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i Paper IF Citations

181 wellPhynLaccurateLandLfastLprobabilisticLinferenceLofLsingleacellLphylogeniesLfromLscxNuaseqLdatabbL
GenomehBiologyXL2022XLfgXLgk 18.3 1

180 SpeciesRaxnLuLtoolLforLmaximumLlikelihoodLspeciesLtreeLinferenceLfromLgeneLfamilyLtreesLunderL
duplicationXLtransferXLandLlossbbLMolecularhBiologyhandhEvolutionXL2022XL 8.3 2

179 MetagenomicLunalysisLUsingLPhylogeneticLPlacementâ��uLReviewLofLtheLzirstLxecadebLFrontiershinh
BioinformaticsXL2022XLfXL 2

178 PhotoreceptorLxiversificationLuccompaniesLtheLyvolutionLofLunthozoabLMolecularhBiologyhandh
EvolutionXL2021XLglXLekhhaekjd 8.3 3

177 WantLtoLtrackLpandemicLvariantsLfastersLzixLtheLbioinformaticsLbottleneckbLNatureXL2021XLimeXLgdagg 50.4 27

176 RootLxiggernLaLrootLplacementLprogramLforLphylogeneticLtreesbLBMChBioinformaticsXL2021XLffXLffi 3.6 3

175 TheLSoftWipeLtoolLandLbenchmarkLforLassessingLcodingLstandardsLadherenceLofLscientificLsoftwarebL
ScientifichReportsXL2021XLeeXLeddei 4.9 1

174 TheLwallLlizardsLofLtheLvalkanLpeninsulanLTacklingLquestionsLatLtheLinterfaceLofLphylogenomicsLandL
populationLgenomicsbLMolecularhPhylogeneticshandhEvolutionXL2021XLeimXLedkefe 4.1 1

173 SwarmLvgnLtowardsLteraascaleLampliconLclusteringbLBioinformaticsXL2021XL 7.2 8

172 SwRuPPnLuLtoolLtoLassessLtheLdiversityLofLmicrobialLsamplesLfromLphylogeneticLplacementsbL
MolecularhEcologyhResourcesXL2021XLfeXLghdaghm 8.4 2

171 PhylogeneticLunalysisLofLSuRSawoVafLxataLIsLxifficultbLMolecularhBiologyhandhEvolutionXL2021XLglXLekkkaekme8.3 52

170
SamplingLbiasLandLincorrectLrootingLmakeLphylogeneticLnetworkLtracingLofLSuRSawOVafLinfectionsL
unreliablebLProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaXL2020XL
eekXLefiffaefifg

11.5 46

169 —eneRaxnLuLToolLforLSpeciesaTreeauwareLMaximumLLikelihoodavasedL—eneL´ zamilyLTreeLInferenceL
underL—eneLxuplicationXLTransferXLandLLossbLMolecularhBiologyhandhEvolutionXL2020XLgkXLfkjgafkkh 8.3 20

168 ylevenLgrandLchallengesLinLsingleacellLdataLsciencebLGenomehBiologyXL2020XLfeXLge 18.3 274

167 —enesisLandL—appanLprocessingXLanalyzingLandLvisualizingLphylogeneticLTplacementULdatabL
BioinformaticsXL2020XLgjXLgfjgagfji 7.2 69

166 LongareadLmetabarcodingLofLtheLeukaryoticLrxNuLoperonLtoLphylogeneticallyLandLtaxonomicallyL
resolveLenvironmentalLdiversitybLMolecularhEcologyhResourcesXL2020XLfdXLhfmahhg 8.4 33

165 uLfastLandLmemoryaefficientLimplementationLofLtheLtransferLbootstrapbLBioinformaticsXL2020XLgjXLffldaffle7.2 10
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164 TreerecsnLanLintegratedLphylogeneticLtoolXLfromLsequencesLtoLreconciliationsbLBioinformaticsXL2020XL
gjXLhlffahlfh 7.2 7

163 QuartetavasedLwomputationsLofLInternodeLwertaintyLProvideLRobustLMeasuresLofLPhylogeneticL
IncongruencebLSystematichBiologyXL2020XLjmXLgdlagfh 8.4 17

162 ModelTestaN—nLuLNewLandLScalableLToolLforLtheLSelectionLofLxNuLandLProteinLyvolutionaryLModelsbL
MolecularhBiologyhandhEvolutionXL2020XLgkXLfmeafmh 8.3 372

