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i Paper IF Citations

174 wellPhynMaccurateMandMfastMprobabilisticMinferenceMofMsingleacellMphylogeniesMfromMscxNuaseqMdatabbM
GenomeZBiology_M2022_Mfg_Mgk 18.3 1

173 MitochondrialMgenomeMsequencingMofMmarineMleukaemiasMrevealsMcancerMcontagionMbetweenMclamM
speciesMinMtheMSeasMofMSouthernMyuropebbMELife_M2022_Mee_M 8.9 2

172 SuRSawoVafMyvolutionMandMSpikeaSpecificMwxhYMTawellMResponseMinMPersistentMwOVïxaemMwithMSevereM
HïVMïmmuneMSuppressionbbMMicroorganisms_M2022_Med_M 4.9 3

171 LimitedMgenomicMreconstructionMofMSuRSawoVafMtransmissionMhistoryMwithinMlocalMepidemiologicalM
clustersbbMVirusZEvolution_M2022_Ml_Mveacddl 3.7 0

170 SingleacellMmtxNuMheteroplasmyMinMcolorectalMcancerbbMGenomics_M2022_Meeh_Meedgei 4.3

169 SuRSawoVafMgenomicMdiversityMandMtheMimplicationsMforMqRTaPwRMdiagnosticsMandMtransmissionbM
GenomeZResearch_M2021_Mge_Mjgiajhh 9.7 20

168 OmniSuRSfnMuMHighlyMSensitiveMandMSpecificMRTaqPwRavasedMwOVïxaemMxiagnosticMMethodMxesignedM
toMWithstandMSuRSawoVafMLineageMyvolutionbMBiomedicines_M2021_Mm_M 4.8 1

167 woalescentMmodelsMderivedMfromMbirthadeathMprocessesbMTheoreticalZPopulationZBiology_M2021_Mehf_Meaee 1.2 0

166 zelsensteinMPhylogeneticMLikelihoodbMJournalZofZMolecularZEvolution_M2021_Mlm_Meghaehi 3.1 0

165 wellwoalnMwoalescentMSimulationMofMSingleawellMSequencingMSamplesbMMolecularZBiologyZandZEvolution_M
2020_Mgk_Meigiaeihf 8.3 8

164 MassiveMgeneMpresenceaabsenceMvariationMshapesManMopenMpanagenomeMinMtheMMediterraneanM
musselbMGenomeZBiology_M2020_Mfe_Mfki 18.3 42

163 MalignantMtransformationMandMgeneticMalterationsMareMuncoupledMinMearlyMcolorectalMcancerM
progressionbMBMCZBiology_M2020_Mel_Meej 7.3 3

162 ModelTestaNGnMuMNewMandMScalableMToolMforMtheMSelectionMofMxNuMandMProteinMyvolutionaryMModelsbM
MolecularZBiologyZandZEvolution_M2020_Mgk_Mfmeafmh 8.3 372

161 PhylogenomicsMsuggestsMoxygenMavailabilityMasMaMdrivingMforceMinMThaumarchaeotaMevolutionbMISMEZ
Journal_M2019_Meg_Mfeidafeje 11.9 48

160 RapidMevolutionMandMbiogeographicMspreadMinMaMcolorectalMcancerbMNatureZCommunications_M2019_Med_Miegm17.4 20

159 NGSphynMphylogenomicMsimulationMofMnextagenerationMsequencingMdatabMBioinformatics_M2018_Mgh_Mfidjafidk7.2 3

158 SensitivityMtoMsequencingMdepthMinMsingleacellMcancerMgenomicsbMGenomeZMedicine_M2018_Med_Mfm 14.4 11
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157 SelectiveMPressuresMonMHumanMwancerMGenesMalongMtheMyvolutionMofMMammalsbMGenes_M2018_Mm_M 4.2 16

156 RecPhyloXMLnMaMformatMforMreconciledMgeneMtreesbMBioinformatics_M2018_Mgh_Mgjhjagjif 7.2 8

155 SpeciesMTreeMystimationMfromMGenomeaWideMxataMwithMguenomubMMethodsZinZMolecularZBiology_M
2017_Meifi_Mhjeahkl 1.4 11

154 wlassifyingMtheMevolutionaryMandMecologicalMfeaturesMofMneoplasmsbMNatureZReviewsZCancer_M2017_Mek_Mjdiajem31.3 208

153 MultiregionalMTumorMTreesMureMNotMPhylogeniesbMTrendsZinZCancer_M2017_Mg_Mihjaiid 12.5 37

152 MultilocusMinferenceMofMspeciesMtreesMandMxNuMbarcodingbMPhilosophicalZTransactionsZofZtheZRoyalZ
SocietyZB:ZBiologicalZSciences_M2016_Mgke_M 5.8 48

