
Guy Baele

ListjofjPublicationsjbyjCitations

Source:jhttps://exaly.com/authorypdf/3312901/guyybaeleypublicationsybyycitations.pdf

Version:j2024y04y28j

Thisjdocumentjhasjbeenjgeneratedjbasedjonjthejpublicationsjandjcitationsjrecordedjbyjexaly.com.jForj

thejlatestjversionjofjthisjpublicationjlistxjvisitjthejlinkjgivenjabove.

ThejthirdjcolumnjisjthejimpactjfactorjsIFtjofjthejjournalxjandjthejfourthjcolumnjisjthejnumberjofj

citationsjofjthejarticle.

126
papers

10,482
citations

34
h-index

102
g-index

142
ext. papers

16,161
ext. citations

10.4
avg, IF

6.81
L-index



m Paper IF Citations

126 PosteriorOSummarizationOinOxayesianOPhylogeneticsOUsingOTracerOgdmdOSystematiclBiologybO2018bOlmbOofgcofj8.4 3267

125 xayesianOphylogeneticOandOphylodynamicOdataOintegrationOusingOx‘wSTOgdgfdOViruslEvolutionbO2018bO
jbOveyfgl 3.7 1199

124 ImprovingOtheOaccuracyOofOdemographicOandOmolecularOclockOmodelOcomparisonOwhileO
accommodatingOphylogeneticOuncertaintydOMolecularlBiologylandlEvolutionbO2012bOhobOhgkmclm 8.3 779

123 TheOgenomeOofOTetranychusOurticaeOrevealsOherbivorousOpestOadaptationsdONaturebO2011bOjmobOjnmcoh 50.4 684

122 wccurateOmodelOselectionOofOrelaxedOmolecularOclocksOinObayesianOphylogeneticsdOMolecularlBiologyl
andlEvolutionbO2013bOifbOhiocji 8.3 416

121  IVOepidemiologydOTheOearlyOspreadOandOepidemicOignitionOofO IVcgOinOhumanOpopulationsdOSciencebO
2014bOijlbOklclg 33.3 370

120 zomesticationOandOzivergenceOofOSaccharomycesOcerevisiaeOxeerOYeastsdOCellbO2016bOgllbOgiomcgjgfdegl56.2 332

119 wnalysisOofOjgOplantOgenomesOsupportsOaOwaveOofOsuccessfulOgenomeOduplicationsOinOassociationO
withOtheOyretaceouscPaleogeneOboundarydOGenomelResearchbO2014bOhjbOgiijcjm 9.7 266

118 SpreazipOInteractiveOVisualizationOofOSpatiotemporalO istoryOandOTraitO‘volutionaryOProcessesdO
MolecularlBiologylandlEvolutionbO2016bOiibOhglmco 8.3 241

117 VirusOgenomesOrevealOfactorsOthatOspreadOandOsustainedOtheO‘bolaOepidemicdONaturebO2017bOkjjbOifocigk 50.4 238

116 UnifyingOviralOgeneticsOandOhumanOtransportationOdataOtoOpredictOtheOglobalOtransmissionOdynamicsO
ofOhumanOinfluenzaO iNhdOPLoSlPathogensbO2014bOgfbOegffioih 7.6 230

115 yonsiderableOescapeOofOSwRScyoVchOOmicronOtoOantibodyOneutralizationddONaturebO2021bO 50.4 230

114 —enomicOandOepidemiologicalOmonitoringOofOyellowOfeverOvirusOtransmissionOpotentialdOSciencebO2018
bOilgbOnojcnoo 33.3 184

113 TemporalOsignalOandOtheOphylodynamicOthresholdOofOSwRScyoVchdOViruslEvolutionbO2020bOlbOveaaflg 3.7 147

112 MakeOtheOmostOofOyourOsamplespOxayesOfactorOestimatorsOforOhighcdimensionalOmodelsOofOsequenceO
evolutiondOBMClBioinformaticsbO2013bOgjbOnk 3.6 80

