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o Paper IF Citations

124 WholeWgenomeJanalysesJresolveJearlyJbranchesJinJtheJtreeJofJlifeJofJmodernJbirdsXJScienceVJ2014VJ
efhVJcedbWec 33.3 1182

123 PhylotranscriptomicJanalysisJofJtheJoriginJandJearlyJdiversificationJofJlandJplantsXJProceedingsloflthel
NationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaVJ2014VJcccVJwfjgkWhj 11.5 835

122 sSTRsLW––lJcoalescentWbasedJspeciesJtreeJestimationJwithJmanyJhundredsJofJtaxaJandJthousandsJofJ
genesXJBioinformaticsVJ2015VJecVJiffWgd 7.2 593

121 uhemicalJphylogeneticsJofJhistoneJdeacetylasesXJNaturelChemicallBiologyVJ2010VJhVJdejWdfe 11.7 564

120 RapidJandJaccurateJlargeWscaleJcoestimationJofJsequenceJalignmentsJandJphylogeneticJtreesXJ
ScienceVJ2009VJedfVJcghcWf 33.3 417

119 vataJaccessJforJtheJcVbbbJPlantsJRcéPSJprojectXJGigaScienceVJ2014VJeVJci 7.6 403

118 PsSTslJUltraWLargeJMultipleJSequenceJslignmentJforJNucleotideJandJsminoWscidJSequencesXJ
JournalloflComputationallBiologyVJ2015VJddVJeiiWjh 1.7 237

117 StatisticalJbinningJenablesJanJaccurateJcoalescentWbasedJestimationJofJtheJavianJtreeXJScienceVJ2014VJ
efhVJcdgbfhe 33.3 166

116 TowardsJcompleteJandJerrorWfreeJgenomeJassembliesJofJallJvertebrateJspeciesXJNatureVJ2021VJgkdVJieiWifh50.4 161

115 wvaluatingJSummaryJMethodsJforJMultilocusJSpeciesJTreeJwstimationJinJtheJPresenceJofJ–ncompleteJ
LineageJSortingXJSystematiclBiologyVJ2016VJhgVJehhWjb 8.4 156

114 TheJ–nterrelationshipsJofJPlacentalJMammalsJandJtheJLimitsJofJPhylogeneticJ–nferenceXJGenomel
BiologylandlEvolutionVJ2016VJjVJeebWff 3.9 130

113 RsxMLJandJxastTreelJcomparingJtwoJmethodsJforJlargeWscaleJmaximumJlikelihoodJphylogenyJ
estimationXJPLoSlONEVJ2011VJhVJediiec 3.7 124

112 PhylogeneticJnetworkslJmodelingVJreconstructibilityVJandJaccuracyXJIEEE/ACMlTransactionslonl
ComputationallBiologylandlBioinformaticsVJ2004VJcVJceWde 3 121

111 sSTR–vlJsccurateJSpeciesJTReesJfromJ–nternodeJvistancesXJBMClGenomicsVJ2015VJchJSupplJcbVJSe 4.5 112

110 NaiveJbinningJimprovesJphylogenomicJanalysesXJBioinformaticsVJ2013VJdkVJddiiWjf 7.2 111

109 ToJ–ncludeJorJNotJtoJ–ncludelJTheJ–mpactJofJyeneJxilteringJonJSpeciesJTreeJwstimationJMethodsXJ
SystematiclBiologyVJ2018VJhiVJdjgWebe 8.4 105

108 OnJtheJRobustnessJtoJyeneJTreeJwstimationJwrrorJRorJlackJthereofSJofJuoalescentWtasedJSpeciesJ
TreeJMethodsXJSystematiclBiologyVJ2015VJhfVJhheWih 8.4 103
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107 sJcomparativeJstudyJofJSVvquartetsJandJotherJcoalescentWbasedJspeciesJtreeJestimationJmethodsXJ
BMClGenomicsVJ2015VJchJSupplJcbVJSd 4.5 95

106 éaikouraJtreeJtheoremslJuomputingJtheJmaximumJagreementJsubtreeXJInformationlProcessingl
LettersVJ1993VJfjVJiiWjd 0.8 85

105 StepsJtowardJaccurateJreconstructionsJofJphylogeniesJfromJgeneWorderJdataXJJournalloflComputerl
andlSystemlSciencesVJ2002VJhgVJgbjWgdg 1 79

