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103 wnLintegratedLencyclopediaLofLzNwLelementsLinLtheLhumanLgenomedLNaturebL2012bLjnobLkmcmj 50.4 11449

102 TcyoffeepLwLnovelLmethodLforLfastLandLaccurateLmultipleLsequenceLalignmentdLJournalmofmMolecularm
BiologybL2000bLifhbLhfkcgm 6.5 5330

101 TheLGβNyOzβLvmLcatalogLofLhumanLlongLnoncodingLRNwspLanalysisLofLtheirLgeneLstructurebL
evolutionbLandLexpressiondLGenomemResearchbL2012bLhhbLgmmkcno 9.7 3408

100 LongLnoncodingLRNwsLwithLenhancerclikeLfunctionLinLhumanLcellsdLCellbL2010bLgjibLjlckn 56.2 1422

99 wLcomparativeLencyclopediaLofLzNwLelementsLinLtheLmouseLgenomedLNaturebL2014bLkgkbLikkclj 50.4 1026

98 TcyoffeepLaLwebLserverLforLtheLmultipleLsequenceLalignmentLofLproteinLandLRNwLsequencesLusingL
structuralLinformationLandLhomologyLextensiondLNucleicmAcidsmResearchbL2011bLiobLWgicm 20.1 692

97 NextflowLenablesLreproducibleLcomputationalLworkflowsdLNaturemBiotechnologybL2017bLikbLiglcigo 44.5 588

96 McyoffeepLcombiningLmultipleLsequenceLalignmentLmethodsLwithLTcyoffeedLNucleicmAcidsmResearchbL
2006bLijbLglohco 20.1 414

95 βxpressopLautomaticLincorporationLofLstructuralLinformationLinLmultipleLsequenceLalignmentsLusingL
izcyoffeedLNucleicmAcidsmResearchbL2006bLijbLWlfjcn 20.1 383

94 MulticplatformLnextcgenerationLsequencingLofLtheLdomesticLturkeyLUMeleagrisLgallopavoVpLgenomeL
assemblyLandLanalysisdLPLoSmBiologybL2010bLnbLegfffjmk 9.7 311

93 SwGwpLsequenceLalignmentLbyLgeneticLalgorithmdLNucleicmAcidsmResearchbL1996bLhjbLgkgkchj 20.1 285

92 izyoffeepLcombiningLproteinLsequencesLandLstructuresLwithinLmultipleLsequenceLalignmentsdL
JournalmofmMolecularmBiologybL2004bLijfbLinkcok 6.5 271

91 βpistasisLasLtheLprimaryLfactorLinLmolecularLevolutiondLNaturebL2012bLjofbLkikcn 50.4 246

90 RecentLprogressLinLmultipleLsequenceLalignmentpLaLsurveydLPharmacogenomicsbL2002bLibLgigcjj 2.6 227

89 TcoffeevigspLwLwebLserverLforLcomputingbLevaluatingLandLcombiningLmultipleLsequenceL
alignmentsdLNucleicmAcidsmResearchbL2003bLigbLikficl 20.1 203

88 yoordinatedLinternationalLactionLtoLaccelerateLgenomectocphenomeLwithLFwwNGbLtheLFunctionalL
wnnotationLofLwnimalLGenomesLprojectdLGenomemBiologybL2015bLglbLkm 18.3 196

87
IdentificationLofLaLnovelLmicroRNwLUmiRNwVLfromLriceLthatLtargetsLanLalternativelyLsplicedLtranscriptL
ofLtheLNramplLUNaturalLresistancecassociatedLmacrophageLproteinLlVLgeneLinvolvedLinLpathogenL
resistancedLNewmPhytologistbL2013bLgoobLhghchhm
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86
ywRMβNbLaLhumanLsuperLenhancercassociatedLlongLnoncodingLRNwLcontrollingLcardiacL
specificationbLdifferentiationLandLhomeostasisdLJournalmofmMolecularmandmCellularmCardiologybL2015bL
nobLoncggh

5.8 173

85 TheLMcyoffeeLwebLserverpLaLmetacmethodLforLcomputingLmultipleLsequenceLalignmentsLbyL
combiningLalternativeLalignmentLmethodsdLNucleicmAcidsmResearchbL2007bLikbLWljkcn 20.1 170

84 UpcomingLchallengesLforLmultipleLsequenceLalignmentLmethodsLinLtheLhighcthroughputLeradL
BioinformaticsbL2009bLhkbLhjkkclk 7.2 153