151 uMcomparisonMofMtoolsMforMtheMsimulationMofMgenomicMnextagenerationMsequencingMdatabMNatureZ
ReviewsZGenetics_M2016_Mek_Mhimajm 30.1 97

150 ïnfinitelyMlongMbranchesMandManMinformalMtestMofMcommonMancestrybMBiologyZDirect_M2016_Mee_Mem 7.2 4

149 uMvayesianMSupertreeMModelMforMGenomeaWideMSpeciesMTreeMReconstructionbMSystematicZBiology_M
2016_Mji_Mgmkahej 8.4 27

148 SimPhynMPhylogenomicMSimulationMofMGene_MLocus_MandMSpeciesMTreesbMSystematicZBiology_M2016_Mji_Mgghahh8.4 76

147 uMzirstMïnsightMintoMtheMGenomeMofMtheMzilterazeederMMusselMMytilusMgalloprovincialisbMPLoSZONE_M
2016_Mee_Medeieije 3.7 90

146 udaptingMReproducibleMResearchMwapabilitiesMtoMResilientMxistributedMwalculationsbMInternationalZ
JournalZofZGridZandZHighZPerformanceZComputing_M2016_Ml_Milajm 0.7

145
yvolutionaryMhistoryMofTrachylepisskinksMinMtheMSeychellesMislandsnMintrogressiveMhybridization_M
morphologicalMevolutionMandMgeographicMstructurebMBiologicalZJournalZofZtheZLinneanZSociety_M2016_M
eem_Meiagj

1.9 8

144 woduvwnMaMcomputationalMframeworkMtoMcoestimateMrecombination_Msubstitution_MandMmolecularM
adaptationMratesMbyMapproximateMvayesianMcomputationbMMolecularZBiologyZandZEvolution_M2015_Mgf_Meedmaef8.3 17

143 RNuaSeqMinMMytilusMgalloprovincialisnMcomparativeMtranscriptomicsMandMexpressionMprofilesMamongM
differentMtissuesbMBMCZGenomics_M2015_Mej_Mkfl 4.5 70

142 woestimationMofMrecombination_MsubstitutionMandMmolecularMadaptationMratesMbyMapproximateM
vayesianMcomputationbMHeredity_M2014_Meef_Mfiiajh 3.6 27

141 UnsortedMhomologyMwithinMlocusMandMspeciesMtreesbMSystematicZBiology_M2014_Mjg_Mmllamf 8.4 6

140 HïVMepidemiologybMTheMearlyMspreadMandMepidemicMignitionMofMHïVaeMinMhumanMpopulationsbMScience_M
2014_Mghj_Mijaje 33.3 370

(2014-2018)
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139 HighaperformanceMcomputingMselectionMofMmodelsMofMxNuMsubstitutionMforMmulticoreMclustersbM
InternationalZJournalZofZHighZPerformanceZComputingZApplications_M2014_Mfl_Meefaefi 1.8 6

138 SimulationMofMgenomeawideMevolutionMunderMheterogeneousMsubstitutionMmodelsMandMcomplexM
multispeciesMcoalescentMhistoriesbMMolecularZBiologyZandZEvolution_M2014_Mge_Mefmiagde 8.3 30

137 jmodeltestborgnMselectionMofMnucleotideMsubstitutionMmodelsMonMtheMcloudbMBioinformatics_M2014_Mgd_Megedae7.2 55

136 uMzaultMTolerantMWorkflowMforMReproducibleMResearchM2014_M 1

135 OriginMandMlengthMdistributionMofMunidirectionalMprokaryoticMoverlappingMgenesbMGu:ZGenesnZGenomesnZ
Genetics_M2014_Mh_Memafk 3.2 8

134 TestingMforMuniversalMcommonMancestrybMSystematicZBiology_M2014_Mjg_Mlglahf 8.4 7

133 TheMïnfluenceMofMReMcombinationMonMtheMystimationMofMSelectionMfromMwodingMSequenceMulignmentsM
2014_Meefaefi 10

132 TheMevolutionMandMappearanceMofMwgMduplicationsMinMfishMoriginateManMexclusiveMteleostMcgMgeneMformM
withMantiainflammatoryMactivitybMPLoSZONE_M2014_Mm_Memmjkg 3.7 35

131 TheMinversionMofMtheMwontrolMRegionMinMthreeMmitogenomesMprovidesMfurtherMevidenceMforManM
asymmetricMmodelMofMvertebrateMmtxNuMreplicationbMPLoSZONE_M2014_Mm_Meedjjih 3.7 30