104 WeightedJStatisticalJtinninglJwnablingJStatisticallyJuonsistentJyenomeWScaleJPhylogeneticJ
snalysesXJPLoSlONEVJ2015VJcbVJebcdkcje 3.7 76

103 UltraWlargeJalignmentsJusingJphylogenyWawareJprofilesXJGenomelBiologyVJ2015VJchVJcdf 18.3 73

102 uomputationalJPhylogeneticslJsnJ–ntroductionJtoJvesigningJMethodsJforJPhylogenyJwstimationJ
2017VJ 67

101 T–PPlJtaxonomicJidentificationJandJphylogeneticJprofilingXJBioinformaticsVJ2014VJebVJegfjWgg 7.2 59

100 PhylogenomicJanalysesJdataJofJtheJavianJphylogenomicsJprojectXJGigaScienceVJ2015VJfVJf 7.6 54

99 slgorithmsJforJMvuWbasedJmultiWlocusJphylogenyJinferencelJbeyondJrootedJbinaryJgeneJtreesJonJ
singleJallelesXJJournalloflComputationallBiologyVJ2011VJcjVJcgfeWgk 1.7 54

98 TakingJtheJfirstJstepsJtowardsJaJstandardJforJreportingJonJphylogenieslJMinimumJ–nformationJ
sboutJaJPhylogeneticJsnalysisJRM–sPsSXJOMICSlAlJournalloflIntegrativelBiologyVJ2006VJcbVJdecWi 3.8 54

97 sJnewJimplementationJandJdetailedJstudyJofJbreakpointJanalysisXJPacificlSymposiumlonl
BiocomputinglPacificlSymposiumlonlBiocomputingVJ2001VJgjeWkf 1.3 54

96 MRLJandJSuperxineUMRLlJnewJsupertreeJmethodsXJAlgorithmslforlMolecularlBiologyVJ2012VJiVJe 1.8 52

95 TheJimpactJofJmultipleJproteinJsequenceJalignmentJonJphylogeneticJestimationXJIEEE/ACMl
TransactionslonlComputationallBiologylandlBioinformaticsVJ2011VJjVJccbjWck 3 51

94 sJxastJslgorithmJforJtheJuomputationJandJwnumerationJofJPerfectJPhylogeniesXJSIAMlJournallonl
ComputingVJ1997VJdhVJcifkWcihe 1.1 49

93 TutorialJonJuomputationalJLinguisticJPhylogenyXJLanguagelandlLinguisticslCompassVJ2008VJdVJihbWjdb 2 47

92 sJcomparisonJofJphylogeneticJreconstructionJmethodsJonJanJ–ndoWwuropeanJdatasetXJTransactionsl
oflthelPhilologicallSocietyVJ2005VJcbeVJcicWckd 0.3 46

91 PhylogenomicJspeciesJtreeJestimationJinJtheJpresenceJofJincompleteJlineageJsortingJandJhorizontalJ
geneJtransferXJBMClGenomicsVJ2015VJchJSupplJcbVJSc 4.5 44

90 LongWtranchJsttractionJinJSpeciesJTreeJwstimationlJ–nconsistencyJofJPartitionedJLikelihoodJandJ
TopologyWtasedJSummaryJMethodsXJSystematiclBiologyVJ2019VJhjVJdjcWdki 8.4 43
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89 SuperxinelJfastJandJaccurateJsupertreeJestimationXJSystematiclBiologyVJ2012VJhcVJdcfWdi 8.4 42

88 TowardsJcompleteJandJerrorWfreeJgenomeJassembliesJofJallJvertebrateJspecies 38

87 ResponseJtoJuommentJonJLWholeWgenomeJanalysesJresolveJearlyJbranchesJinJtheJtreeJofJlifeJofJ
modernJbirdsLXJScienceVJ2015VJefkVJcfhb 33.3 37

86 PsSTslJUltraWLargeJMultipleJSequenceJslignmentXJLecturelNoteslinlComputerlScienceVJ2014VJciiWckc 0.9 37

85 MultipleJsequenceJalignmentlJaJmajorJchallengeJtoJlargeWscaleJphylogeneticsXJPLOSlCurrentsVJ2010VJ
dVJRRNcckj 37

84 TheJdevelopmentJandJapplicationJofJbioinformaticsJcoreJcompetenciesJtoJimproveJbioinformaticsJ
trainingJandJeducationXJPLoSlComputationallBiologyVJ2018VJcfVJecbbgiid 5 37