161 RuxMLaN—nLaLfastXLscalableLandLuserafriendlyLtoolLforLmaximumLlikelihoodLphylogeneticLinferencebL
BioinformaticsXL2019XLgiXLhhigahhii 7.2 863

160 uLReviewLofLupproachesLforLOptimizingLPhylogeneticLLikelihoodLwalculationsbLComputationalh
BiologyXL2019XLeaem 0.7 2

159 yPuangnLMassivelyLParallelLyvolutionaryLPlacementLofL—eneticLSequencesbLSystematichBiologyXL2019XL
jlXLgjiagjm 8.4 172

158 ScalableLmethodsLforLanalyzingLandLvisualizingLphylogeneticLplacementLofLmetagenomicLsamplesbL
PLoShONEXL2019XLehXLedfekdid 3.7 41

157 ModelingLStructuralLwonstraintsLonLProteinLyvolutionLviaLSideawhainLwonformationalLStatesbL
MolecularhBiologyhandhEvolutionXL2019XLgjXLfdljafedg 8.3 5

156 uutomatedXLphylogenyabasedLgenotypeLdelimitationLofLtheL epatitisLVirusesL vVLandL wVbLPeerJXL
2019XLkXLekkih 3.1 3

155 MethodsLforLautomaticLreferenceLtreesLandLmultilevelLphylogeneticLplacementbLBioinformaticsXL
2019XLgiXLeeieaeeil 7.2 21

154 Par—enesnLaLtoolLforLmassivelyLparallelLmodelLselectionLandLphylogeneticLtreeLinferenceLonL
thousandsLofLgenesbLBioinformaticsXL2019XLgiXLekkeaekkg 7.2 21

153 uLroadmapLforLglobalLsynthesisLofLtheLplantLtreeLofLlifebLAmericanhJournalhofhBotanyXL2018XLediXLjehajff 2.7 29

152 TheLStateLofLSoftwareLforLyvolutionaryLviologybLMolecularhBiologyhandhEvolutionXL2018XLgiXLedgkaedhj 8.3 23

151 ResolvingLcomplexLphylogeographicLpatternsLinLtheLvalkanLPeninsulaLusingLcloselyLrelatedL
wallalizardLspeciesLasLaLmodelLsystembLMolecularhPhylogeneticshandhEvolutionXL2018XLefiXLeddaeei 4.1 17

150 MPvootnLfastLphylogeneticLmaximumLparsimonyLtreeLinferenceLandLbootstrapLapproximationbLBMCh
EvolutionaryhBiologyXL2018XLelXLee 3 65

149 PopulationLandLyvolutionaryL—eneticLInferencesLinLtheLWholea—enomeLyranLSoftwareLwhallengesbL
PopulationhGenomicsXL2018XLejeaeki 1.4

148
 IVaeLfullagenomeLphylogeneticsLofLgeneralizedLepidemicsLinLsubaSaharanLufricanLimpactLofLmissingL
nucleotideLcharactersLinLnextagenerationLsequencesbLAIDShResearchhandhHumanhRetrovirusesXL2017XL
ggXLedlgaedml

1.6 13

147 UniyuknLTimeLtoLSpeakLaLwommonLLanguageLinLProtistologyMbLJournalhofhEukaryotichMicrobiologyXL
2017XLjhXLhdkahee 3.6 39

(2017-2020)
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146 ParasitesLdominateLhyperdiverseLsoilLprotistLcommunitiesLinLNeotropicalLrainforestsbLNatureh
EcologyhandhEvolutionXL2017XLeXLme 12.3 147

145 L2017XL 1

144 unLyfficientLupproachLtoLMergingLPairedayndLReadsLandLIncorporationLofLUncertaintiesL2017XLfmmagfi

143 uLwriticalLReviewLonLtheLUseLofLSupportLValuesLinLTreeLViewersLandLvioinformaticsLToolkitsbL
MolecularhBiologyhandhEvolutionXL2017XLghXLeigiaeihf 8.3 13

142 TheLTrichopteraLbarcodeLinitiativenLaLstrategyLforLgeneratingLaLspeciesalevelLTreeLofLLifebL
PhilosophicalhTransactionshofhthehRoyalhSocietyhB:hBiologicalhSciencesXL2016XLgkeXL 5.8 49