130 PhylogeographyMandMdiversificationMhistoryMofMtheMdayageckoMgenusMPhelsumaMinMtheMSeychellesM
islandsbMBMCZEvolutionaryZBiology_M2013_Meg_Mg 3 17

129 ProteinMevolutionMalongMphylogeneticMhistoriesMunderMstructurallyMconstrainedMsubstitutionMmodelsbM
Bioinformatics_M2013_Mfm_Mgdfdal 7.2 32

128
GeneMexpressionManalysisMofMclamsMRuditapesMphilippinarumMandMRuditapesMdecussatusMfollowingM
bacterialMinfectionMyieldsMmolecularMinsightsMintoMpathogenMresistanceMandMimmunitybMDevelopmentalZ
andZComparativeZImmunology_M2012_Mgj_Mehdam

3.2 45

127 jModelTestMfnMmoreMmodels_MnewMheuristicsMandMparallelMcomputingbMNatureZMethods_M2012_Mm_Mkkf 21.6 9965

126 ïnsightsMintoMoriginsMofMHumanMTacellMLymphotropicMVirusMTypeMeMbasedMonMnewMstrainsMfromM
aboriginalMpeopleMofMwanadabMInfectionnZGeneticsZandZEvolution_M2012_Mef_Melffagd 4.5 5

125 TheMevolutionMofMtheMmitochondrialMgeneticMcodeMinMarthropodsMrevisitedbMMitochondrialZDNA_M2012_M
fg_Mlhame 25

124 ProvingMuniversalMcommonMancestryMwithMsimilarMsequencesbMTrendsZinZEvolutionaryZBiology_M2012_Mh_M 3

123 vaseapairingMversatilityMdeterminesMwobbleMsitesMinMtRNuManticodonsMofMvertebrateMmitogenomesbM
PLoSZONE_M2012_Mk_Megjjdi 3.7 2

122 SimulationMofMcodingMsequenceMevolutionM2012_Mefjaegf 3
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121
ïndividualMsequenceMvariabilityMandMfunctionalMactivitiesMofMfibrinogenarelatedMproteinsMVzRyPsWMinMtheM
MediterraneanMmusselMVMytilusMgalloprovincialisWMsuggestMancientMandMcomplexMimmuneMrecognitionM
modelsMinMinvertebratesbMDevelopmentalZandZComparativeZImmunology_M2011_Mgi_Mgghahh

3.2 81

120 unalysingMrecombinationMinMnucleotideMsequencesbMMolecularZEcologyZResources_M2011_Mee_Mmhgaii 8.4 85

119 PhylodynamicsMofMHïVaeMfromMaMphaseMïïïMuïxSMvaccineMtrialMinMvangkok_MThailandbMPLoSZONE_M2011_Mj_Meejmdf3.7 31

118 GenomeawideMheterogeneityMofMnucleotideMsubstitutionMmodelMfitbMGenomeZBiologyZandZEvolution_M
2011_Mg_Mlmjamdl 3.9 28

117
wrypticMdiversityMwithinMtheMendemicMprehensileatailedMgeckoMUrocotyledonMinexpectataMacrossMtheM
SeychellesMïslandsnMpatternsMofMphylogeographicalMstructureMandMisolationMatMtheMmultilocusMlevelbM
BiologicalZJournalZofZtheZLinneanZSociety_M2011_Medh_Mekkaeme

1.9 17

116 HïVaeMinfectedMmonozygoticMtwinsnMaMtaleMofMtwoMoutcomesbMBMCZEvolutionaryZBiology_M2011_Mee_Mjf 3 10

115 HPwMselectionMofMmodelsMofMxNuMsubstitutionM2011_M 2

114 ProtTestMgnMfastMselectionMofMbestafitMmodelsMofMproteinMevolutionbMBioinformatics_M2011_Mfk_Meejhai 7.2 1864

113 ProtTestaHPwnMzastMSelectionMofMvestazitMModelsMofMProteinMyvolutionbMLectureZNotesZinZComputerZ
Science_M2011_Mekkaelh 0.9 18

112 PhylogeneticMsystematicsMofMdayMgeckos_MgenusMPhelsuma_MbasedMonMmolecularMandMmorphologicalM
dataMVSquamatanMGekkonidaeWbMZootaxa_M2010_Mfhfm_Me 0.5 28

111 woalescentMsimulationMofMintracodonMrecombinationbMGenetics_M2010_Melh_Mhfmagk 4 55