83 MisunderstoodJparameterJofJNut–JtLsSTJimpactsJtheJcorrectnessJofJbioinformaticsJworkflowsXJ
BioinformaticsVJ2019VJegVJchceWchcf 7.2 37

82 xastSPlJlinearJtimeJcalculationJofJalignmentJaccuracyXJBioinformaticsVJ2011VJdiVJedgbWj 7.2 36

81 PhylogenomicsJfromJWholeJyenomeJSequencesJUsingJaTRsMXJSystematiclBiologyVJ2017VJhhVJijhWikj 8.4 35

80 TheJperformanceJofJcoalescentWbasedJspeciesJtreeJestimationJmethodsJunderJmodelsJofJmissingJ
dataXJBMClGenomicsVJ2018VJckVJdjh 4.5 33

79 PrimatesVJLiceJandJtacterialJSpeciationJandJyenomeJwvolutionJinJtheJSymbiontsJofJzominidJLiceXJ
MolecularlBiologylandlEvolutionVJ2017VJefVJcifeWcigi 8.3 31

78 vsuTsLlJdivideWandWconquerJtreesJRalmostSJwithoutJalignmentsXJBioinformaticsVJ2012VJdjVJidifWjd 7.2 31

77 ttuslJ–mprovingJtheJscalabilityJofJTtwsSTJusingJrandomJbinningXJBMClGenomicsVJ2014VJcgJSupplJhVJScc 4.5 30

76 vistanceWbasedJgenomeJrearrangementJphylogenyXJJournalloflMolecularlEvolutionVJ2006VJheVJfieWje 3.1 30

75 sJroadmapJforJglobalJsynthesisJofJtheJplantJtreeJofJlifeXJAmericanlJournalloflBotanyVJ2018VJcbgVJhcfWhdd 2.7 29

74 snJexperimentalJstudyJofJQuartetsJMaxuutJandJotherJsupertreeJmethodsXJAlgorithmslforlMolecularl
BiologyVJ2011VJhVJi 1.8 28

73 xastJandJaccurateJmethodsJforJphylogenomicJanalysesXJBMClBioinformaticsVJ2011VJcdJSupplJkVJSf 3.6 28

72 sJsimulationJstudyJcomparingJsupertreeJandJcombinedJanalysisJmethodsJusingJSM–vyenXJ
AlgorithmslforlMolecularlBiologyVJ2010VJgVJj 1.8 27
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71 snJexperimentalJstudyJcomparingJlinguisticJphylogeneticJreconstructionJmethodsXJDiachronicaVJ
2013VJebVJcfeWcib 0.9 25

70 wstimatingJoptimalJspeciesJtreesJfromJincompleteJgeneJtreesJunderJdeepJcoalescenceXJJournallofl
ComputationallBiologyVJ2012VJckVJgkcWhbg 1.7 25

69 ShortJquartetJpuzzlinglJaJnewJquartetWbasedJphylogenyJreconstructionJalgorithmXJJournallofl
ComputationallBiologyVJ2008VJcgVJkcWcbe 1.7 25

68 PerformanceJstudyJofJphylogeneticJmethodslJRunweightedSJquartetJmethodsJandJneighborWjoiningXJ
JournalloflAlgorithmsVJ2003VJfjVJcieWcke 24

67 SVvquestlJ–mprovingJSVvquartetsJspeciesJtreeJestimationJusingJexactJoptimizationJwithinJaJ
constrainedJsearchJspaceXJMolecularlPhylogeneticslandlEvolutionVJ2018VJcdfVJcddWceh 4.1 22

66 uoncatenationJsnalysesJinJtheJPresenceJofJ–ncompleteJLineageJSortingXJPLOSlCurrentsVJ2015VJiVJ 22

65 viskJcoveringJmethodsJimproveJphylogenomicJanalysesXJBMClGenomicsVJ2014VJcgJSupplJhVJSi 4.5 21

64 PatternJidentificationJinJbiogeographyXJIEEE/ACMlTransactionslonlComputationallBiologylandl
BioinformaticsVJ2006VJeVJeefWfh 3 20