111 wliOQuantifyingOtheOdynamicsOofOevolutionaryOratesOthroughOtimedOViruslEvolutionbO2019bOkbO 3.7 78

110 —enealogicalOWorkingOzistributionsOforOxayesianOModelOTestingOwithOPhylogeneticOUncertaintydO
SystematiclBiologybO2016bOlkbOhkfclj 8.4 72

Guy Baele

2



109 x‘w—L‘OipOImprovedOPerformancebOScalingbOandOUsabilityOforOaO ighcPerformanceOyomputingOLibraryO
forOStatisticalOPhylogeneticsdOSystematiclBiologybO2019bOlnbOgfkhcgflg 8.4 71

108 wirOtravelOisOassociatedOwithOintracontinentalOspreadOofOdengueOvirusOserotypesOgciOinOxrazildOPLoSl
NeglectedlTropicallDiseasesbO2014bOnbOehmlo 4.8 67

107 TheOgenealogicalOpopulationOdynamicsOofO IVcgOinOaOlargeOtransmissionOchainpObridgingOwithinOandO
amongOhostOevolutionaryOratesdOPLoSlComputationallBiologybO2014bOgfbOegffikfk 5 66

106 xayesianOevolutionaryOmodelOtestingOinOtheOphylogenomicsOerapOmatchingOmodelOcomplexityOwithO
computationalOefficiencydOBioinformaticsbO2013bOhobOgomfco 7.2 65

105 ‘mergingOyonceptsOofOzataOIntegrationOinOPathogenOPhylodynamicsdOSystematiclBiologybO2017bOllbOejmcelk8.4 55

104 InferringOheterogeneousOevolutionaryOprocessesOthroughOtimepOfromOsequenceOsubstitutionOtoO
phylogeographydOSystematiclBiologybO2014bOlibOjoickfj 8.4 54

103 wccommodatingOindividualOtravelOhistoryOandOunsampledOdiversityOinOxayesianOphylogeographicO
inferenceOofOSwRScyoVchdONaturelCommunicationsbO2020bOggbOkggf 17.4 49

102
SamplingObiasOandOincorrectOrootingOmakeOphylogeneticOnetworkOtracingOofOSwRScyOVchOinfectionsO
unreliabledOProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericabO2020bO
ggmbOghkhhcghkhi

11.5 46

101 TravelOSurveillanceOandO—enomicsOUncoverOaO iddenOZikaOOutbreakOduringOtheOWaningO‘pidemicdO
CellbO2019bOgmnbOgfkmcgfmgdegg 56.2 45

100  ostOecologyOdeterminesOtheOdispersalOpatternsOofOaOplantOvirusdOViruslEvolutionbO2015bOgbOvevfgl 3.7 43

99 wOscreeningOmethodologyObasedOonORandomO’orestsOtoOimproveOtheOdetectionOofOgenecgeneO
interactionsdOEuropeanlJournalloflHumanlGeneticsbO2010bOgnbOgghmcih 5.3 41

98 SpatiotemporalOinvasionOdynamicsOofOSwRScyoVchOlineageOxdgdgdmOemergencedOSciencebO2021bOimibOnnocnok33.3 41

97 InterspecificOhybridizationOfacilitatesOnicheOadaptationOinObeerOyeastdONaturelEcologylandlEvolutionbO
2019bOibOgklhcgkmk 12.3 41

96 PhylodynamicOassessmentOofOinterventionOstrategiesOforOtheOWestOwfricanO‘bolaOvirusOoutbreakdO
NaturelCommunicationsbO2018bOobOhhhh 17.4 39

95 UntanglingOintroductionsOandOpersistenceOinOyOVIzcgoOresurgenceOinO‘uropedONaturebO2021bOkokbOmgicmgm50.4 37

94 —enomicO‘pidemiologybO‘volutionbOandOTransmissionOzynamicsOofOPorcineOzeltacoronavirusdO
MolecularlBiologylandlEvolutionbO2020bOimbOhljgchlkj 8.3 36