141 xoesLtheLchoiceLofLnucleotideLsubstitutionLmodelsLmatterLtopologicallysbLBMChBioinformaticsXL2016XL
ekXLehg 3.6 20

140 unLyfficientLIndependenceLSamplerLforLUpdatingLvranchesLinLvayesianLMarkovLchainLMonteLwarloL
SamplingLofLPhylogeneticLTreesbLSystematichBiologyXL2016XLjiXLejeakj 8.4 8

139 womputingLtheLInternodeLwertaintyLandLRelatedLMeasuresLfromLPartialL—eneLTreesbLMolecularh
BiologyhandhEvolutionXL2016XLggXLejdjaek 8.3 56

138 PredictionLofLmissingLsequencesLandLbranchLlengthsLinLphylogenomicLdatabLBioinformaticsXL2016XLgfXLeggeak7.2 15

137 TheLxivisibleLLoadLvalanceLProblemLwithLSharedLwostLandLItsLupplicationLtoLPhylogeneticLInferenceL
2016XL 3

136 PhylogenyaawareLidentificationLandLcorrectionLofLtaxonomicallyLmislabeledLsequencesbLNucleich
AcidshResearchXL2016XLhhXLidffagg 20.1 67

135 yxaMLLversionLgnLaLtoolLforLphylogenomicLanalysesLonLsupercomputersbLBioinformaticsXL2015XLgeXLfikkam 7.2 161

134 PhylogenomicLanalysesLdataLofLtheLavianLphylogenomicsLprojectbLGigaScienceXL2015XLhXLh 7.6 54

133 ShortLTreeXLLongLTreeXLRightLTreeXLWrongLTreenLNewLucquisitionLviasLworrectionsLforLInferringLSNPL
PhylogeniesbLSystematichBiologyXL2015XLjhXLedgfahk 8.4 191

132 TheLphylogeneticLlikelihoodLlibrarybLSystematichBiologyXL2015XLjhXLgijajf 8.4 64

131 UsingLRuxMLLtoLInferLPhylogeniesbLCurrenthProtocolshinhBioinformaticsXL2015XLieXLjbehbeajbehbeh 24.2 127

130 uutomatedLPlausibilityLunalysisLofLLargeLPhylogeniesL2015XLhikahlf

129 ImpactsLofLTerracesLonLPhylogeneticLInferencebLSystematichBiologyXL2015XLjhXLkdmafj 8.4 28
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128 RuxMLLversionLlnLaLtoolLforLphylogeneticLanalysisLandLpostaanalysisLofLlargeLphylogeniesbL
BioinformaticsXL2014XLgdXLegefag 7.2 17427

127 PhylogenomicsLresolvesLtheLtimingLandLpatternLofLinsectLevolutionbLScienceXL2014XLghjXLkjgak 33.3 1489

126 xecisiveLdataLsetsLinLphylogenomicsnLlessonsLfromLstudiesLonLtheLphylogeneticLrelationshipsLofL
primarilyLwinglessLinsectsbLMolecularhBiologyhandhEvolutionXL2014XLgeXLfgmahm 8.3 100

125 PlacingLenvironmentalLnextagenerationLsequencingLampliconsLfromLmicrobialLeukaryotesLintoLaL
phylogeneticLcontextbLMolecularhBiologyhandhEvolutionXL2014XLgeXLmmgaeddm 8.3 73

124 NovelLinformationLtheoryabasedLmeasuresLforLquantifyingLincongruenceLamongLphylogeneticLtreesbL
MolecularhBiologyhandhEvolutionXL2014XLgeXLefjeake 8.3 199

123 TheLevolutionaryLhistoryLofLholometabolousLinsectsLinferredLfromLtranscriptomeabasedLphylogenyL
andLcomprehensiveLmorphologicalLdatabLBMChEvolutionaryhBiologyXL2014XLehXLif 3 120

122 SelectingLoptimalLpartitioningLschemesLforLphylogenomicLdatasetsbLBMChEvolutionaryhBiologyXL2014XL
ehXLlf 3 426

121 IsLtheLProteinLModelLussignmentLproblemLunderLlinkedLbranchLlengthsLNPahardsbLTheoreticalh
ComputerhScienceXL2014XLifhXLhlail 1.1 1

