVHPLoSgPathogensTH2010THcTHeYXXYYcc 7.6 102

166
SimultaneouslyHreconstructingHviralHcrossUspeciesHtransmissionHhistoryHandHidentifyingHtheH
underlyingHconstraintsVHPhilosophicalgTransactionsgofgthegRoyalgSocietygB:gBiologicalgSciencesTH2013TH
_ceTHZXYZXYfc

5.8 101

165 SpatialHdynamicsHofHhumanUoriginHuYHinfluenzaHnHvirusHinHNorthHnmericanHswineVHPLoSgPathogensTH
2011THdTHeYXXZXdd 7.6 101

164 TheHpowerHofHrelativeHratesHtestsHdependsHonHtheHdataVHJournalgofgMoleculargEvolutionTH2000THbXTHZfcU_XY3.1 101

163 zolecularHepidemiologygHuvVUYHandHupVHsequencesHfromHyibyanHoutbreakVHNatureTH2006THaaaTHe_cUd 50.4 99

162 nHoayesianHphylogeneticHmethodHtoHestimateHunknownHsequenceHagesVHMoleculargBiologygandg
EvolutionTH2011THZeTHedfUed 8.3 98

161 RecombinationHbetweenHsequencesHofHhepatitisHoHvirusHfromHdifferentHgenotypesVHJournalgofg
MoleculargEvolutionTH1996THaZTHfdUYXZ 3.1 97

160 tlobalHmigrationHofHinfluenzaHnHvirusesHinHswineVHNaturegCommunicationsTH2015THcTHccfc 17.4 91

159 RealUtimeHdigitalHpathogenHsurveillanceHUHtheHtimeHisHnowVHGenomegBiologyTH2015THYcTHYbb 18.3 91

158 PhylogeneticHanalysisHrevealsHaHcorrelationHbetweenHtheHexpansionHofHveryHvirulentHinfectiousHbursalH
diseaseHvirusHandHreassortmentHofHitsHgenomeHsegmentHoVHJournalgofgVirologyTH2006THeXTHebX_Uf 6.6 91
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157 SnRSUpoVUZHVariantsHofHvnterestHandHponcernHnamingHschemeHconduciveHforHglobalHdiscourseVH
NaturegMicrobiologyTH2021THcTHeZYUeZ_ 26.6 91

156 TheHeffectHofHgeneticHstructureHonHmolecularHdatingHandHtestsHforHtemporalHsignalVHMethodsging
EcologygandgEvolutionTH2016THdTHeXUef 7.7 90

155 vdentificationHofHpommonHqeletionsHinHtheHSpikeHProteinHofHSevereHncuteHRespiratoryHSyndromeH
poronavirusHZVHJournalgofgVirologyTH2020THfaTH 6.6 89

154 RapidHoutbreakHsequencingHofHrbolaHvirusHinHSierraHyeoneHidentifiesHtransmissionHchainsHlinkedHtoH
sporadicHcasesVHVirusgEvolutionTH2016THZTHvewXYc 3.7 89

153 TheHmolecularHpopulationHgeneticsHofHuvVUYHgroupHëVHGeneticsTH2004THYcdTHYXbfUce 4 89

152 rvolutionaryHdynamicsHofHlocalHpandemicHuYNYWZXXfHinfluenzaHvirusHlineagesHrevealedHbyH
wholeUgenomeHanalysisVHJournalgofgVirologyTH2012THecTHYYUe 6.6 87

151 wpHvirusHevolutionHandHitsHassociationHwithHhumanHpopulationsVHJournalgofgVirologyTH2006THeXTHffZeU__ 6.6 83

150 PhylogeographyHandHpopulationHdynamicsHofHdengueHvirusesHinHtheHnmericasVHMoleculargBiologygandg
EvolutionTH2012THZfTHYb__Ua_ 8.3 81

149 PandemicsgHspendHonHsurveillanceTHnotHpredictionVHNatureTH2018THbbeTHYeXUYeZ 50.4 77

148 nccommodatingHtheHeffectHofHancientHqNnHdamageHonHinferencesHofHdemographicHhistoriesVH
MoleculargBiologygandgEvolutionTH2009THZcTHZabUe 8.3 77

147 ueterotachyHandHtreeHbuildinggHaHcaseHstudyHwithHplastidsHandHeubacteriaVHMoleculargBiologygandg
EvolutionTH2006THZ_THaXUb 8.3 77