93 wOPhylodynamicOWorkflowOtoORapidlyO—ainOInsightsOintoOtheOzispersalO istoryOandOzynamicsOofO
SwRScyoVchOLineagesdOMolecularlBiologylandlEvolutionbO2021bOinbOglfncglgi 8.3 36

92 xayesianOInferenceORevealsO ostcSpecificOyontributionsOtoOtheO‘pidemicO‘xpansionOofOInfluenzaOwO
 kNgdOMolecularlBiologylandlEvolutionbO2015bOihbOihljcmk 8.3 34

(2015-2019)

3



91 yonsiderableOescapeOofOSwRScyoVchOOmicronOtoOantibodyOneutralizationdONatureb 50.4 34

90 xayesianOestimationOofOpastOpopulationOdynamicsOinOx‘wSTOgdgfOusingOtheOSkygridOcoalescentO
modeldOMolecularlBiologylandlEvolutionbO2019bO 8.3 29

89 RecentOadvancesOinOcomputationalOphylodynamicsdOCurrentlOpinionlinlVirologybO2018bOigbOhjcih 7.5 29

88 xayesianO‘valuationOofOTemporalOSignalOinOMeasurablyO‘volvingOPopulationsdOMolecularlBiologylandl
EvolutionbO2020bOimbOiiliciimo 8.3 27

87 —lobalOdisparitiesOinOSwRScyoVchOgenomicOsurveillanceO2021bO 26

86 zistinctOratesOandOpatternsOofOspreadOofOtheOmajorO IVcgOsubtypesOinOyentralOandO‘astOwfricadOPLoSl
PathogensbO2019bOgkbOegffmoml 7.6 25

85 xayesianOInferenceOofO‘volutionaryO istoriesOunderOTimeczependentOSubstitutionORatesdOMolecularl
BiologylandlEvolutionbO2019bOilbOgmoicgnfi 8.3 24

84 wOmodelcbasedOapproachOtoOstudyOnearestcneighborOinfluencesOrevealsOcomplexOsubstitutionO
patternsOinOnonccodingOsequencesdOSystematiclBiologybO2008bOkmbOlmkcoh 8.4 24

83 wnOimprovedOstatisticalOmethodOforOdetectingOheterotachyOinOnucleotideOsequencesdOMolecularl
BiologylandlEvolutionbO2006bOhibOgiomcjfk 8.3 24

82 TemporalOsignalOandOtheOphylodynamicOthresholdOofOSwRScyoVch 24

81 StabilityOofOselectedOchlorinatedOthiazideOdiureticsdOJournalloflPharmaceuticallandlBiomedicall
AnalysisbO2009bOjobOkgochj 3.5 23

80 SerumOneutralizationOofOSwRScyoVchOOmicronOsublineagesOxwdgOandOxwdhOinOpatientsOreceivingO
monoclonalOantibodiesddONaturelMedicinebO2022bO 50.5 22

79 wdaptiveOMyMyOinOxayesianOphylogeneticspOanOapplicationOtoOanalyzingOpartitionedOdataOinOx‘wSTdO
BioinformaticsbO2017bOiibOgmoncgnfk 7.2 21

78 TheOepidemicOdynamicsOofOhepatitisOyOvirusOsubtypesOjaOandOjdOinOSaudiOwrabiadOScientificlReportsbO
2017bOmbOjjojm 4.9 19

77 ˇ�xUSSpOaOparallelOx‘wSTex‘w—L‘OutilityOforOsequenceOsimulationOunderOcomplexOevolutionaryO
scenariosdOBMClBioinformaticsbO2014bOgkbOgii 3.6 18

76 UsingOphylogeographicOapproachesOtoOanalyseOtheOdispersalOhistorybOvelocityOandOdirectionOofOviralO
lineages´ c´ wpplicationOtoOrabiesOvirusOspreadOinOIrandOMolecularlEcologybO2019bOhnbOjiikcjikf 5.7 17

75 wORelaxedOzirectionalORandomOWalkOModelOforOPhylogeneticOTraitO‘volutiondOSystematiclBiologybO
2017bOllbOhoocigo 8.4 16