110 PhylodynamicsMofMHïVaeMfromMaMphaseaïïïMuïxSMvaccineMtrialMinMNorthMumericabMMolecularZBiologyZandZ
Evolution_M2010_Mfk_Mhekafi 8.3 18

109 RxPgnMaMflexibleMandMfastMcomputerMprogramMforManalyzingMrecombinationbMBioinformatics_M2010_Mfj_Mfhjfag7.2 1392

108 TheMeffectMofMrecombinationMonMtheMreconstructionMofMancestralMsequencesbMGenetics_M2010_Melh_Meeggam 4 54

107 uLTyRnMprogramaorientedMconversionMofMxNuMandMproteinMalignmentsbMNucleicZAcidsZResearch_M2010_M
gl_MWehal 20.1 265

106 TheMmusselMXenostrobusMsecurisnMaMwellaestablishedMalienMinvaderMinMtheMRiaMdeMVigoMVSpain_MNyM
utlanticWbMBiologicalZInvasions_M2010_Mef_Mfdmeafedg 2.7 39

105 wharacterizationMofMphylogeneticMnetworksMwithMNetTestbMBMCZBioinformatics_M2010_Mee_Mfjl 3.6 11

104 GridMselectionMofMmodelsMofMnucleotideMsubstitutionbMStudiesZinZHealthZTechnologyZandZInformatics_M
2010_Meim_Mfhhal 0.5

(2010-2011)
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103 womputationalMdesignMofMcentralizedMHïVaeMgenesbMCurrentZHIVZResearch_M2010_Ml_Mjegafe 1.3 23

102 uccurateMSelectionMofMModelsMofMProteinMyvolutionbMAdvancesZinZIntelligentZandZSoftZComputing_M2010_Meekaefe

101 unMevolutionaryMmodelabasedMalgorithmMforMaccurateMphylogeneticMbreakpointMmappingMandM
subtypeMpredictionMinMHïVaebMPLoSZComputationalZBiology_M2009_Mi_Meedddile 5 130

100 ureMtheMsexual_MsomaticMandMgeneticMcharactersMenoughMtoMsolveMnomenclaturalMproblemsMinM
lumbricidMtaxonomysbMSoilZBiologyZandZBiochemistry_M2009_Mhe_Mffikaffke 7.5 42

99 LowamitochondrialMdiversityMandMlackMofMstructureMinMtheMvelvetMswimmingMcrabMNecoraMpuberMalongM
theMGalicianMcoastbMMarineZBiology_M2009_Meij_Medgmaedhl 2.5 17

98 WidespreadMgeneMconversionMofMalphaafafucosyltransferaseMgenesMinMmammalsbMJournalZofZMolecularZ
Evolution_M2009_Mjm_Mffage 3.1 22

97 MultigeneMphylogenyMofMMalagasyMdayMgeckosMofMtheMgenusMPhelsumabMMolecularZPhylogeneticsZandZ
Evolution_M2009_Mif_Migdak 4.1 40

96 MolecularMphylogenyMandMbiogeographicMhistoryMofMtheMyuropeanMMajaMspiderMcrabsMVxecapoda_M
MajidaeWbMMolecularZPhylogeneticsZandZEvolution_M2009_Mig_Mgeham 4.1 37

95 vioinformaticsMforMxNuMsequenceManalysisbMPrefacebMMethodsZinZMolecularZBiology_M2009_Migk_Mviiaviii 1.4 15

94 SelectionMofMmodelsMofMxNuMevolutionMwithMjModelTestbMMethodsZinZMolecularZBiology_M2009_Migk_Mmgaeef 1.4 176

93 uutomaticMPredictionMofMtheMGeneticMwodebMLectureZNotesZinZComputerZScience_M2009_Meefiaeefm 0.9 1

92 ythnicMdifferencesMinMtheMadaptationMrateMofMHïVMgpefdMfromMaMvaccineMtrialbMRetrovirology_M2009_Mj_Mjk 3.6 22

91 GeneticMcodeMpredictionMforMmetazoanMmitochondriaMwithMGenxecoderbMMethodsZinZMolecularZ
Biology_M2009_Migk_Mfggahf 1.4 6

90 GeneticMïdentificationMofMtheMNortheasternMutlanticMSpinyMSpiderMwrabMasMMajaMvrachydactylaMvalss_M
emffbMJournalZofZCrustaceanZBiology_M2008_Mfl_Mkjale 0.8 29

89 jModelTestnMphylogeneticMmodelMaveragingbMMolecularZBiologyZandZEvolution_M2008_Mfi_Mefigaj 8.3 8077