146 RecombinationHconfoundsHtheHearlyHevolutionaryHhistoryHofHhumanHimmunodeficiencyHvirusHtypeHYgH
subtypeHtHisHaHcirculatingHrecombinantHformVHJournalgofgVirologyTH2007THeYTHeba_UbY 6.6 75

145 rndemicHdengueHassociatedHwithHtheHcoUcirculationHofHmultipleHviralHlineagesHandHlocalizedH
densityUdependentHtransmissionVHPLoSgPathogensTH2011THdTHeYXXZXca 7.6 74

144 ReconstructingHtheHinitialHglobalHspreadHofHaHhumanHinfluenzaHpandemicgHaHoayesianH
spatialUtemporalHmodelHforHtheHglobalHspreadHofHuYNYpdmVHPLOSgCurrentsTH2009THYTHRRNYX_Y 74

143 PhylogeneticHsurveillanceHofHviralHgeneticHdiversityHandHtheHevolvingHmolecularHepidemiologyHofH
humanHimmunodeficiencyHvirusHtypeHYVHJournalgofgVirologyTH2007THeYTHY_XbXUc 6.6 72

142 TheHevolutionaryHdynamicsHofHendogenousHretrovirusesVHTrendsgingMicrobiologyTH2005THY_THac_Ue 12.4 72

141 orntyrH_gHvmprovedHPerformanceTHScalingTHandHUsabilityHforHaHuighUPerformanceHpomputingHyibraryH
forHStatisticalHPhylogeneticsVHSystematicgBiologyTH2019THceTHYXbZUYXcY 8.4 71

140 TheHearlyHmolecularHepidemiologyHofHtheHswineUoriginHnWuYNYHhumanHinfluenzaHpandemicVHPLOSg
CurrentsTH2009THYTHRRNYXX_ 71
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139 yessonsHfromHrbolagHvmprovingHinfectiousHdiseaseHsurveillanceHtoHinformHoutbreakHmanagementVH
SciencegTranslationalgMedicineTH2015THdTH_Xdrvb 17.5 67

138 ponservedHfootprintsHofHnPëorp_tHonHuypermutatedHhumanHimmunodeficiencyHvirusHtypeHYHandH
humanHendogenousHretrovirusHurRVUxPuzyZQHsequencesVHJournalgofgVirologyTH2008THeZTHeda_UcY 6.6 67

137 rvolutionaryHgenomicsHofHhostHadaptationHinHvesicularHstomatitisHvirusVHMoleculargBiologygandg
EvolutionTH2008THZbTHYY_eUad 8.3 67

136 rvolutionHandHSpreadHofHrbolaHVirusHinHyiberiaTHZXYaUZXYbVHCellgHostgandgMicrobeTH2015THYeTHcbfUcf 23.4 66

135 TheHgenealogicalHpopulationHdynamicsHofHuvVUYHinHaHlargeHtransmissionHchaingHbridgingHwithinHandH
amongHhostHevolutionaryHratesVHPLoSgComputationalgBiologyTH2014THYXTHeYXX_bXb 5 66

134 TheHevolutionaryHanalysisHofHemergingHlowHfrequencyHuvVUYHpXpRaHusingHvariantsHthroughHtimeUUanH
ultraUdeepHapproachVHPLoSgComputationalgBiologyTH2010THcTHeYXXYXZZ 5 64

133 pomparativeHpopulationHdynamicsHofHuvVUYHsubtypesHoHandHpgHsubtypeUspecificHdifferencesHinH
patternsHofHepidemicHgrowthVHInfectionugGeneticsgandgEvolutionTH2005THbTHYffUZXe 4.5 64

132 zolecularHdatingHofHhumanUtoUbovidHhostHjumpsHbyHStaphylococcusHaureusHrevealsHanHassociationH
withHtheHspreadHofHdomesticationVHBiologygLettersTH2012THeTHeZfU_Z 3.6 63

131 panalizationHofHtheHevolutionaryHtrajectoryHofHtheHhumanHinfluenzaHvirusVHBMCgBiologyTH2012THYXTH_e 7.3 61

130 zolecularHfootprintHofHdrugUselectiveHpressureHinHaHhumanHimmunodeficiencyHvirusHtransmissionH
chainVHJournalgofgVirologyTH2005THdfTHYYfeYUf 6.6 61

129 rvaluatingHtheHeffectsHofHSnRSUpoVUZHSpikeHmutationHqcYatHonHtransmissibilityHandHpathogenicity 58