74 wOphylodynamicOworkflowOtoOrapidlyOgainOinsightsOintoOtheOdispersalOhistoryOandOdynamicsOofO
SwRScyoVchOlineages 16

Guy Baele

4



73
Subc‘pidemicsO‘xplainOLocalizedO ighOPrevalenceOofOReducedOSusceptibilityOtoORilpivirineOinO
TreatmentcNaiveO IVcgcInfectedOPatientspOSubtypeOandO—eographicOyompartmentalizationOofO
xaselineOResistanceOMutationsdOAIDSlResearchlandlHumanlRetrovirusesbO2016bOihbOjhmcii

1.6 14

72  ostO—eneticOVariationOzoesONotOzetermineOSpatiocTemporalOPatternsOofO‘uropeanOxatOgO
LyssavirusdOGenomelBiologylandlEvolutionbO2017bOobOihfhcihgi 3.9 14

71 InterpretationOofOurinaryOconcentrationsOofOpseudoephedrineOandOitsOmetaboliteOcathineOinOrelationO
toOdopingOcontroldODruglTestinglandlAnalysisbO2009bOgbOhfocgi 3.5 14

70 ModellingOtheOancestralOsequenceOdistributionOandOmodelOfrequenciesOinOcontextcdependentO
modelsOforOprimateOnonccodingOsequencesdOBMClEvolutionarylBiologybO2010bOgfbOhjj 3 14

69 ‘mergenceOandOspreadOofOSwRScyoVchOlineageOxdgdlhfOwithOvariantOofOconcernclikeOmutationsOandO
deletionsdONaturelCommunicationsbO2021bOghbOkmlo 17.4 14

68 Phylo—eoToolpOinteractivelyOexploringOlargeOphylogeniesOinOanOepidemiologicalOcontextdO
BioinformaticsbO2017bOiibOiooiciook 7.2 13

67 zisentanglingOtheOimpactOofOwithinchostOevolutionOandOtransmissionOdynamicsOonOtheOtempoOofO
 IVcgOevolutiondOAidsbO2015bOhobOgkjockl 3.5 13

66 RadiationOofOtheOcorallineOredOalgaeOWyorallinophycidaebORhodophytaYOcrownOgroupOasOinferredOfromO
aOmultilocusOtimeccalibratedOphylogenydOMolecularlPhylogeneticslandlEvolutionbO2020bOgkfbOgflnjk 4.1 12

65 SamplingObiasOandOmodelOchoiceOinOcontinuousOphylogeographypO—ettingOlostOonOaOrandomOwalkdO
PLoSlComputationallBiologybO2021bOgmbOegffnklg 5 12

64 UsingOnoncreversibleOcontextcdependentOevolutionaryOmodelsOtoOstudyOsubstitutionOpatternsOinO
primateOnonccodingOsequencesdOJournalloflMolecularlEvolutionbO2010bOmgbOijckf 3.1 11

63 TravelcdrivenOemergenceOandOspreadOofOSwRScyoVchOlineageOxdgdlhfOwithOmultipleOVOyclikeO
mutationsOandOdeletionsOinO‘urope 11

62 LyingOinOwaitpOtheOresurgenceOofOdengueOvirusOafterOtheOZikaOepidemicOinOxrazildONaturel
CommunicationsbO2021bOghbOhlgo 17.4 11

61 QuantifyingONextO—enerationOSequencingOSampleOPrecProcessingOxiasOinO IVcgOyompleteO—enomeO
SequencingdOVirusesbO2016bOnbO 6.2 11

60 IdentifyingOtheOpatternsOandOdriversOofOenzooticOdynamicsOusingOreservoirOsamplingdOViruslEvolutionbO
2019bOkbOvezffo 3.7 10

59 OnlineOxayesianOPhylodynamicOInferenceOinOx‘wSTOwithOwpplicationOtoO‘pidemicOReconstructiondO
MolecularlBiologylandlEvolutionbO2020bOimbOgnihcgnjh 8.3 9