120 L2014XL 2

119 vrassivasenLintroductionLtoLaLnovelLknowledgeLdatabaseLonLvrassicaceaeLevolutionbLPlanthandhCellh
PhysiologyXL2014XLiiXLeg 4.9 83

118 PUmPyRnLphylogeniesLupdatedLperpetuallybLBioinformaticsXL2014XLgdXLehkjak 7.2 14

117 yxavayesnLmassivelyLparallelLbayesianLtreeLinferenceLforLtheLwholeagenomeLerabLMolecularhBiologyh
andhEvolutionXL2014XLgeXLfiigaj 8.3 289

116 WholeagenomeLanalysesLresolveLearlyLbranchesLinLtheLtreeLofLlifeLofLmodernLbirdsbLScienceXL2014XL
ghjXLegfdage 33.3 1182

115 PyuRnLaLfastLandLaccurateLIlluminaLPairedayndLreudLmergeRbLBioinformaticsXL2014XLgdXLjehafd 7.2 2340

114 OptimizationLstrategiesLforLfastLdetectionLofLpositiveLselectionLonLphylogeneticLtreesbL
BioinformaticsXL2014XLgdXLeefmaeegk 7.2 18

113 ucceleratingLStringLMatchingLonLMIwLurchitectureLforLMotifLyxtractionbLLecturehNoteshinhComputerh
ScienceXL2014XLfilafjk 0.9 2

112 TheLxivisibleLLoadLvalanceLProblemLandLItsLupplicationLtoLPhylogeneticLInferencebLLecturehNoteshinh
ComputerhScienceXL2014XLfdhafej 0.9 10

111 RapidLforwardainatimeLsimulationLatLtheLchromosomeLandLgenomeLlevelbLBMChBioinformaticsXL2013XL
ehXLfej 3.6 13

(2013-2014)
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110 uLgeneralLspeciesLdelimitationLmethodLwithLapplicationsLtoLphylogeneticLplacementsbL
BioinformaticsXL2013XLfmXLfljmakj 7.2 1376

109 MetagenomicLspeciesLprofilingLusingLuniversalLphylogeneticLmarkerLgenesbLNaturehMethodsXL2013XL
edXLeemjam 21.6 340

108 libgapmisnLextendingLshortareadLalignmentsbLBMChBioinformaticsXL2013XLehLSupplLeeXLSh 3.6 5

107 uL—enericLVectorizationLSchemeLandLaL—PULKernelLforLtheLPhylogeneticLLikelihoodLLibraryL2013XL 8

106 uLdailyaupdatedLtreeLofLTsequencedULlifeLasLaLreferenceLforLgenomeLresearchbLScientifichReportsXL
2013XLgXLfdei 4.9 39

105 L2013XL 4

104
whromato—atenLuLToolLforLxetectingLvaseLMisawallsLinLMultipleLSequenceLulignmentsLbyL
SemiauutomaticLwhromatogramLInspectionbLComputationalhandhStructuralhBiotechnologyhJournalXL
2013XLjXLefdegdgdde

6.8 3

103 SweexnLlikelihoodabasedLdetectionLofLselectiveLsweepsLinLthousandsLofLgenomesbLMolecularhBiologyh
andhEvolutionXL2013XLgdXLfffhagh 8.3 236

102 NovelLParallelizationLSchemesLforLLargeaScaleLLikelihoodabasedLPhylogeneticLInferenceL2013XL 25

101 InferringLandLPostprocessingL ugeLPhylogeniesL2013XLedhmaedkf 3

100 PruningLrogueLtaxaLimprovesLphylogeneticLaccuracynLanLefficientLalgorithmLandLwebservicebL
SystematichBiologyXL2013XLjfXLejfaj 8.4 249

99 MoTeXL2013XL 7

98 unLOptimalLulgorithmLforLwomputingLullLSubtreeLRepeatsLinLTreesbLLecturehNoteshinhComputerh
ScienceXL2013XLfjmaflf 0.9 5

97  euristicLulgorithmsLforLtheLProteinLModelLussignmentLProblembLLecturehNoteshinhComputerhScienceXL
2013XLegkaehl 0.9

96 PancrustaceanLphylogenyLinLtheLlightLofLnewLphylogenomicLdatanLsupportLforLRemipediaLasLtheL
possibleLsisterLgroupLofL exapodabLMolecularhBiologyhandhEvolutionXL2012XLfmXLedgeahi 8.3 184