128 TowardHaHquantitativeHunderstandingHofHviralHphylogeographyVHCurrentgOpiniongingVirologyTH2011THYTHaZ_Uf7.5 56

127 ëriginHofHnvqSgHcontaminatedHpolioHvaccineHtheoryHrefutedVHNatureTH2004THaZeTHeZX 50.4 56

126 rpidemicHReconstructionHinHaHPhylogeneticsHsrameworkgHTransmissionHTreesHasHPartitionsHofHtheH
NodeHSetVHPLoSgComputationalgBiologyTH2015THYYTHeYXXacY_ 5 56

125 tenomeUwideHevolutionaryHdynamicsHofHinfluenzaHoHvirusesHonHaHglobalHscaleVHPLoSgPathogensTH2017TH
Y_THeYXXcdaf 7.6 55

124 rmergingHponceptsHofHqataHvntegrationHinHPathogenHPhylodynamicsVHSystematicgBiologyTH2017THccTHeadUecb8.4 55

123 nnalysisHofHhighUdepthHsequenceHdataHforHstudyingHviralHdiversitygHaHcomparisonHofHnextHgenerationH
sequencingHplatformsHusingHSegminatorHvvVHBMCgBioinformaticsTH2012THY_THad 3.6 55

122 nPëorp_tUinducedHhypermutationHofHhumanHimmunodeficiencyHvirusHtypeUYHisHtypicallyHaHdiscreteH
JallHorHnothingJHphenomenonVHPLoSgGeneticsTH2012THeTHeYXXZbbX 6 55
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121 vnferringHheterogeneousHevolutionaryHprocessesHthroughHtimegHfromHsequenceHsubstitutionHtoH
phylogeographyVHSystematicgBiologyTH2014THc_THaf_UbXa 8.4 54

120 rvolutionaryHoriginsHofHtheHSnRSUpoVUZHsarbecovirusHlineageHresponsibleHforHtheHpëVvqUYfHpandemic 54

119 TheHcirculatingHSnRSUpoVUZHspikeHvariantHNa_fxHmaintainsHfitnessHwhileHevadingHantibodyUmediatedHimmunity 53

118 tenomicsHandHepidemiologyHofHaHnovelHSnRSUpoVUZHlineageHinHzanausTHorazilH2021TH 53

117 ReducedHevolutionaryHrateHinHreemergedHrbolaHvirusHtransmissionHchainsVHSciencegAdvancesTH2016THZTHeYcXX_de14.3 53

116 uumanHoriginsHandHancientHhumanHqNnVHScienceTH2001THZfZTHYcbbUc 33.3 52

115 NoHproofHthatHtyphoidHcausedHtheHPlagueHofHnthensHPaHreplyHtoHPapagrigorakisHetHalVQVHInternationalg
JournalgofgInfectiousgDiseasesTH2006THYXTH__aUbhHauthorHreplyH__bUc 10.5 51

114 PhylogeneticHnnalysisHofHtuineaHZXYaHroëVHrbolavirusHëutbreakVHPLOSgCurrentsTH2014THcTH 51

113 vmportationHandHearlyHlocalHtransmissionHofHpëVvqUYfHinHorazilTHZXZXVHRevistagDogInstitutogDeg
MedicinagTropicalgDegSaogPauloTH2020THcZTHe_X 2.2 50

112 TrackingHtheHinternationalHspreadHofHSnRSUpoVUZHlineagesHoVYVYVdHandHoVYV_bYWbXYYUVZHwithHgrinchVH
WellcomegOpengResearchTH2021THcTHYZY 4.8 50

111 πuestioningHtheHevidenceHforHgeneticHrecombinationHinHtheHYfYeHJSpanishHfluJHvirusVHScienceTH2002TH
ZfcTHZYYHdiscussionHZYY 33.3 49

110 PhylogeneticHextinctionHratesHandHcomparativeHmethodologyVHProceedingsgofgthegRoyalgSocietygB:g
BiologicalgSciencesTH1998THZcbTHYcfYUYcfc 4.4 49

109 nccommodatingHindividualHtravelHhistoryHandHunsampledHdiversityHinHoayesianHphylogeographicH
inferenceHofHSnRSUpoVUZVHNaturegCommunicationsTH2020THYYTHbYYX 17.4 49