58 IdentifyingOpredictorsOofOtimecinhomogeneousOviralOevolutionaryOprocessesdOViruslEvolutionbO2016bOhbOvewfhi3.7 9

57 OpencendedOoncboardO‘volutionaryORoboticsOforOrobotOswarmsO2009bO 9

56 xayesianO‘valuationOofOTemporalOSignalOinOMeasurablyO‘volvingOPopulations 9

(-2016)

5



55 zivergenceOdatingOusingOmixedOeffectsOclockOmodellingpOwnOapplicationOtoO IVcgdOViruslEvolutionbO
2019bOkbOvezfil 3.7 8

54 ‘fficientOcontextcdependentOmodelObuildingObasedOonOclusteringOposteriorOdistributionsOforO
nonccodingOsequencesdOBMClEvolutionarylBiologybO2009bOobOnm 3 8

53 PhylogeneticO’actorOwnalysisdOSystematiclBiologybO2018bOlmbOinjcioo 8.4 8

52 wdvancesOinOVisualizationOToolsOforOPhylogenomicOandOPhylodynamicOStudiesOofOViralOziseasesdO
FrontierslinlPubliclHealthbO2019bOmbOhfn 6 7

51 MassiveOparallelizationOboostsObigOxayesianOmultidimensionalOscalingdOJournalloflComputationallandl
GraphicallStatisticsbO2021bOifbOggchj 1.4 7

50 nosoipOwOstochasticOagentcbasedOtransmissionOchainOsimulationOframeworkOinOrdOMethodslinlEcologyl
andlEvolutionbO2020bOggbOgffhcgffm 7.7 6

49 wccountingOforOpopulationOstructureOrevealsOambiguityOinOtheOZaireO‘bolavirusOreservoirOdynamicsdO
PLoSlNeglectedlTropicallDiseasesbO2020bOgjbOefffnggm 4.8 6

48 InOSearchOofOyovariatesOofO IVcgOSubtypeOxOSpreadOinOtheOUnitedOStatescwOyautionaryOTaleOofO
LargecScaleOxayesianOPhylogeographydOVirusesbO2020bOghbO 6.2 6

47 —enomicOSequencingOofOSwRScyoVchOinORwandapOevolutionOandOregionalOdynamics 6

46  ostOrelatednessOandOlandscapeOconnectivityOshapeOpathogenOspreadOinOtheOpumabOaOlargeOsecretiveO
carnivoredOCommunicationslBiologybO2021bOjbOgh 6.7 6

45 SwRScyoVchO‘uropeanOresurgenceOforetoldpOinterplayOofOintroductionsOandOpersistenceObyO
leveragingOgenomicOandOmobilityOdataO2021bO 6

44 —radientsOzoO—rowOonOTreespOwOLinearcTimeOOWNYczimensionalO—radientOforOStatisticalO
PhylogeneticsdOMolecularlBiologylandlEvolutionbO2020bOimbOifjmciflf 8.3 5

43 PlioceneOcolonizationOofOtheOMediterraneanObyO—reatOWhiteOSharkOinferredOfromOfossilOrecordsbO
historicalOjawsbOphylogeographicOandOdivergenceOtimeOanalysesdOJournalloflBiogeographybO2020bOjmbOgggocggho4.1 5

42 OnOwdaptiveOSelfcOrganizationOinOwrtificialORobotOOrganismsO2009bO 5

41  amiltonianOMonteOyarloOsamplingOtoOestimateOpastOpopulationOdynamicsOusingOtheOskygridO
coalescentOmodelOinOaOxayesianOphylogeneticsOframeworkdOWellcomelOpenlResearchbO2020bOkbOki 4.8 5

40 wccommodatingOindividualOtravelOhistorybOglobalOmobilitybOandOunsampledOdiversityOinO
phylogeographypOaOSwRScyoVchOcaseOstudyO2020bO 5

39 xayesianOPhylogeographicOwnalysisOIncorporatingOPredictorsOandOIndividualOTravelO istoriesOinO
x‘wSTdOCurrentlProtocolsbO2021bOgbOeon 5