63 SimultaneousJradiationJofJbirdJandJmammalJliceJfollowingJtheJéWPgJboundaryXJBiologylLettersVJ2018VJ
cfVJ 3.6 19

62 sdvancesJinJphylogenyJreconstructionJfromJgeneJorderJandJcontentJdataXJMethodslinlEnzymologyVJ
2005VJekgVJhieWibb 1.7 18

61 MinimizingJphylogeneticJnumberJtoJfindJgoodJevolutionaryJtreesXJDiscretelAppliedlMathematicsVJ
1996VJicVJcccWceh 1 18

60 PhylogenomicsJusingJTargetWRestrictedJsssemblyJResolvesJ–ntragenericJRelationshipsJofJParasiticJ
LiceJRPhthirapteralJuolumbicolaSXJSystematiclBiologyVJ2017VJhhVJjkhWkcc 8.4 17

59 tetterJmethodsJforJsolvingJparsimonyJandJcompatibilityXJJournalloflComputationallBiologyVJ1998VJgVJekcWfbi1.7 17

58 uomputingJtheJLocalJuonsensusJofJTreesXJSIAMlJournallonlComputingVJ1998VJdiVJchkgWcidf 1.1 16

57 zenQsJteethJandJwhaleQsJfeetlJgeneralizedJcharactersJandJtheirJcompatibilityXJJournallofl
ComputationallBiologyVJ1995VJdVJgcgWdg 1.7 16

56 spplyingVJwvaluatingJandJRefiningJtioinformaticsJuoreJuompetenciesJRsnJUpdateJfromJtheJ
uurriculumJTaskJxorceJofJ–SutQsJwducationJuommitteeSXJPLoSlComputationallBiologyVJ2016VJcdVJecbbfkfe5 15

55 xastMulRxSlJfastJandJaccurateJspeciesJtreeJestimationJunderJgenericJgeneJduplicationJandJlossJ
modelsXJBioinformaticsVJ2020VJehVJigiWihg 7.2 14

54 xastRxSlJfastJandJaccurateJRobinsonWxouldsJSupertreesJusingJconstrainedJexactJoptimizationXJ
BioinformaticsVJ2017VJeeVJhecWhek 7.2 14

(2017-2013)
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53 yeneJtreeJparsimonyJforJincompleteJgeneJtreeslJaddressingJtrueJbiologicalJlossXJAlgorithmslforl
MolecularlBiologyVJ2018VJceVJc 1.8 13

52 wvaluatingJStatisticalJMultipleJSequenceJslignmentJinJuomparisonJtoJOtherJslignmentJMethodsJonJ
ProteinJvataJSetsXJSystematiclBiologyVJ2019VJhjVJekhWfcc 8.4 13

51 zighJdiversityJofJpicornavirusesJinJratsJfromJdifferentJcontinentsJrevealedJbyJdeepJsequencingXJ
EmerginglMicrobeslandlInfectionsVJ2016VJgVJekb 18.9 12

50 LargeWscaleJmultipleJsequenceJalignmentJandJtreeJestimationJusingJSsTˆ'XJMethodslinlMolecularl
BiologyVJ2014VJcbikVJdckWff 1.4 12

49 ResponseJtoJuommentJonJLStatisticalJbinningJenablesJanJaccurateJcoalescentWbasedJestimationJofJ
theJavianJtreeLXJScienceVJ2015VJegbVJcic 33.3 11

48 MsyUSlJMultipleJsequenceJslignmentJusingJyraphJclUSteringXJBioinformaticsVJ2021VJeiVJchhhWchid 7.2 11

47 PhylogenyJwstimationJyivenJSequenceJLengthJzeterogeneityXJSystematiclBiologyVJ2021VJibVJdhjWdjd 8.4 11

46 ScalingJstatisticalJmultipleJsequenceJalignmentJtoJlargeJdatasetsXJBMClGenomicsVJ2016VJciVJihf 4.5 9

45 StatisticallyJconsistentJdivideWandWconquerJpipelinesJforJphylogenyJestimationJusingJNJMergeXJ
AlgorithmslforlMolecularlBiologyVJ2019VJcfVJcf 1.8 9

44 z–PP–lJhighlyJaccurateJproteinJfamilyJclassificationJwithJensemblesJofJzMMsXJBMClGenomicsVJ2016VJ
ciVJihg 4.5 9