108 ReassortmentHbetweenHinfluenzaHoHlineagesHandHtheHemergenceHofHaHcoadaptedHPoYUPoZUunHgeneH
complexVHMoleculargBiologygandgEvolutionTH2015TH_ZTHYcZUdZ 8.3 48

107 rvolutionaryHrateHdifferencesHinHtrypanosomesVHInfectionugGeneticsgandgEvolutionTH2001THYTHYa_UbX 4.5 48

106 tenerationHandHtransmissionHofHinterlineageHrecombinantsHinHtheHSnRSUpoVUZHpandemicVHCellTH2021TH
YeaTHbYdfUbYeeVee 56.2 48

105 oayesianHestimationHofHsequenceHdamageHinHancientHqNnVHMoleculargBiologygandgEvolutionTH2007THZaTHYaYcUZZ8.3 47

104 ëriginHandHevolutionHofHtheHuniqueHhepatitisHpHvirusHcirculatingHrecombinantHformHZkWYbVHJournalgofg
VirologyTH2012THecTHZZYZUZX 6.6 46
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103 TrackingHtheHinternationalHspreadHofHSnRSUpoVUZHlineagesHoVYVYVdHandHoVYV_bYWbXYYUVZVHWellcomeg
OpengResearchTH2021THcTHYZY 4.8 46

102 zrRSUpoVHrecombinationgHimplicationsHaboutHtheHreservoirHandHpotentialHforHadaptationVHVirusg
EvolutionTH2016THZTHvevXZ_ 3.7 45

101 RelaxedHphylogeneticsHandHtheHpalaeopteraHproblemgHresolvingHdeepHancestralHsplitsHinHtheHinsectH
phylogenyVHSystematicgBiologyTH2013THcZTHZebUfd 8.4 45

100 vmprovingHpandemicHinfluenzaHriskHassessmentVHELifeTH2014TH_THeX_ee_ 8.9 45

99 RevealingHtheHzicroUscaleHSignatureHofHrndemicHZoonoticHqiseaseHTransmissionHinHanHnfricanHUrbanH
SettingVHPLoSgPathogensTH2016THYZTHeYXXbbZb 7.6 45

98 ReconstructingHgeographicalHmovementsHandHhostHspeciesHtransitionsHofHfootUandUmouthHdiseaseH
virusHserotypeHSnTHZVHMBioTH2013THaTHeXXbfYUY_ 7.8 43

97 tenomicHanalysisHofHhepatitisHoHvirusHrevealsHantigenHstateHandHgenotypeHasHsourcesHofHevolutionaryH
rateHvariationVHVirusesTH2011TH_THe_UYXY 6.2 42

96 SpatiotemporalHinvasionHdynamicsHofHSnRSUpoVUZHlineageHoVYVYVdHemergenceVHScienceTH2021TH_d_THeefUefb33.3 41

95 PhylodynamicHassessmentHofHinterventionHstrategiesHforHtheHWestHnfricanHrbolaHvirusHoutbreakVH
NaturegCommunicationsTH2018THfTHZZZZ 17.4 39

94 nHphylogeneticHmethodHforHdetectingHpositiveHepistasisHinHgeneHsequencesHandHitsHapplicationHtoH
RNnHvirusHevolutionVHMoleculargBiologygandgEvolutionTH2006THZ_THYdZaU_X 8.3 39

93 rmergenceHandHspreadHofHaHSnRSUpoVUZHlineageHnHvariantHPnVZ_VYQHwithHalteredHspikeHproteinHinH
UgandaVHNaturegMicrobiologyTH2021THcTHYXfaUYYXY 26.6 39

92 TheHeffectsHofHsamplingHstrategyHonHtheHqualityHofHreconstructionHofHviralHpopulationHdynamicsHusingH
oayesianHskylineHfamilyHcoalescentHmethodsgHnHsimulationHstudyVHVirusgEvolutionTH2016THZTHvewXX_ 3.7 39

91 tenomicHepidemiologyHrevealsHmultipleHintroductionsHofHSnRSUpoVUZHfromHmainlandHruropeHintoH
ScotlandVHNaturegMicrobiologyTH2021THcTHYYZUYZZ 26.6 39

90 TheHVietnamHvnitiativeHonHZoonoticHvnfectionsHPVvZvëNSQgHnHStrategicHnpproachHtoHStudyingH
rmergingHZoonoticHvnfectiousHqiseasesVHEcoHealthTH2015THYZTHdZcU_b 3.1 37