88 ïnvertedMreplicationMofMvertebrateMmitochondriabMMolecularZBiologyZandZEvolution_M2008_Mfi_Mldial 8.3 37

87 wharacterizationMofMreticulateMnetworksMbasedMonMtheMcoalescentMwithMrecombinationbMMolecularZ
BiologyZandZEvolution_M2008_Mfi_Mfiekafd 8.3 19

86 uMcomparisonMofMphylogeneticMnetworkMmethodsMusingMcomputerMsimulationbMPLoSZONE_M2008_Mg_Meemeg 3.7 87
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85 ïntrogressionMandMgeneticMstructureMinMnorthernMSpanishMutlanticMsalmonMVSalmoMsalarMLbWM
populationsMaccordingMtoMmtxNuMdatabMConservationZGenetics_M2008_Mm_Meikaejm 2.6 12

84 xiseaseMprogressionMandMevolutionMofMtheMHïVaeMenvMgeneMinMfhMinfectedMinfantsbMInfectionnZGeneticsZ
andZEvolution_M2008_Ml_Meedafd 4.5 20

83 GeneticMvariationMofMtheMspinyMspiderMcrabMMajaMbrachydactylaMinMtheMnortheasternMutlanticbMMarineZ
EcologyZoZProgressZSeries_M2008_Mgjf_Mfeeaffg 2.6 20

82
PhylogeneticMaffinitiesMofMwomoroanMandMyastMufricanMdayMgeckosMVgenusMPhelsumaWnMmultipleM
naturalMcolonisations_MintroductionsMandMislandMradiationsbMMolecularZPhylogeneticsZandZEvolution_M
2007_Mhg_Mjliamf

4.1 26

81 RecombinationMfavorsMtheMevolutionMofMdrugMresistanceMinMHïVaeMduringMantiretroviralMtherapybM
InfectionnZGeneticsZandZEvolution_M2007_Mk_Mhkjalg 4.5 37

80 SpatioatemporalMgeneticMvariabilityMinMseaMtroutMVSalmoMtruttaWMpopulationsMfromMnorthawesternM
SpainbMFreshwaterZBiology_M2007_Mif_Miedaifh 3.1 12

79 PhylogeneticMevidenceMforMmultipleMsympatricMecologicalMdiversificationMinMaMmarineMsnailbMEvolution;Z
InternationalZJournalZofZOrganicZEvolution_M2007_Mje_Mejddaef 3.8 81

78 RecodonnMcoalescentMsimulationMofMcodingMxNuMsequencesMwithMrecombination_MmigrationMandM
demographybMBMCZBioinformatics_M2007_Ml_Mhil 3.6 40

77 LackMofMtemporalMstructureMinMtheMshortMtermMHïVaeMevolutionMwithinMasymptomaticMnaˆflveMpatientsbM
Virology_M2007_Mgjf_Mfmhagdg 3.6 17

76 MturtnMaMnewMmodelMofMaminoMacidMreplacementMforMurthropodabMMolecularZBiologyZandZEvolution_M
2007_Mfh_Meai 8.3 127

75 unMexactMnonparametricMmethodMforMinferringMmosaicMstructureMinMsequenceMtripletsbMGenetics_M2007_M
ekj_Medgiahk 4 565

74 ïdentificationMofMgMphylogeneticallyMrelatedMHïVaeMvGMintersubtypeMcirculatingMrecombinantMformsMinM
wubabMJournalZofZAcquiredZImmuneZDeficiencyZSyndromesZhs999i_M2007_Mhi_Meieajd 3.1 21

73 GuRxnMaMgeneticMalgorithmMforMrecombinationMdetectionbMBioinformatics_M2006_Mff_Mgdmjal 7.2 581

72 RecombinationMestimationMunderMcomplexMevolutionaryMmodelsMwithMtheMcoalescentM
compositealikelihoodMmethodbMMolecularZBiologyZandZEvolution_M2006_Mfg_Mlekafk 8.3 35

71
LongitudinalMpopulationManalysisMofMdualMinfectionMwithMrecombinationMinMtwoMstrainsMofMHïVMtypeMeM
subtypeMvMinManMindividualMfromMaMPhaseMgMHïVMvaccineMefficacyMtrialbMAIDSZResearchZandZHumanZ
Retroviruses_M2006_Mff_Mmjlakl

1.6 7

70 uutomatedMphylogeneticMdetectionMofMrecombinationMusingMaMgeneticMalgorithmbMMolecularZBiologyZ
andZEvolution_M2006_Mfg_Melmeamde 8.3 679