83 RecentLevolutionsLofLmultipleLsequenceLalignmentLalgorithmsdLPLoSmComputationalmBiologybL2007bLibLeghi5 146

82 izyoffeevigspLaLwebLserverLforLcombiningLsequencesLandLstructuresLintoLaLmultipleLsequenceL
alignmentdLNucleicmAcidsmResearchbL2004bLihbLWimcjf 20.1 139

81 TySpLaLnewLmultipleLsequenceLalignmentLreliabilityLmeasureLtoLestimateLalignmentLaccuracyLandL
improveLphylogeneticLtreeLreconstructiondLMolecularmBiologymandmEvolutionbL2014bLigbLglhkcim 8.3 132

80 GenomeLandLtranscriptomeLanalysisLofLtheLMesoamericanLcommonLbeanLandLtheLroleLofLgeneL
duplicationsLinLestablishingLtissueLandLtemporalLspecializationLofLgenesdLGenomemBiologybL2016bLgmbLih 18.3 124

79 wccurateLmultipleLsequenceLalignmentLofLtransmembraneLproteinsLwithLPSIcyoffeedLBMCm
BioinformaticsbL2012bLgiLSupplLjbLSg 3.6 99

78 wMPwpLanLautomatedLwebLserverLforLpredictionLofLproteinLantimicrobialLregionsdLBioinformaticsbL
2012bLhnbLgifcg 7.2 90

77 RcyoffeepLaLmethodLforLmultipleLalignmentLofLnonccodingLRNwdLNucleicmAcidsmResearchbL2008bLilbLekh 20.1 88

76 MultipleLsequenceLalignmentLmodelingpLmethodsLandLapplicationsdLBriefingsminmBioinformaticsbL2016bL
gmbLgffocgfhi 13.4 85

75 βxtremeLgenomicLerosionLafterLrecurrentLdemographicLbottlenecksLinLtheLhighlyLendangeredL
IberianLlynxdLGenomemBiologybL2016bLgmbLhkg 18.3 85

74 yaspRpLaLwebLserverLforLautomatedLmolecularLreplacementLusingLhomologyLmodellingdLNucleicm
AcidsmResearchbL2004bLihbLWlflco 20.1 81

73 UsingLtheLTcyoffeeLpackageLtoLbuildLmultipleLsequenceLalignmentsLofLproteinbLRNwbLzNwLsequencesL
andLizLstructuresdLNaturemProtocolsbL2011bLlbLgllocnh 18.8 80

72 TheLimpactLofLzockerLcontainersLonLtheLperformanceLofLgenomicLpipelinesdLPeerJbL2015bLibLeghmi 3.1 77

71 wlignathonpLaLcompetitiveLassessmentLofLwholecgenomeLalignmentLmethodsdLGenomemResearchbL
2014bLhjbLhfmmcno 9.7 74

70 βxploringLtheLgonadLtranscriptomeLofLtwoLextremeLmaleLpigsLwithLRNwcseqdLBMCmGenomicsbL2011bL
ghbLkkh 4.5 72

69 wLfieldLguideLforLtheLcompositionalLanalysisLofLanycomicsLdatadLGigaSciencebL2019bLnbL 7.6 66
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68 HaplotypeLselectionLasLanLadaptiveLmechanismLinLtheLprotozoanLpathogenLLeishmaniaLdonovanidL
NaturemEcologymandmEvolutionbL2017bLgbLgolgcgolo 12.3 65

67 ThirdLReportLonLyhickenLGenesLandLyhromosomesLhfgkdLCytogeneticmandmGenomemResearchbL2015bL
gjkbLmncgmo 1.9 57

66 βnhancedLtranscriptomeLmapsLfromLmultipleLmouseLtissuesLrevealLevolutionaryLconstraintLinLgeneL
expressiondLNaturemCommunicationsbL2015bLlbLkofi 17.4 56

65 StructuralLgenomicsLofLhighlyLconservedLmicrobialLgenesLofLunknownLfunctionLinLsearchLofLnewL
antibacterialLtargetsdLJournalmofmStructuralmandmFunctionalmGenomicsbL2003bLjbLgjgckm 52

64 FibroblastcderivedLinducedLpluripotentLstemLcellsLshowLnoLcommonLretroviralLvectorLinsertionsdL
StemmCellsbL2009bLhmbLiffcl 5.8 51

63 TheLrhizomeLofLlifepLtheLsympatricLRickettsiaLfelisLparadigmLdemonstratesLtheLrandomLtransferLofL
zNwLsequencesdLMolecularmBiologymandmEvolutionbL2011bLhnbLihgichi 8.3 51