38 zispersalOdynamicsOofOSwRScyoVchOlineagesOduringOtheOfirstOepidemicOwaveOinONewOYorkOyitydOPLoSl
PathogensbO2021bOgmbOegffokmg 7.6 5

Guy Baele

6



37 wntibodyOescapeOandOglobalOspreadOofOSwRScyoVchOlineageOwdhmddONaturelCommunicationsbO2022bOgibOggkh17.4 5

36
yontextczependentO‘volutionaryOModelsOforONoncyodingOSequencespOwnOOverviewOofOSeveralO
zecadesOofOResearchOandOanOwnalysisOofOLaurasiatheriaOandOPrimateO‘volutiondOEvolutionarylBiologybO
2012bOiobOlgcnh

3 4

35 IncorporatingOheterogeneousOsamplingOprobabilitiesOinOcontinuousOphylogeographicOinferenceOcO
wpplicationOtoO kNgOspreadOinOtheOMekongOregiondOBioinformaticsbO2020bOilbOhfonchgfj 7.2 4

34 MathematicalOmodellingOandOphylodynamicsOforOtheOstudyOofOdogOrabiesOdynamicsOandOcontrolpOwO
scopingOreviewdOPLoSlNeglectedlTropicallDiseasesbO2021bOgkbOefffojjo 4.8 4

33  ighcPerformanceOyomputingOinOxayesianOPhylogeneticsOandOPhylodynamicsOUsingOx‘w—L‘dO
MethodslinlMolecularlBiologybO2019bOgogfbOlogcmhh 1.4 3

32 yontextcdependentOcodonOpartitionOmodelsOprovideOsignificantOincreasesOinOmodelOfitOinOatpxOandO
rbcLOproteinccodingOgenesdOBMClEvolutionarylBiologybO2011bOggbOgjk 3 3

31 yontextcspecificOemergenceOandOgrowthOofOtheOSwRScyoVchOzeltaOvariantdO2021bO 3

30 PhylogeographyOrevealsOassociationObetweenOswineOtradeOandOtheOspreadOofOporcineOepidemicO
diarrheaOvirusOinOyhinaOandOacrossOtheOworldddOMolecularlBiologylandlEvolutionbO2021bO 8.3 3

29 xayesianOcodonOsubstitutionOmodellingOtoOidentifyOsourcesOofOpathogenOevolutionaryOrateOvariationdO
MicrobiallGenomicsbO2016bOhbOeffffkm 4.4 3

28 LyingOinOwaitpOtheOresurgenceOofOdengueOvirusOafterOtheOZikaOepidemicOinOxrazil 3

27 VariantOwnalysisOofOSwRScyoVchO—enomesOfromOxelgianOMilitaryOPersonnelO‘ngagedOinOOverseasO
MissionsOandOOperationsdOVirusesbO2021bOgibO 6.2 3

26 IntrahostOspeciationsOandOhostOswitchesOplayedOanOimportantOroleOinOtheOevolutionOofOherpesvirusesdO
ViruslEvolutionbO2021bOmbOveabfhk 3.7 3

25 UniversalOyOVIzcgoOvaccineOwithOupdatedOspikeOantigenOconfersOfullOprotectionOagainstOallO
SwRScyoVchOvariantsOofOconcern 2

24 TracingOfootcandcmouthOdiseaseOvirusOphylogeographicalOpatternsOandOtransmissionOdynamics 2

23 VirusOgenomesOrevealOtheOfactorsOthatOspreadOandOsustainedOtheOWestOwfricanO‘bolaOepidemic 2

22 TheOphylodynamicsOofOSwRScyoVchOduringOhfhfOinO’inlandOâ��OzisappearanceOandOrecemergenceOofO
introducedOstrainsd 2

21 MarkovcModulatedOyontinuouscTimeOMarkovOyhainsOtoOIdentifyOSitecOandOxranchcSpecificO
‘volutionaryOVariationOinOx‘wSTdOSystematiclBiologybO2021bOmfbOgngcgno 8.4 2