69 ModelTestMServernMaMwebabasedMtoolMforMtheMstatisticalMselectionMofMmodelsMofMnucleotideM
substitutionMonlinebMNucleicZAcidsZResearch_M2006_Mgh_MWkddag 20.1 255

68 ParallelMevolutionMofMtheMgeneticMcodeMinMarthropodMmitochondrialMgenomesbMPLoSZBiology_M2006_Mh_Meefk 9.7 73

(2006-2008)
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67 GenxecodernMgeneticMcodeMpredictionMforMmetazoanMmitochondriabMNucleicZAcidsZResearch_M2006_Mgh_MWglmamg20.1 30

66 PerkinsoideMchabelardiMnbMgenb_MaMprotozoanMparasiteMwithManMintermediateMevolutionaryMpositionnM
possibleMcauseMofMtheMdecreaseMofMsardineMfisheriessbMEnvironmentalZMicrobiology_M2006_Ml_Meediaeh 5.2 21

65 NestedMcladeManalysisMstatisticsbMMolecularZEcologyZNotes_M2006_Mj_Mimdaimg 61

64 OnMtheMphylogeneticMplacementMofMhumanMTMcellMleukemiaMvirusMtypeMeMsequencesMassociatedMwithManM
undeanMmummybMInfectionnZGeneticsZandZEvolution_M2006_Mj_Mmeaj 4.5 9

63 GeneticMvariationMatMMHw_MmitochondrialMandMmicrosatelliteMlociMinMisolatedMpopulationsMofMvrownM
troutMVSalmoMtruttaWbMConservationZGenetics_M2006_Mk_Mieiaigd 2.6 49

62 ïdentificationMandMcharacterizationMofMmicrosatelliteMlociMinMtheMspinyMspiderMcrabMMajaMbrachydactylabM
ConservationZGenetics_M2006_Ml_Mfhiafhk 2.6 6

61 ProtTestnMselectionMofMbestafitMmodelsMofMproteinMevolutionbMBioinformatics_M2005_Mfe_Mfedhai 7.2 2556

60 uMmodifiedMbootscanMalgorithmMforMautomatedMidentificationMofMrecombinantMsequencesMandM
recombinationMbreakpointsbMAIDSZResearchZandZHumanZRetroviruses_M2005_Mfe_Mmlaedf 1.6 615

59 ïdentificationMofMaMnovelMHïVaeMcomplexMcirculatingMrecombinantMformMVwRzel_cpxWMofMwentralM
ufricanMoriginMinMwubabMAids_M2005_Mem_Meeiiajg 3.5 35

58 UsingMmodelsMofMnucleotideMevolutionMtoMbuildMphylogeneticMtreesbMDevelopmentalZandZComparativeZ
Immunology_M2005_Mfm_Mfeeafk 3.2 47

57
PolymorphismsMinMtheMsequencesMofMMarteiliaMinternalMtranscribedMspacerMregionMofMtheMribosomalM
RNuMgenesMVïTSaeWMinMSpainnMgeneticMtypesMareMnotMrelatedMwithMbivalveMhostsbMJournalZofZFishZDiseases_M
2005_Mfl_Mggeal

2.6 24

56 WidespreadMrecombinationMinMpublishedManimalMmtxNuMsequencesbMMolecularZBiologyZandZEvolution_M
2005_Mff_Mmfiagg 8.3 134

55 TheMevolutionaryMvalueMofMrecombinationMisMconstrainedMbyMgenomeMmodularitybMPLoSZGenetics_M2005_M
e_Meie 6 95

54 TreeScannMaMbioinformaticMapplicationMtoMsearchMforMgenotypecphenotypeMassociationsMusingM
haplotypeMtreesbMBioinformatics_M2005_Mfe_Mfegdaf 7.2 25

53 TreeMscanningnMaMmethodMforMusingMhaplotypeMtreesMinMphenotypecgenotypeMassociationMstudiesbM
Genetics_M2005_Mejm_Mhheaig 4 72

52 RxPfnMrecombinationMdetectionMandManalysisMfromMsequenceMalignmentsbMBioinformatics_M2005_Mfe_Mfjdaf 7.2 863

51 PhylogeographyMandMspeciationMofMcolourMmorphsMinMtheMcolonialMascidianMPseudodistomaM
crucigasterbMMolecularZEcology_M2004_Meg_Mgefiagj 5.7 60

50 TheMcausesMandMconsequencesMofMHïVMevolutionbMNatureZReviewsZGenetics_M2004_Mi_Mifaje 30.1 372
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49 PharmacogeneticMstudyMofMstatinMtherapyMandMcholesterolMreductionbMJAMAZoZJournalZofZtheZAmericanZ
MedicalZAssociation_M2004_Mfme_Mflfeak 27.4 325