43 TreeMergelJaJnewJmethodJforJimprovingJtheJscalabilityJofJspeciesJtreeJestimationJmethodsXJ
BioinformaticsVJ2019VJegVJifciWifdh 7.2 8

42 UnidentifiableJdivergenceJtimesJinJratesWacrossWsitesJmodelsXJIEEE/ACMlTransactionslonl
ComputationallBiologylandlBioinformaticsVJ2004VJcVJcebWf 3 8

41 PolynomialWTimeJStatisticalJwstimationJofJSpeciesJTreesJUnderJyeneJvuplicationJandJLossXJJournall
oflComputationallBiologyVJ2021VJdjVJfgdWfhj 1.7 8

40 uonstrainedJincrementalJtreeJbuildinglJnewJabsoluteJfastJconvergingJphylogenyJestimationJ
methodsJwithJimprovedJscalabilityJandJaccuracyXJAlgorithmslforlMolecularlBiologyVJ2019VJcfVJd 1.8 7

39 snalyzingJtheJOrderJofJ–temsJinJManuscriptsJofJTheJuanterburyJTalesXJComputerslandlthelHumanities
VJ2003VJeiVJkiWcbk 7

38 T–PPdlJmetagenomicJtaxonomicJprofilingJusingJphylogeneticJmarkersXJBioinformaticsVJ2021VJ 7.2 7

37 NJMergelJsJyenericJTechniqueJforJScalingJPhylogenyJwstimationJMethodsJandJ–tsJspplicationJtoJ
SpeciesJTreesXJLecturelNoteslinlComputerlScienceVJ2018VJdhbWdih 0.9 7

36 OuTsLlJOptimalJuompletionJofJgeneJtreesJinJpolynomialJtimeXJAlgorithmslforlMolecularlBiologyVJ
2018VJceVJh 1.8 6

Tandy Warnow

6



35 WhyJsequenceJallJeukaryotesqXJProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesl
oflAmericaVJ2022VJcckVJ 11.5 6

34 vivideWandWuonquerJTreeJwstimationlJOpportunitiesJandJuhallengesXJComputationallBiologyVJ2019VJcdcWcgb0.7 5

33 TreelengthJoptimizationJforJphylogenyJestimationXJPLoSlONEVJ2012VJiVJeeecbf 3.7 5

32 PolynomialWTimeJStatisticalJwstimationJofJSpeciesJTreesJUnderJyeneJvuplicationJandJLossXJLecturel
NoteslinlComputerlScienceVJ2020VJcdbWceg 0.9 5

31 UsingJ–NuJWithinJvivideWandWuonquerJPhylogenyJwstimationXJLecturelNoteslinlComputerlScienceVJ
2019VJchiWcij 0.9 4

30 uoWcitationsJinJcontextlJvisciplinaryJheterogeneityJisJrelevantXJQuantitativelSciencelStudiesVJ2020VJcVJdhfWdih3.8 4

29 PsSTsJforJproteinsXJBioinformaticsVJ2018VJefVJekekWekfc 7.2 4

28 MsyUSUezMMslJ–mprovedJMultipleJSequenceJslignmentJsccuracyJforJxragmentaryJSequencesXJ
BioinformaticsVJ2021VJ 7.2 4

27 xastMulRxSlJxastJandJaccurateJspeciesJtreeJestimationJunderJgenericJgeneJduplicationJandJlossJmodels 4

26 uonstructingJwvolutionaryJTreesJinJtheJPresenceJofJPolymorphicJuharactersXJSIAMlJournallonl
ComputingVJ1999VJdkVJcbeWcec 1.1 3

25 StatisticallyJconsistentJdivideWandWconquerJpipelinesJforJphylogenyJestimationJusingJNJMerge 3

24 NonWparametricJcorrectionJofJestimatedJgeneJtreesJusingJTRsuT–ONXJAlgorithmslforlMolecularl
BiologyVJ2020VJcgVJc 1.8 3

23 ViewingJuomputerJScienceJthroughJuitationJsnalysislJSaltonJandJtergmarkJReduxXJScientometricsVJ
2020VJcdgVJdicWdji 3 3