95 SlimwodeMLnLunLOptimizedLVersionLofLwodeMLLforLtheLvranchaSiteLModelL2012XL 7

94 TheLMultiaProcessorLSchedulingLProblemLinLPhylogeneticsL2012XL 10

93 zineagrainLparallelismLusingLmultiacoreXLwellcvyXLandL—PULSystemsbLParallelhComputingXL2012XLglXLgjiagmd1 18
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92 SuTeaIInLveryLfastLandLaccurateLsimultaneousLestimationLofLmultipleLsequenceLalignmentsLandL
phylogeneticLtreesbLSystematichBiologyXL2012XLjeXLmdaedj 8.4 257

91 wouplingLSIMxLandLSIMTLarchitecturesLtoLboostLperformanceLofLaLphylogenyaawareLalignmentL
kernelbLBMChBioinformaticsXL2012XLegXLemj 3.6 10

90 unLOptimizedLReconfigurableLSystemLforLwomputingLtheLPhylogeneticLLikelihoodLzunctionLonLxNuL
xataL2012XL 4

89 uLformatLforLphylogeneticLplacementsbLPLoShONEXL2012XLkXLegeddm 3.7 36

88 uLcriticalLassessmentLofLstorytellingnLgeneLontologyLcategoriesLandLtheLimportanceLofLvalidatingL
genomicLscansbLMolecularhBiologyhandhEvolutionXL2012XLfmXLgfgkahl 8.3 164

87 yxploitingLMultiagrainLParallelismLforLyfficientLSelectiveLSweepLxetectionbLLecturehNoteshinh
ComputerhScienceXL2012XLijajl 0.9 6

86 zP—uLOptimizationsLforLaLPipelinedLzloatingaPointLyxponentialLUnitbLLecturehNoteshinhComputerh
ScienceXL2011XLgejagfk 0.9 0

85 MorphologyabasedLphylogeneticLbinningLofLtheLlichenLgeneraL—raphisLandLullographaLTuscomycotanL
—raphidaceaeULusingLmolecularLsiteLweightLcalibrationbLTaxonXL2011XLjdXLehidaehik 0.8 19

84 uLVectoraLikeLReconfigurableLzloatingaPointLUnitLforLtheLLogarithmbLInternationalhJournalhofh
ReconfigurablehComputingXL2011XLfdeeXLeaef 2.1 1

83 TheLiPlantLwollaborativenLwyberinfrastructureLforLPlantLviologybLFrontiershinhPlanthScienceXL2011XLfXLgh 6.2 306

82 yvolutionaryLrelationshipsLamongLwhlamydophilaLabortusLvariantLstrainsLinferredLbyLrRNuL
secondaryLstructureabasedLphylogenybLPLoShONEXL2011XLjXLeemleg 3.7 4

81 PIwSaOrdnLunlimitedLcodingLofLambiguousLregionsLbyLpairwiseLidentityLandLcostLscoresLordinationbL
BMChBioinformaticsXL2011XLefXLed 3.6 14

80 ulgorithmsXLdataLstructuresXLandLnumericsLforLlikelihoodabasedLphylogeneticLinferenceLofLhugeL
treesbLBMChBioinformaticsXL2011XLefXLhkd 3.6 40

79 uLSimpleLandLuccurateLMethodLforLRogueLTaxonLIdentificationL2011XL 19

78 UncoveringLhiddenLphylogeneticLconsensusLinLlargeLdataLsetsbLIEEE/ACMhTransactionshonh
ComputationalhBiologyhandhBioinformaticsXL2011XLlXLmdfaee 3 29

77 womputingLtheLPhylogeneticLLikelihoodLzunctionLOutaofaworeL2011XL 2

76 UnderstandingLangiospermLdiversificationLusingLsmallLandLlargeLphylogeneticLtreesbLAmericanh
JournalhofhBotanyXL2011XLmlXLhdhaeh 2.7 143

75 zP—uLuccelerationLofLtheLPhylogeneticLParsimonyLKernelsL2011XL 10

(2011-2012)
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74 ucceleratingLPhylogenyauwareLShortLxNuLReadLulignmentLwithLzP—usL2011XL 6