62 RcyoffeepLaLwebLserverLforLaccuratelyLaligningLnoncodingLRNwLsequencesdLNucleicmAcidsmResearchbL
2008bLilbLWgfci 20.1 51

61 HowLshouldLweLmeasureLproportionalityLonLrelativeLgeneLexpressionLdataudLTheoryminmBiosciencesbL
2016bLgikbLhgcil 1.3 50

60 wPzxpLaLnovelLmeasureLforLbenchmarkingLsequenceLalignmentLmethodsLwithoutLreferenceL
alignmentsdLBioinformaticsbL2003bLgoLSupplLgbLihgkchg 7.2 45

59 HowLMuchLzoesLItLyostupLOptimizationLofLyostsLinLSequenceLwnalysisLofLSocialLScienceLzatadL
SociologicalmMethodsmandmResearchbL2009bLinbLgomchig 2.9 44

58 TcyoffeepLTreecbasedLconsistencyLobjectiveLfunctionLforLalignmentLevaluationdLMethodsminmMolecularm
BiologybL2014bLgfmobLggmcho 1.4 41

57 βvolutionaryLFootprintsLRevealLInsightsLintoLPlantLMicroRNwLxiogenesisdLPlantmCellbL2017bLhobLghjncghlg11.6 40

56 SegmentcbasedLmultipleLsequenceLalignmentdLBioinformaticsbL2008bLhjbLignmcoh 7.2 39

55
PharmacologicalLassessmentLdefinesLLeishmaniaLdonovaniLcaseinLkinaseLgLasLaLdrugLtargetLandL
revealsLimportantLfunctionsLinLparasiteLviabilityLandLintracellularLinfectiondLAntimicrobialmAgentsmandm
ChemotherapybL2014bLknbLgkfgcgk

5.9 34

54 βxpressionLzivergenceLofLyhemosensoryLGenesLbetweenLzrosophilaLsechelliaLandLItsLSiblingL
SpeciesLandLItsLImplicationsLforLHostLShiftdLGenomemBiologymandmEvolutionbL2015bLmbLhnjickn 3.9 34

53 TranscriptLprofilingLofLjasmonatecelicitedLTaxusLcellsLrevealsLaL˛†cphenylalaninecyowLligasedLPlantm
BiotechnologymJournalbL2016bLgjbLnkcol 11.6 33

52
PrincipalLyomponentLwnalysisLofLtheLβffectsLofLβnvironmentalLβnrichmentLandL
UcVcepigallocatechincicgallateLonLwgecwssociatedLLearningLzeficitsLinLaLMouseLModelLofLzownL
SyndromedLFrontiersminmBehavioralmNeurosciencebL2015bLobLiif

3.5 32

51 TySpLaLwebLserverLforLmultipleLsequenceLalignmentLevaluationLandLphylogeneticLreconstructiondL
NucleicmAcidsmResearchbL2015bLjibLWicl 20.1 30
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50 TheLiRMSzpLaLlocalLmeasureLofLsequenceLalignmentLaccuracyLusingLstructuralLinformationdL
BioinformaticsbL2006bLhhbLeikco 7.2 29

49
PSIeTMcyoffeepLaLwebLserverLforLfastLandLaccurateLmultipleLsequenceLalignmentsLofLregularLandL
transmembraneLproteinsLusingLhomologyLextensionLonLreducedLdatabasesdLNucleicmAcidsmResearchbL
2016bLjjbLWiiocji

20.1 28

48 wnLimprovedLunderstandingLofLTNFLeTNFRLinteractionsLusingLstructurecbasedLclassificationsdLTrendsm
inmBiochemicalmSciencesbL2012bLimbLikicli 10.3 28

47 yyclosporinLwLtreatmentLofLLeishmaniaLdonovaniLrevealsLstagecspecificLfunctionsLofLcyclophilinsLinL
parasiteLproliferationLandLviabilitydLPLoSmNeglectedmTropicalmDiseasesbL2010bLjbLemho 4.8 26

46 xlastRccfastLandLaccurateLdatabaseLsearchesLforLnonccodingLRNwsdLNucleicmAcidsmResearchbL2011bLiobLlnnlcok20.1 26

45
yombinedLTreatmentLWithLβnvironmentalLβnrichmentLandLUcVcβpigallocatechincicGallateL
wmelioratesLLearningLzeficitsLandLHippocampalLwlterationsLinLaLMouseLModelLofLzownLSyndromedL
ENeurobL2016bLibL