48 ModelMselectionMandMmodelMaveragingMinMphylogeneticsnMadvantagesMofMakaikeMinformationMcriterionM
andMbayesianMapproachesMoverMlikelihoodMratioMtestsbMSystematicZBiology_M2004_Mig_Mkmgaldl 8.4 2994

47 SimulatingMhaplotypeMblocksMinMtheMhumanMgenomebMBioinformatics_M2003_Mem_Mflmamd 7.2 21

46
NewMupproachMtoManMOldMProblemnMïncorporatingMSignalMfromMGapaRichMRegionsMofMïTSMandMrxNuM
LargeMSubunitMintoMPhylogeneticMunalysesMtoMResolveMtheMPeltigeraMcaninaMSpeciesMwomplexbM
Mycologia_M2003_Mmi_Meele

2.4 18

45 yvidenceMforMsurvivalMofMPleistoceneMclimaticMchangesMinMNorthernMrefugiaMbyMtheMlandMsnailM
TrochoideaMgeyeriMVSoˆ‡sMemfjWMVHelicellinae_MStylommatophoraWbMBMCZEvolutionaryZBiology_M2003_Mg_Ml 3 44

44 UsingMMOxyLTySTMandMPuUPXMtoMselectMaMmodelMofMnucleotideMsubstitutionbMCurrentZProtocolsZinZ
Bioinformatics_M2003_MwhapterMj_MUnitMjbi 24.2 137

43 uMcoalescentMmodelMofMrecombinationMhotspotsbMGenetics_M2003_Mejh_Mhdkaek 4 16

42 TheMeffectMofMrecombinationMonMtheMaccuracyMofMphylogenyMestimationbMJournalZofZMolecularZ
Evolution_M2002_Mih_Mgmjahdf 3.1 335

41
PhylogeographicMhistoryMofMtheMlandMsnailMwandidulaMunifasciataMVHelicellinae_MStylommatophoraWnM
fragmentation_McorridorMmigration_MandMsecondaryMcontactbMEvolution;ZInternationalZJournalZofZ
OrganicZEvolution_M2002_Mij_Mekkjall

3.8 447

40 yvaluationMofMmethodsMforMdetectingMrecombinationMfromMxNuMsequencesnMempiricalMdatabMMolecularZ
BiologyZandZEvolution_M2002_Mem_Mkdlaek 8.3 304

39
PHYLOGyOGRuPHïwMHïSTORYMOzMTHyMLuNxMSNuïLMwuNxïxULuMUNïzuSwïuTuMVHyLïwyLLïNuy_M
STYLOMMuTOPHORuWnMzRuGMyNTuTïON_MwORRïxORMMïGRuTïON_MuNxMSywONxuRYMwONTuwTbM
Evolution;ZInternationalZJournalZofZOrganicZEvolution_M2002_Mij_Mekkj

3.8 16

38 RecombinationMinMevolutionaryMgenomicsbMAnnualZReviewZofZGenetics_M2002_Mgj_Mkiamk 14.5 236

37 TwSnMestimatingMgeneMgenealogiesM2002_M 178

36 PhylogeneticsMofMHïVM2002_Mefeaejd 1

35 PhylogeneticMupproachesMtoMMolecularMypidemiologyM2002_Mfiahd 3

34 wrypticMspeciesMofMwlavelinaMVuscidiaceaWMinMtwoMdifferentMhabitatsnMharboursMandMrockyMlittoralMzonesM
inMtheMnorthwesternMMediterraneanbMMarineZBiology_M2001_Megm_Mhiiahjf 2.5 64

33 TheMeffectMofMbranchMlengthMvariationMonMtheMselectionMofMmodelsMofMmolecularMevolutionbMJournalZofZ
MolecularZEvolution_M2001_Mif_Mhghahh 3.1 29

32 SimpleMVwrongWMmodelsMforMcomplexMtreesnMaMcaseMfromMretroviridaebMMolecularZBiologyZandZEvolution_M
2001_Mel_Mfkeai 8.3 23

(2001-2004)

9



31 yvaluationMofMmethodsMforMdetectingMrecombinationMfromMxNuMsequencesnMcomputerMsimulationsbM
ProceedingsZofZtheZNationalZAcademyZofZSciencesZofZtheZUnitedZStatesZofZAmerica_M2001_Mml_Megkikajf 11.5 1104