89 TheHemergenceHofHSnRSUpoVUZHinHruropeHandHtheHUSH2020TH 35

88 nddendumgHnHdynamicHnomenclatureHproposalHforHSnRSUpoVUZHlineagesHtoHassistHgenomicH
epidemiologyVHNaturegMicrobiologyTH2021THcTHaYb 26.6 35

87 ëutbreakToolsgHaHnewHplatformHforHdiseaseHoutbreakHanalysisHusingHtheHRHsoftwareVHEpidemicsTH2014TH
dTHZeU_a 5.1 32

86 rpidemiologygHSexualHtransmissionHofHuvVHinHnfricaVHNatureTH2003THaZZTHcdf 50.4 31

Andrew Rambaut

12



85 rxponentialHgrowthTHhighHprevalenceHofHSnRSUpoVUZTHandHvaccineHeffectivenessHassociatedHwithHtheH
qeltaHvariantVHScienceTH2021TH_daTHeablfbbY 33.3 31

84 PhylogeneticHanalysisHofHaHhumanHisolateHfromHtheHZXXXHvsraelHWestHNileHvirusHepidemicVHEmergingg
InfectiousgDiseasesTH2002THeTHbZeU_Y 10.2 29

83 rarlyHvnsightsHfromHStatisticalHandHzathematicalHzodelingHofHxeyHrpidemiologicHParametersHofH
pëVvqUYfVHEmerginggInfectiousgDiseasesTH2020THZcTHeYUeYa 10.2 29

82 nctiveHrbolaHVirusHReplicationHandHueterogeneousHrvolutionaryHRatesHinHrVqHSurvivorsVHCellgReports
TH2018THZZTHYYbfUYYce 10.6 27

81 nssessmentHofHautomatedHgenotypingHprotocolsHasHtoolsHforHsurveillanceHofHuvVUYHgeneticHdiversityVH
AidsTH2006THZXTHYbZYUf 3.5 27

80 PSeqUtengHanHapplicationHforHtheHzonteHparloHsimulationHofHproteinHsequenceHevolutionHalongH
phylogeneticHtreesVHBioinformaticsTH1997THY_THbbfUcX 7.2 26

79 rstimatingHtheHrelativeHcontributionHofHdNTPHpoolHimbalanceHandHnPëorp_tW_sHeditingHtoHuvVH
evolutionHinHvivoVHJournalgofgComputationalgBiologyTH2007THYaTHYYXbUYa 1.7 26

78 nHSnRSUpoVUZHlineageHnHvariantHPnVZ_VYQHwithHalteredHspikeHhasHemergedHandHisHdominatingHtheH
currentHUgandaHepidemic 25

77 oayesianHvnferenceHofHrvolutionaryHuistoriesHunderHTimeUqependentHSubstitutionHRatesVHMolecularg
BiologygandgEvolutionTH2019TH_cTHYdf_UYeX_ 8.3 24

76 PhylogeneticHreconstructionHofHaHknownHuvVUYHpRsXa_cpxHtransmissionHnetworkHusingHmaximumH
likelihoodHandHoayesianHmethodsVHJournalgofgMoleculargEvolutionTH2004THbfTHdXfUYd 3.1 24

75 TemporalHsignalHandHtheHphylodynamicHthresholdHofHSnRSUpoVUZ 24

74 zultipleHintroductionsHofHsalmonidHalphavirusHfromHaHwildHreservoirHhaveHcausedHindependentHandH
selfUsustainableHepizooticsHinHaquacultureVHJournalgofgGeneralgVirologyTH2014THfbTHbZUbf 4.9 23

73 ndaptiveHzpzpHinHoayesianHphylogeneticsgHanHapplicationHtoHanalyzingHpartitionedHdataHinHornSTVH
BioinformaticsTH2017TH__THYdfeUYeXb 7.2 21

72 nnalysisHofHtheHmediumHPzQHsegmentHsequenceHofHtuaroaHvirusHandHitsHcomparisonHtoHotherH
orthobunyavirusesVHJournalgofgGeneralgVirologyTH2004THebTH_XdYU_Xdd 4.9 21

71 RapidHepidemicHexpansionHofHtheHSnRSUpoVUZHëmicronHvariantHinHsouthernHnfricaVHNatureT 50.4 20

70 rstimatingHtheHrateHofHintersubtypeHrecombinationHinHearlyHuvVUYHgroupHzHstrainsVHJournalgofg
VirologyTH2013THedTHYfcdUd_ 6.6 19