3.9 26

44 GearingLupLtoLhandleLtheLmosaicLnatureLofLlifeLinLtheLquestLforLorthologsdLBioinformaticsbL2018bLijbLihiciho7.2 25

43 yloudcyoffeepLimplementationLofLaLparallelLconsistencycbasedLmultipleLalignmentLalgorithmLinLtheL
TcyoffeeLpackageLandLitsLbenchmarkingLonLtheLwmazonLβlasticcylouddLBioinformaticsbL2010bLhlbLgoficj 7.2 23

42 ImprovedLdefinitionLofLtheLmouseLtranscriptomeLviaLtargetedLRNwLsequencingdLGenomemResearchbL
2016bLhlbLmfkcgl 9.7 23

41 wLnovelbLnoncanonicalLmechanismLofLcytoplasmicLpolyadenylationLoperatesLinLzrosophilaL
embryogenesisdLGenesmandmDevelopmentbL2010bLhjbLghocij 12.6 22

40 yomputingLmultipleLsequenceestructureLalignmentsLwithLtheLTccoffeeLpackagedLCurrentmProtocolsminm
BioinformaticsbL2010bLyhapterLibLUnitLidndgchk 24.2 22

39 UsingLtertiaryLstructureLforLtheLcomputationLofLhighlyLaccurateLmultipleLRNwLalignmentsLwithLtheL
SwRwcyoffeeLpackagedLBioinformaticsbL2013bLhobLggghco 7.2 18

38 STRIKβpLevaluationLofLproteinLMSwsLusingLaLsingleLizLstructuredLBioinformaticsbL2011bLhmbLiinkcog 7.2 17

37 zetectingLandLcomparingLnonccodingLRNwsLinLtheLhighcthroughputLeradLInternationalmJournalmofm
MolecularmSciencesbL2013bLgjbLgkjhickn 6.3 16

36 zifferentialLproportionalityLcLaLnormalizationcfreeLapproachLtoLdifferentialLgeneLexpression 15

35 UseLofLyhIPcSeqLdataLforLtheLdesignLofLaLmultipleLpromotercalignmentLmethoddLNucleicmAcidsm
ResearchbL2012bLjfbLekh 20.1 14

34 PROTOGβNβpLturningLaminoLacidLalignmentsLintoLbonaLfideLyzSLnucleotideLalignmentsdLNucleicm
AcidsmResearchbL2006bLijbLWlffci 20.1 13

33 LargeLmultipleLsequenceLalignmentsLwithLaLrootctocleafLregressiveLmethoddLNaturemBiotechnologybL
2019bLimbLgjllcgjmf 44.5 13
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32 VertebrateLconservedLnonLcodingLzNwLregionsLhaveLaLhighLpersistenceLlengthLandLaLshortL
persistenceLtimedLBMCmGenomicsbL2007bLnbLion 4.5 12

31 LessonsLLearnedpLRecommendationsLforLβstablishingLyriticalLPeriodicLScientificLxenchmarking 12

30 HighLPerformanceLcomputingLimprovementsLonLbioinformaticsLconsistencycbasedLmultipleL
sequenceLalignmentLtoolsdLParallelmComputingbL2015bLjhbLgncij 1 9

29 βxtinctionLandLreinstatementLofLanLoperantLrespondingLmaintainedLbyLfoodLinLdifferentLmodelsLofL
obesitydLAddictionmBiologybL2018bLhibLkjjckkk 4.6 9

28 PredictingLphenotypicLtraitsLofLprokaryotesLfromLproteinLdomainLfrequenciesdLBMCmBioinformaticsbL
2010bLggbLjng 3.6 9

27 TimeccourseLandLdynamicsLofLobesitycrelatedLbehavioralLchangesLinducedLbyLenergycdenseLfoodsLinL
micedLAddictionmBiologybL2018bLhibLkigckji 4.6 8

26 GeneralizedLxootstrapLSupportsLforLPhylogeneticLwnalysesLofLProteinLSequencesLIncorporatingL
wlignmentLUncertaintydLSystematicmBiologybL2018bLlmbLoomcgffo 8.4 8

25 ImprovingLmultipleLsequenceLalignmentLbiologicalLaccuracyLthroughLgeneticLalgorithmsdLJournalmofm
SupercomputingbL2013bLlkbLgfmlcgfnn 2.5 7

24 xreenLetLaldLreplydLNaturebL2013bLjombLβhcβi 50.4 7

23 βnhancingLtheLScalabilityLofLyonsistencycbasedLProgressiveLMultipleLSequencesLwlignmentL
wpplicationsL2012bL 5