73 QuantifyingLtheLphylodynamicLforcesLdrivingLpapillomavirusLevolutionbLMolecularhBiologyhandh
EvolutionXL2011XLflXLfedeaeg 8.3 99

72 ResultLverificationXLcodeLverificationLandLcomputationLofLsupportLvaluesLinLphylogeneticsbLBriefingsh
inhBioinformaticsXL2011XLefXLfkdam 13.4 4

71 uligningLshortLreadsLtoLreferenceLalignmentsLandLtreesbLBioinformaticsXL2011XLfkXLfdjlaki 7.2 134

70 PerformanceXLaccuracyXLandLWebLserverLforLevolutionaryLplacementLofLshortLsequenceLreadsLunderL
maximumLlikelihoodbLSystematichBiologyXL2011XLjdXLfmeagdf 8.4 335

69 uLfunctionalLphylogenomicLviewLofLtheLseedLplantsbLPLoShGeneticsXL2011XLkXLeeddfhee 6 117

68 ParallelLStructuralL—raphLwlusteringbLLecturehNoteshinhComputerhScienceXL2011XLfijafkf 0.9 3

67 MaximumLLikelihoodLunalysesLofLgXhmdLrbcLLSequencesnLScalabilityLofLwomprehensiveLInferenceL
versusL—roupaSpecificLTaxonLSamplingbLEvolutionaryhBioinformaticsXL2010XLjXLkgamd 1.9 5

66 TimeLandLmemoryLefficientLlikelihoodabasedLtreeLsearchesLonLphylogenomicLalignmentsLwithL
missingLdatabLBioinformaticsXL2010XLfjXLiegfam 7.2 77

65 yfficientLfloatingapointLlogarithmLunitLforLzP—usL2010XL 10

64 uLgenericLandLversatileLarchitectureLforLinferenceLofLevolutionaryLtreesLunderLmaximumLlikelihoodL
2010XL 3

63  owLmanyLbootstrapLreplicatesLareLnecessarysbLJournalhofhComputationalhBiologyXL2010XLekXLggkaih 1.7 601

62 uccuracyLofLmorphologyabasedLphylogeneticLfossilLplacementLunderLMaximumLLikelihoodL2010XL 9

61 yvolutionaryLplacementLofLshortLsequenceLreadsLonLmultiacoreLarchitecturesL2010XL 2

60  ybridLMPIcPthreadsLparallelizationLofLtheLRuxMLLphylogeneticsLcodeL2010XL 30

59 ussessmentLofLbarrierLimplementationsLforLfineagrainLparallelLregionsLonLcurrentLmultiacoreL
architecturesL2010XL 2

58 PhylogeneticLSearchLulgorithmsLforLMaximumLLikelihoodL2010XLihkaikk 3

57 OrchestratingLtheLPhylogeneticLLikelihoodLzunctionLonLymergingLParallelLurchitecturesbLEmbeddedh
MultixcorehSystemsXL2010XLliaeei 5
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56 yfficientLPwazP—uLwommunicationLoverL—igabitLythernetL2010XL 22

55 MLTreeMapaaaccurateLMaximumLLikelihoodLplacementLofLenvironmentalLxNuLsequencesLintoL
taxonomicLandLfunctionalLreferenceLphylogeniesbLBMChGenomicsXL2010XLeeXLhje 4.5 93

54 ParallelLcomputationLofLphylogeneticLconsensusLtreesbLProcediahComputerhScienceXL2010XLeXLedjiaedkg 1.6 5

53 ParallelizedLphylogeneticLpostaanalysisLonLmultiacoreLarchitecturesbLJournalhofhComputationalh
ScienceXL2010XLeXLedkaeeh 3.4 10

52 PreparingLRuxMLLforLtheLSPywLMPILvenchmarkLSuiteL2010XLkikakjl 2

51 uccuracyLandLPerformanceLofLSingleLversusLxoubleLPrecisionLurithmeticsLforLMaximumLLikelihoodL
PhylogenyLReconstructionbLLecturehNoteshinhComputerhScienceXL2010XLfkdafkm 0.9 3

50 LargeaScaleLwoaPhylogeneticLunalysisLonLtheL—ridbLInternationalhJournalhofhGridhandhHighh
PerformancehComputingXL2009XLeXLgmaih 0.7 2