69 ResurgenceHofHrbolaHvirusHinHZXZYHinHtuineaHsuggestsHaHnewHparadigmHforHoutbreaksVHNatureTH2021TH
bfdTHb_fUba_ 50.4 19

68 ˇ�oUSSgHaHparallelHornSTWorntyrHutilityHforHsequenceHsimulationHunderHcomplexHevolutionaryH
scenariosVHBMCgBioinformaticsTH2014THYbTHY__ 3.6 18
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67 rndUrpigHanHapplicationHforHinferringHphylogeneticHandHpopulationHdynamicalHprocessesHfromH
molecularHsequencesVHBioinformaticsTH1997THY_TH_X_Uc 7.2 17

66 UnusualHrbolaHVirusHphainHofHTransmissionTHponakryTHtuineaTHZXYaUZXYbVHEmerginggInfectiousg
DiseasesTH2016THZZTHZYafUZYbZ 10.2 17

65 rpidemicHuistoryHandHvatrogenicHTransmissionHofHoloodUborneHVirusesHinHzidUZXthHpenturyHxinshasaVH
JournalgofgInfectiousgDiseasesTH2016THZYaTH_b_UcX 7 16

64 rbolaHVirusHTransmissionHvnitiatedHbyHRelapseHofHSystemicHrbolaHVirusHqiseaseVHNewgEnglandgJournalg
ofgMedicineTH2021TH_eaTHYZaXUYZad 59.2 16

63 SnNTnUSvzgHsimulatingHviralHsequenceHevolutionHdynamicsHunderHselectionHandHrecombinationVHVirusg
EvolutionTH2019THbTHvezXX_ 3.7 15

62 SimultaneouslyHestimatingHevolutionaryHhistoryHandHrepeatedHtraitsHphylogeneticHsignalgH
applicationsHtoHviralHandHhostHphenotypicHevolutionVHMethodsgingEcologygandgEvolutionTH2015THcTHcdUeZ 7.7 15

61 rlucidatingHtheHpopulationHhistoriesHandHtransmissionHdynamicsHofHpapillomavirusesHusingH
phylogeneticHtreesVHJournalgofgMoleculargEvolutionTH1997THaaTHYffUZXc 3.1 15

60 tenomicHepidemiologyHofHSnRSUpoVUZHspreadHinHScotlandHhighlightsHtheHroleHofHruropeanHtravelHinH
pëVvqUYfHemergence 15

59 PossibleHfootprintsHofHnPëorp_sHandWorHotherHnPëorp_HdeaminasesTHbutHnotHnPëorp_tTHonHuvVUYH
fromHpatientsHwithHacuteWearlyHandHchronicHinfectionsVHJournalgofgVirologyTH2014THeeTHYZeeZUfa 6.6 14

58 NotesHfromHTheHsieldgHrbolaHVirusHqiseaseHplusterHUHNorthernHSierraHyeoneTHwanuaryHZXYcVHMorbidityg
andgMortalitygWeeklygReportTH2016THcbTHceYUZ 31.7 14

57 PnNtrnUuvVHZgHPhylogeneticsHnndHNetworksHforHteneralisedHrpidemicsHinHnfricaVHCurrentgOpinionging
HIVgandgAIDSTH2019THYaTHYd_UYeX 4.2 14

56 TheHRNnHvirusHdatabaseVHNucleicgAcidsgResearchTH2009TH_dTHqa_YUb 20.1 13

55 ëriginHandHfateHofHnWuYNYHinfluenzaHinHScotlandHduringHZXXfVHJournalgofgGeneralgVirologyTH2012THf_THYZb_UYZcX4.9 13

54 vdentificationHofHaHcommonHdeletionHinHtheHspikeHproteinHofHSnRSUpoVUZ 13

53 RapidHandHSensitiveHqirectHqetectionHandHvdentificationHofHPoliovirusHfromHStoolHandHrnvironmentalH
SurveillanceHSamplesHbyHUseHofHNanoporeHSequencingVHJournalgofgClinicalgMicrobiologyTH2020THbeTH 9.7 12

52 TestingHtheHextentHofHsequenceHsimilarityHamongHviroidsTHsatelliteHRNnsTHandHhepatitisHdeltaHvirusVH
JournalgofgMoleculargEvolutionTH2000THbXTHfeUYXZ 3.1 12