22 TcRMSzpLaLfinecgrainedbLstructurecbasedLclassificationLmethodLandLitsLapplicationLtoLtheLfunctionalL
characterizationLofLTNFLreceptorsdLJournalmofmMolecularmBiologybL2010bLjffbLlfkcgm 6.5 5

21 yomputingLmultipleLsequenceestructureLalignmentsLwithLtheLTccoffeeLpackagedLCurrentmProtocolsminm
BioinformaticsbL2004bLyhapterLibLUnitidn 24.2 5

20 PergolapLxoostingLVisualizationLandLwnalysisLofLLongitudinalLzataLbyLUnlockingLGenomicLwnalysisL
ToolsdLISciencebL2018bLobLhjjchkm 6.1 5

19 ScalabilityLandLaccuracyLimprovementsLofLconsistencycbasedLmultipleLsequenceLalignmentLtoolsL
2013bL 4

18 βxploitingLparallelismLonLprogressiveLalignmentLmethodsdLJournalmofmSupercomputingbL2011bLknbLgnlcgoj 2.5 4

17 ImprovingLtheLalignmentLqualityLofLconsistencyLbasedLalignersLwithLanLevaluationLfunctionLusingL
synonymousLproteinLwordsdLPLoSmONEbL2011bLlbLehmnmh 3.7 4

16 PerformanceLanalysisLofLcomputationalLapproachesLtoLsolveLMultipleLSequenceLwlignmentdLJournalm
ofmSupercomputingbL2013bLljbLlocmn 2.5 3

15 SwRwcyoffeeLwebLserverbLaLtoolLforLtheLcomputationLofLRNwLsequenceLandLstructureLmultipleL
alignmentsdLNucleicmAcidsmResearchbL2014bLjhbLWiklclf 20.1 3
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14 TcRMSzpLaLwebLserverLforLautomatedLfinecgrainedLproteinLstructuralLclassificationdLNucleicmAcidsm
ResearchbL2013bLjgbLWiknclh 20.1 3

13 βfficientLandLinterpretableLpredictionLofLproteinLfunctionalLclassesLbyLcorrespondenceLanalysisLandL
compactLsetLrelationsdLPLoSmONEbL2013bLnbLemkkjh 3.7 3

12 PergolacwebpLaLwebLserverLforLtheLvisualizationLandLanalysisLofLlongitudinalLbehavioralLdataLusingL
repurposedLgenomicsLtoolsLandLstandardsdLNucleicmAcidsmResearchbL2019bLjmbLWlffcWlfj 20.1 2

11 IncorporatingLalignmentLuncertaintyLintoLFelsensteinTsLphylogeneticLbootstrapLtoLimproveLitsL
reliabilitydLBioinformaticsbL2019bL 7.2 2

10 wLfieldLguideLforLtheLcompositionalLanalysisLofLanycomicsLdata 2

9 RecoveringLaccuracyLmethodsLforLscalableLconsistencyLlibrarydLJournalmofmSupercomputingbL2015bLmgbLgniicgnjk2.5 1

8 wLusercfriendlyLwebLportalLforLTcyoffeeLonLsupercomputersdLBMCmBioinformaticsbL2011bLghbLgkf 3.6 1

7 wPzxpLaLwebLserverLtoLevaluateLtheLaccuracyLofLsequenceLalignmentsLusingLstructuralLinformationdL
BioinformaticsbL2006bLhhbLhjiocjf 7.2 1

6 FastLandLaccurateLlargeLmultipleLsequenceLalignmentsLusingLrootctocleaveLregressiveLcomputation 1

5 FourLlayerLmulticomicsLrevealsLmolecularLresponsesLtoLaneuploidyLinLLeishmania 1

4 MultipleLSequenceLwlignmentLyomputationLUsingLtheLTcyoffeeLRegressiveLwlgorithmL
ImplementationdLMethodsminmMolecularmBiologybL2021bLhhigbLnocom 1.4 1

3 wpproachesLforLcontainerizedLscientificLworkflowsLinLcloudLenvironmentsLwithLapplicationsLinLlifeL
sciencedLF1000ResearchbgfbLkgi 3.6 0

2 UsingLGeneticLwlgorithmsLforLPairwiseLandLMultipleLSequenceLwlignmentsL2003bLnmcggg

1 ProtocolLforLMeasuringLyompulsiveclikeLFeedingLxehaviorLinLMicedLBio-protocolbL2019bLobLeiifn 0.9
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