49 LoadLvalanceLinLtheLPhylogeneticLLikelihoodLKernelL2009XL 9

48 zineagrainLParallelismLUsingLMultiacoreXLwellcvyXLandL—PULSystemsnLucceleratingLtheLPhylogeneticL
LikelihoodLzunctionL2009XL 28

47 ussessingLtheLrootLofLbilaterianLanimalsLwithLscalableLphylogenomicLmethodsbLProceedingshofhtheh
RoyalhSocietyhB:hBiologicalhSciencesXL2009XLfkjXLhfjeakd 4.4 564

46  owLManyLvootstrapLReplicatesLureLNecessarysbLLecturehNoteshinhComputerhScienceXL2009XLelhafdd 0.9 216

45 uLreconfigurableLarchitectureLforLtheLPhylogeneticLLikelihoodLzunctionL2009XL 10

44 ParvaumnLLargeaScaleLMaximumLLikelihoodavasedLPhylogeneticLunalysesL2009XLeeeaefi

43 LargeaScaleLwoaPhylogeneticLunalysisLonLtheL—ridL2009XLkgeakhi

42 uLrapidLbootstrapLalgorithmLforLtheLRuxMLLWebLserversbLSystematichBiologyXL2008XLikXLkilake 8.4 5512

41
yfficientLcomputationLofLtheLphylogeneticLlikelihoodLfunctionLonLmultiageneLalignmentsLandL
multiacoreLarchitecturesbLPhilosophicalhTransactionshofhthehRoyalhSocietyhB:hBiologicalhSciencesXL2008XL
gjgXLgmkkalh

5.8 76

40 LargeaScaleLPhylogeneticLunalysisLonLwurrentL PwLurchitecturesbLScientifichProgrammingXL2008XLejXLfiiafkd1.4 13

39 yxploitingLzinea—rainedLParallelismLinLtheLPhylogeneticLLikelihoodLzunctionLwithLMPIXLPthreadsXLandL
OpenMPnLuLPerformanceLStudybLLecturehNoteshinhComputerhScienceXL2008XLhfhahgi 0.9 21

(2008-2010)
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38 RuntimeLschedulingLofLdynamicLparallelismLonLacceleratorabasedLmultiacoreLsystemsbLParallelh
ComputingXL2007XLggXLkddakem 1 20

37 uxPcoordsLRLparallelLuxParafitnLstatisticalLcoaphylogeneticLanalysesLonLthousandsLofLtaxabLBMCh
BioinformaticsXL2007XLlXLhdi 3.6 37

36 LargeascaleLmaximumLlikelihoodabasedLphylogeneticLanalysisLonLtheLIvMLvlue—enecLL2007XL 64

35 xynamicLmultigrainLparallelizationLonLtheLcellLbroadbandLengineL2007XL 22

34 MultipleLevolutionaryLmechanismsLdriveLpapillomavirusLdiversificationbLMolecularhBiologyhandh
EvolutionXL2007XLfhXLefhfail 8.3 91

33 RuxMLawellnLParallelLPhylogeneticLTreeLInferenceLonLtheLwellLvroadbandLyngineL2007XL 21

32 uLnuclearLribosomalLxNuLphylogenyLofLacerLinferredLwithLmaximumLlikelihoodXLsplitsLgraphsXLandL
motifLanalysisLofLjdjLsequencesbLEvolutionaryhBioinformaticsXL2007XLfXLkaff 1.9 20

31 womputationalL—randLwhallengesLinLussemblingLtheLTreeLofLLifenLProblemsLandLSolutionsbLAdvancesh
inhComputersXL2006XLefkaekj 2.9 10

30 RuxMLaVIa PwnLmaximumLlikelihoodabasedLphylogeneticLanalysesLwithLthousandsLofLtaxaLandLmixedL
modelsbLBioinformaticsXL2006XLffXLfjllamd 7.2 12661

29 uLNuclearLRibosomalLxNuLPhylogenyLofLucerLInferredLwithLMaximumLLikelihoodXLSplitsL—raphsXLandL
MotifLunalysisLofLjdjLSequencesbLEvolutionaryhBioinformaticsXL2006XLfXLeekjmghgdjddfdd 1.9 42

28 RuxMLaOMPnLunLyfficientLProgramLforLPhylogeneticLInferenceLonLSMPsbLLecturehNoteshinhComputerh
ScienceXL2005XLfllagdf 0.9 62