51 vsolationHandHsequenceHanalysisHofHaHcqNnHencodingHtheHcHsubunitHofHaHvacuolarUtypeHuPSQUnTPaseH
fromHtheHpnzHplantHxalanchoˆ«HdaigremontianaVHPlantgMoleculargBiologyTH1996TH_YTHa_bUaZ 4.6 12

50 RapidHepidemicHexpansionHofHtheHSnRSUpoVUZHëmicronHvariantHinHsouthernHnfrica 12
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49 ornSTHZVbgHnnHndvancedHSoftwareHPlatformHforHoayesianHrvolutionaryHnnalysis 12

48 TrSTvNtHTurHRrynTvëNSuvPHorTWrrNHzëRPuëyëtvpnyHnNqHzëyrpUynRHRnTrSHësHpunNtrH
nyëNtHPuYyëtrNvrSVHEvolution;gInternationalgJournalgofgOrganicgEvolutionTH2002THbcTHYfZY 3.8 11

47 oiUqegHanHapplicationHforHsimulatingHphylogeneticHprocessesVHBioinformaticsTH1996THYZTHacfUdY 7.2 11

46 RapidHSnRSUpoVUZHwholeHgenomeHsequencingHforHinformedHpublicHhealthHdecisionHmakingHinHtheHNetherlands 11

45 znwëRngHpontinuousHintegrationHsupportingHdecentralisedHsequencingHforHSnRSUpoVUZHgenomicHsurveillance 11

44 oayesianHevolutionaryHanalysisHbyHsamplingHtreesbcaUbfY 10

43 PreferentialHdetectionHofHuvVHsubtypeHpOHoverHsubtypeHnHinHcervicalHcellsHfromHaHduallyHinfectedH
womanVHAidsTH2005THYfTHffXU_ 3.5 10

42 sogartyHvnternationalHpenterHcollaborativeHnetworksHinHinfectiousHdiseaseHmodelinggHyessonsHlearntH
inHresearchHandHcapacityHbuildingVHEpidemicsTH2019THZcTHYYcUYZd 5.1 10

41 ënlineHoayesianHPhylodynamicHvnferenceHinHornSTHwithHnpplicationHtoHrpidemicHReconstructionVH
MoleculargBiologygandgEvolutionTH2020TH_dTHYe_ZUYeaZ 8.3 9

40 zodellingHtheHimpactHofHcoUcirculatingHlowHpathogenicHavianHinfluenzaHvirusesHonHepidemicsHofH
highlyHpathogenicHavianHinfluenzaHinHpoultryVHEpidemicsTH2016THYdTHZdU_a 5.1 9

39 vnferringHtheHpopulationHhistoryHofHanHepidemicHfromHaHphylogeneticHtreeVHJournalgofgTheoreticalg
BiologyTH1996THYeZTHYd_Ue 2.3 9

38 PangoHlineageHdesignationHandHassignmentHusingHSnRSUpoVUZHspikeHgeneHnucleotideHsequencesVVH
BMCgGenomicsTH2022THZ_THYZY 4.5 9

37 rstablishmentHNHlineageHdynamicsHofHtheHSnRSUpoVUZHepidemicHinHtheHUx 9

36 ReplyHtoHPapeHetHalVgHtheHphylogeographyHofHuvVUYHgroupHzHsubtypeHoVHProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaTH2008THYXbTHrYc 11.5 8

35 zetagenomicHNextUtenerationHSequencingHofHtheHZXYaHrbolaHVirusHqiseaseHëutbreakHinHtheH
qemocraticHRepublicHofHtheHpongoVHJournalgofgClinicalgMicrobiologyTH2019THbdTH 9.7 7

34 RelationshipHbetweenHhaemagglutinationHinhibitionHtitreHandHimmunityHtoHinfluenzaHinHferretsVH
VaccineTH2015TH__THb_eXUb_eb 4.1 7

33
yongitudinalHpopulationHanalysisHofHdualHinfectionHwithHrecombinationHinHtwoHstrainsHofHuvVHtypeHYH
subtypeHoHinHanHindividualHfromHaHPhaseH_HuvVHvaccineHefficacyHtrialVHAIDSgResearchgandgHumang
RetrovirusesTH2006THZZTHfceUde

1.6 7

32 zassiveHparallelizationHboostsHbigHoayesianHmultidimensionalHscalingVHJournalgofgComputationalgandg
GraphicalgStatisticsTH2021TH_XTHYYUZa 1.4 7
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