20 —enomicOsequencingOofOSwRScyoVchOinORwandaOrevealsOtheOimportanceOofOincomingOtravelersOonO
lineageOdiversitydONaturelCommunicationsbO2021bOghbOkmfk 17.4 2

(2021-2022)

7



19 ‘xploitingOgenomicOsurveillanceOtoOmapOtheOspatioctemporalOdispersalOofOSwRScyoVchOspikeO
mutationsOinOxelgiumOacrossOhfhfdOScientificlReportsbO2021bOggbOgnknf 4.9 2

18 yontextcspecificOemergenceOandOgrowthOofOtheOSwRScyoVchOzeltaOvariantdO2021bO 2

17 wObiocinspiredOagentcbasedOsystemOforOcontrollingOrobotObehaviourO2011bO 1

16 IdentificationOofOtheO’irstOSwRScyoVchOLineageOxdgdgdkhoOVirusOzetectedOinO‘uropeddOMicrobiologyl
ResourcelAnnouncementsbO2022bOefgglghg 1.3 1

15 InternationalOtravelersOandOgenomicsOuncoverOaOâ��hiddenâ��OZikaOoutbreak 1

14 PhylodynamicOassessmentOofOinterventionOstrategiesOforOtheOWestOwfricanO‘bolaOvirusOoutbreak 1

13 QuantifyingOratesOofO IVcgOflowObetweenOriskOgroupsOandOgeographicOlocationsOinOKenyapOwO
countrycwideOphylogeneticOstudyddOViruslEvolutionbO2022bOnbOveacfgl 3.7 1

12 ReconstructionOofOtheOOriginOandOzispersalOofOtheOWorldwideOzominantO epatitisOxOVirusO
SubgenotypeOzgdOViruslEvolutionb 3.7 1

11 YMrywpOImprovingOYcchromosomalOancestorOtimeOestimationOforOzNwOkinshipOresearchdOHumanl
MutationbO2021bOjhbOgifmcgihf 4.7 0

10 yomplexOevolutionaryOhistoryOofOfelidOanellovirusesdOVirologybO2021bOklhbOgmlcgno 3.6 0

9 —enomecwideOdiversityOofOZikaOviruspO‘xploringOspatioctemporalOdynamicsOtoOguideOaOnewO
nomenclatureOproposalddOViruslEvolutionbO2022bOnbOveacfho 3.7 0

8 PhycovaOcOaOtoolOforOexploringOcovariatesOofOpathogenOspreadddOViruslEvolutionbO2022bOnbOveacfgk 3.7 0

7 ‘volutionaryOhistoryOandOintroductionOofOSwRScyoVchOwlphaOVOyexdgdgdmOinOPakistanOthroughO
internationalOtravelersddOViruslEvolutionbO2022bOnbOveacfhf 3.7 0

6 TwoOSeparateOylustersOofOSwRScyoVchOzeltaOVariantOInfectionsOinOwO—roupOofOjgOStudentsOTravellingO
fromOIndiapOwnOIllustrationOofOtheONeedOforORigorousOTestingOandOQuarantinedOVirusesbO2022bOgjbOggon 6.2 0

5 RegionalOeffectOonOtheOmolecularOclockOrateOofOproteinOevolutionOinO‘utherianOandOMetatherianO
genomesdOBmclEcologylandlEvolutionbO2021bOhgbOgki 21

4 SamplingObiasOandOmodelOchoiceOinOcontinuousOphylogeographypO—ettingOlostOonOaOrandomOwalkO2021
bOgmbOegffnklg

3 SamplingObiasOandOmodelOchoiceOinOcontinuousOphylogeographypO—ettingOlostOonOaOrandomOwalkO2021
bOgmbOegffnklg

2 SamplingObiasOandOmodelOchoiceOinOcontinuousOphylogeographypO—ettingOlostOonOaOrandomOwalkO2021
bOgmbOegffnklg

Guy Baele

8



1 SamplingObiasOandOmodelOchoiceOinOcontinuousOphylogeographypO—ettingOlostOonOaOrandomOwalkO2021
bOgmbOegffnklg

List of Publications

9