27 InitialLyxperiencesLPortingLaLvioinformaticsLupplicationLtoLaL—raphicsLProcessorbLLecturehNoteshinh
ComputerhScienceXL2005XLheiahfi 0.9 27

26 RuxMLaIInLaLprogramLforLsequentialXLparallelLandLdistributedLinferenceLofLlargeLphylogeneticLtreesbL
ConcurrencyhComputationhPracticehandhExperienceXL2005XLekXLekdiaekfg 1.4 36

25 UsingLTreemapsLtoLVisualizeLPhylogeneticLTreesbLLecturehNoteshinhComputerhScienceXL2005XLflgafmg 0.9 5

24 uRvnLaLsoftwareLenvironmentLforLsequenceLdatabLNucleichAcidshResearchXL2004XLgfXLegjgake 20.1 5075

23 UseLofLaLMonteLwarloabasedLprobabilityLmatrixLforLgaxLiterativeLreconstructionLofLMuxPyTaIILdatabL
IEEEhTransactionshonhNuclearhScienceXL2004XLieXLfimkafjdi 1.7 95

22 ParallelLInferenceLofLaLedbdddaTaxonLPhylogenyLwithLMaximumLLikelihoodbLLecturehNoteshinh
ComputerhScienceXL2004XLmmkaeddh 0.9 13

21 ToolLynvironmentsLinLwORvuavasedLMedicalL ighLPerformanceLwomputingbLLecturehNoteshinh
ComputerhScienceXL2001XLhhkahii 0.9
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20 LargeaScaleLwoaPhylogeneticLunalysisLonLtheL—ridfffafgk

19 efL—randLwhallengesLinLSingleawellLxataLScience 2

18 TheLdivisibleLloadLbalanceLproblemLwithLsharedLcostLandLitsLapplicationLtoLphylogeneticLinference 1

17 QuartetabasedLcomputationsLofLinternodeLcertaintyLprovideLaccurateLandLrobustLmeasuresLofL
phylogeneticLincongruence 8

16 RootxiggernLaLrootLplacementLprogramLforLphylogeneticLtrees 1

15 wellPhynLaccurateLandLfastLprobabilisticLinferenceLofLsingleacellLphylogeniesLfromLscxNuaseqLdata 4

14 PhylogeneticLanalysisLofLSuRSawoVafLdataLisLdifficult 12

13 yPuangnLMassivelyLParallelLyvolutionaryLPlacementLofL—eneticLSequences 6

12 ScalableLmethodsLforLanalyzingLandLvisualizingLphylogeneticLplacementLofLmetagenomicLsamples 2

11 Par—enesnLaLtoolLforLmassivelyLparallelLmodelLselectionLandLphylogeneticLtreeLinferenceLonL
thousandsLofLgenes 3

10 RuxMLaN—nLuLfastXLscalableXLandLuserafriendlyLtoolLforLmaximumLlikelihoodLphylogeneticLinference 44

9 ModelTestaN—nLaLnewLandLscalableLtoolLforLtheLselectionLofLxNuLandLproteinLevolutionaryLmodels 15

8 LongLmetabarcodingLofLtheLeukaryoticLrxNuLoperonLtoLphylogeneticallyLandLtaxonomicallyLresolveL
environmentalLdiversity 3

7 —enesisLandL—appanLProcessingXLunalyzingLandLVisualizingLPhylogeneticLTPlacementULxata 5

6 —eneRaxnLuLtoolLforLspeciesLtreeaawareLmaximumLlikelihoodLbasedLgeneLfamilyLtreeLinferenceL
underLgeneLduplicationXLtransferXLandLloss 3

5 TreerecsnLanLintegratedLphylogeneticLtoolXLfromLsequencesLtoLreconciliations 1

4 womputingLtheLInternodeLwertaintyLandLrelatedLmeasuresLfromLpartialLgeneLtrees 2

3 SoilLProtistsLinLThreeLNeotropicalLRainforestsLareL yperdiverseLandLxominatedLbyLParasites 1
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2 SpeciesRaxnLuLtoolLforLmaximumLlikelihoodLspeciesLtreeLinferenceLfromLgeneLfamilyLtreesLunderL
duplicationXLtransferXLandLloss 5

1 NetRuXnLuccurateLandLzastLMaximumLLikelihoodLPhylogeneticLNetworkLInferences 3
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