22 UnblendedJdisjointJtreeJmergingJusingJyTMJimprovesJspeciesJtreeJestimationXJBMClGenomicsVJ2020VJ
dcVJdeg 4.5 3

21 xindingJscientificJcommunitiesJinJcitationJgraphslJsrticlesJandJauthorsXJQuantitativelSciencelStudiesVJ
2021VJdVJcjfWdbe 3.8 3

20 S–wSTslJenhancingJsearchesJforJoptimalJsupertreesJandJspeciesJtreesXJBMClGenomicsVJ2018VJckVJdgd 4.5 2

19 ReWevaluatingJveepJNeuralJNetworksJforJPhylogenyJwstimationlJTheJ–ssueJofJTaxonJSamplingXXJ
JournalloflComputationallBiologyVJ2022VJ 1.7 2

18 PolynomialWTimeJStatisticalJwstimationJofJSpeciesJTreesJunderJyeneJvuplicationJandJLoss 2

(-2022)
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17 MultispeciesJuoalescentlJTheoryJandJspplicationsJinJPhylogeneticsXJAnnuallReviewloflEcologyzl
EvolutionzlandlSystematicsVJ2021VJgdVJ 13.5 2

16 ScalableJandJsccurateJPhylogeneticJPlacementJUsingJpplacerWXRXJLecturelNoteslinlComputerlScience
VJ2021VJkfWcbg 0.9 2

15 snJanalyticalJupperJboundJonJtheJnumberJofJlociJrequiredJforJallJsplitsJofJaJspeciesJtreeJtoJappearJinJ
aJsetJofJgeneJtreesXJBMClBioinformaticsVJ2016VJciVJfci 3.6 1

14 xrequentlyJcocitedJpublicationslJxeaturesJandJkineticsXJQuantitativelSciencelStudiesVJ2020VJcVJcddeWcdfc 3.8 1

13 sdvancingJvivideWandWuonquerJPhylogenyJwstimationJusingJRobinsonWxouldsJSupertrees 1

12 UsingJuonstrainedW–NuJforJLargeWScaleJyeneJTreeJandJSpeciesJTreeJwstimationXJIEEE/ACMl
TransactionslonlComputationallBiologylandlBioinformaticsVJ2021VJcjVJdWcg 3 1

11 visjointJTreeJMergersJforJLargeWScaleJMaximumJLikelihoodJTreeJwstimationXJAlgorithmsVJ2021VJcfVJcfj 1.8 1

10 MultipleJSequenceJslignmentJforJLargeJzeterogeneousJvatasetsJUsingJSsTˆ'VJPsSTsVJandJUPPXJ
MethodslinlMolecularlBiologyVJ2021VJddecVJkkWcck 1.4 1

9 ProfileJziddenJMarkovJModelsJsreJNotJ–dentifiableXJIEEE/ACMlTransactionslonlComputationall
BiologylandlBioinformaticsVJ2021VJcjVJchdWcid 3 1

8 xsSTRsLlJ–mprovingJscalabilityJofJphylogenomicJanalysisXJBioinformaticsVJ2021VJ 7.2 1

7 RevisitingJwvaluationJofJMultipleJSequenceJslignmentJMethodsXJMethodslinlMolecularlBiologyVJ2021
VJddecVJdkkWeci 1.4 1

6 uenterâ��peripheryJstructureJinJresearchJcommunitiesXJQuantitativelSciencelStudiesVcWdh 3.8 1

5 ReconstructingJuhromosomalJwvolutionXJSIAMlJournallonlComputingVJ2006VJehVJkkWcec 1.1 0

4 TheJMaximumJWeightJTraceJslignmentJMergingJProblemXJLecturelNoteslinlComputerlScienceVJ2021VJcgkWcic0.9 0

3 uomparingJMethodsJforJSpeciesJTreeJwstimationJwithJyeneJvuplicationJandJLossXJLecturelNoteslinl
ComputerlScienceVJ2021VJcbhWcci 0.9 0

2 NewJvivideWandWuonquerJTechniquesJforJLargeWScaleJPhylogeneticJwstimationXJLecturelNoteslinl
ComputerlScienceVJ2019VJeWdc 0.9

1 UsingJRobinsonWxouldsJsupertreesJinJdivideWandWconquerJphylogenyJestimationXJAlgorithmslforl
MolecularlBiologyVJ2021VJchVJcd 1.8
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