30 SelectingMtheMvestazitMModelMofMNucleotideMSubstitutionbMSystematicZBiology_M2001_Mid_Mildajde 8.4 254

29 SelectingMtheMvestazitMModelMofMNucleotideMSubstitutionbMSystematicZBiology_M2001_Mid_Mildajde 8.4 669

28 ïntraspecificMgeneMgenealogiesnMtreesMgraftingMintoMnetworksbMTrendsZinZEcologyZandZEvolution_M2001_M
ej_Mgkahi 10.9 1240

27 NestedMcladeMphylogeographicManalysisMforMconservationMgeneticsM2001_Mldaedg 1

26 SelectingMmodelsMofMnucleotideMsubstitutionnManMapplicationMtoMhumanMimmunodeficiencyMvirusMeM
VHïVaeWbMMolecularZBiologyZandZEvolution_M2001_Mel_Mlmkamdj 8.3 127

25 UnveilingMtheMmolecularMclockMinMtheMpresenceMofMrecombinationbMMolecularZBiologyZandZEvolution_M
2001_Mel_Memkjal 8.3 27

24 PopulationMgeneticsMofMtheMporvMgeneMofMNeisseriaMgonorrhoeaenMdifferentMdynamicsMinMdifferentM
homologyMgroupsbMMolecularZBiologyZandZEvolution_M2000_Mek_Mhfgagj 8.3 34

23 GeoxisnMaMprogramMforMtheMcladisticMnestedManalysisMofMtheMgeographicalMdistributionMofMgeneticM
haplotypesbMMolecularZEcology_M2000_Mm_Mhlkal 5.7 1094

22 TwSnMaMcomputerMprogramMtoMestimateMgeneMgenealogiesbMMolecularZEcology_M2000_Mm_Mejikam 5.7 7618

21 MolecularMsystematicsMofMyuropeanMHyalodaphnianMtheMroleMofMcontemporaryMhybridizationMinM
ancientMspeciesbMProceedingsZofZtheZRoyalZSocietyZB:ZBiologicalZSciences_M2000_Mfjk_Melggahf 4.4 91

20 HowMdoesMrecombinationMaffectMphylogenyMestimationsbMTrendsZinZEcologyZandZEvolution_M2000_Mei_Mhlmahmd10.9 10

19 MitochondrialMxNuMphylogeographyMandMpopulationMhistoryMofMtheMgreyMwolfMcanisMlupusbMMolecularZ
Ecology_M1999_Ml_Mfdlmaedg 5.7 264

18 yffectiveMpopulationMsizesnMmissingMmeasuresMandMmissingMconceptsbMAnimalZConservation_M1999_Mf_Mgekagem3.2 78

17 yffectiveMpopulationMsizesnMmissingMmeasuresMandMmissingMconceptsM1999_Mf_Mgek 1

16 MOxyLTySTnMtestingMtheMmodelMofMxNuMsubstitutionbMBioinformatics_M1998_Meh_Mlekal 7.2 17513

15 MytilusMgalloprovincialisMLmkbMinMnorthernMufricabMJournalZofZExperimentalZMarineZBiologyZandZEcology
_M1998_Mffg_Mfkeaflg 2.1 8

14 SelectingMmodelsMofMevolutionghiagje 13

David Posada

10



13 ïntroductionMtoMrecombinationMdetectionhmgaiel 9

12 MolecularMclockManalysisgjfagld 5

11 SimPhynMPhylogenomicMSimulationMofMGene_MLocusMandMSpeciesMTrees 2

10 viasedMevolutionaryMinferencesMfromMbulkMtumorMsamples 2

9 wellPhynMaccurateMandMfastMprobabilisticMinferenceMofMsingleacellMphylogeniesMfromMscxNuaseqMdata 4

8 womparisonMofMsingleacellMwholeagenomeMamplificationMstrategies 7

7 ModelTestaNGnMaMnewMandMscalableMtoolMforMtheMselectionMofMxNuMandMproteinMevolutionaryMmodels 15

6 RapidMevolutionMandMbiogeographicMspreadMinMaMcolorectalMcancer 2

5 uccuracyMofMsomaticMvariantMdetectionMinMmultiregionalMtumorMsequencingMdata 3

4 MassiveMgeneMpresencecabsenceMvariationMinMtheMmusselMgenomeMasManMadaptiveMstrategynMfirstM
evidenceMofMaMpanagenomeMinMMetazoa 11

3 MitochondrialMgenomeMsequencingMofMmarineMleukemiasMrevealsMcancerMcontagionMbetweenMclamM
speciesMinMtheMSeasMofMSouthernMyurope 3

2 xecipheringMtheMyvolutionMofMtheMMitochondrialMGeneticMwodeMinMurthropods 2

1 ystimationMofMSpeciesMTrees 1

List of Publications

11


