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k Paper IF Citations

132 vonstructingLbenchmarkLtestLsetsLforLbiologicalLsequenceLanalysisLusingLindependentLsetL
algorithmsaaLPLoSiComputationaliBiologyXL2022XLdkXLedcclgle 5 1

131 tLcomputationalLscreenLforLalternativeLgeneticLcodesLinLoverLehcXcccLgenomesaLELifeXL2021XLdcXL 8.9 4

130 RfamLdgmLexpandedLcoverageLofLmetagenomicXLviralLandLmicroRNtLfamiliesaLNucleiciAcidsiResearchXL
2021XLglXLwdleYwecc 20.1 108

129 xstimatingLtheLpowerLofLsequenceLcovariationLforLdetectingLconservedLRNtLstructureaL
BioinformaticsXL2020XLfiXLfcjeYfcji 7.2 37

128 ManyXLbutLnotLallXLlineageYspecificLgenesLcanLbeLexplainedLbyLhomologyLdetectionLfailureaLPLoSi
BiologyXL2020XLdkXLefccckie 9.7 26

127 RemoteLhomologyLsearchLwithLhiddenLPottsLmodelsaLPLoSiComputationaliBiologyXL2020XLdiXLedcckckh 5 9

126 tLgeneticXLgenomicXLandLcomputationalLresourceLforLexploringLneuralLcircuitLfunctionaLELifeXL2020XLlXL 8.9 78

125 ManyXLbutLnotLallXLlineageYspecificLgenesLcanLbeLexplainedLbyLhomologyLdetectionLfailureL2020XLdkXLefccckie

124 ManyXLbutLnotLallXLlineageYspecificLgenesLcanLbeLexplainedLbyLhomologyLdetectionLfailureL2020XLdkXLefccckie

123 ManyXLbutLnotLallXLlineageYspecificLgenesLcanLbeLexplainedLbyLhomologyLdetectionLfailureL2020XLdkXLefccckie

122 ManyXLbutLnotLallXLlineageYspecificLgenesLcanLbeLexplainedLbyLhomologyLdetectionLfailureL2020XLdkXLefccckie

121 ManyXLbutLnotLallXLlineageYspecificLgenesLcanLbeLexplainedLbyLhomologyLdetectionLfailureL2020XLdkXLefccckie

120 ManyXLbutLnotLallXLlineageYspecificLgenesLcanLbeLexplainedLbyLhomologyLdetectionLfailureL2020XLdkXLefccckie

119 RemoteLhomologyLsearchLwithLhiddenLPottsLmodelsL2020XLdiXLedcckckh

118 RemoteLhomologyLsearchLwithLhiddenLPottsLmodelsL2020XLdiXLedcckckh

117 RemoteLhomologyLsearchLwithLhiddenLPottsLmodelsL2020XLdiXLedcckckh

116 RemoteLhomologyLsearchLwithLhiddenLPottsLmodelsL2020XLdiXLedcckckh
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115 yreeLcircularLintronsLwithLanLunusualLbranchpointLinLneuronalLprojectionsaLELifeXL2019XLkXL 8.9 7

114 RepresentationLlearningLofLgenomicLsequenceLmotifsLwithLconvolutionalLneuralLnetworksaLPLoSi
ComputationaliBiologyXL2019XLdhXLedccjhic 5 24

113 TheLPfamLproteinLfamiliesLdatabaseLinLecdlaLNucleiciAcidsiResearchXL2019XLgjXLwgejYwgfe 20.1 2298

112 RfamLdfacmLshiftingLtoLaLgenomeYcentricLresourceLforLnonYcodingLRNtLfamiliesaLNucleiciAcidsi
ResearchXL2018XLgiXLwffhYwfge 20.1 533

111 HMMxRLwebLservermLecdkLupdateaLNucleiciAcidsiResearchXL2018XLgiXLWeccYWecg 20.1 596

110 zroupLILintronsLareLwidespreadLinLarchaeaaLNucleiciAcidsiResearchXL2018XLgiXLjljcYjlji 20.1 13

109 IdentificationLandLvharacterizationLofLaLvlassLofLMtLtTdYlikeLzenomicLLociaLCelliReportsXL2017XLdlXLdjefYdjfk10.6 41

108 zeneLxvolutionmLzettingLSomethingLfromLNothingaLCurrentiBiologyXL2017XLejXLRiidYRiif 6.3 15

107 tLstatisticalLtestLforLconservedLRNtLstructureLshowsLlackLofLevidenceLforLstructureLinLlncRNtsaL
NatureiMethodsXL2017XLdgXLghYgk 21.6 191

106 TheLwfamLdatabaseLofLrepetitiveLwNtLfamiliesaLNucleiciAcidsiResearchXL2016XLggXLwkdYl 20.1 295

105 TheLPfamLproteinLfamiliesLdatabasemLtowardsLaLmoreLsustainableLfutureaLNucleiciAcidsiResearchXL
2016XLggXLwejlYkh 20.1 3678

104 xpigenomicLlandscapesLofLretinalLrodsLandLconesaLELifeXL2016XLhXLeddidf 8.9 83

103 xpigenomicLSignaturesLofLNeuronalLwiversityLinLtheLMammalianLurainaLNeuronXL2015XLkiXLdfilYkg 13.9 430

102 RfamLdeacmLupdatesLtoLtheLRNtLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2015XLgfXLwdfcYj 20.1 723

101 ParameterizingLsequenceLalignmentLwithLanLexplicitLevolutionaryLmodelaLBMCiBioinformaticsXL2015XL
diXLgci 3.6 17

100 HMMxRLwebLservermLecdhLupdateaLNucleiciAcidsiResearchXL2015XLgfXLWfcYk 20.1 590

99 vombinatorialLwNtLRearrangementLyacilitatesLtheLOriginLofLNewLzenesLinLviliatesaLGenomeiBiologyi
andiEvolutionXL2015XLjXLekhlYjc 3.9 19

98 HomologyLsearchesLforLstructuralLRNtsmLfromLproofLofLprincipleLtoLpracticalLuseaLRnaXL2015XLedXLichYj 5.8 3

(2015-2019)
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97 vomputationalLanalysisLofLconservedLRNtLsecondaryLstructureLinLtranscriptomesLandLgenomesaL
AnnualiReviewiofiBiophysicsXL2014XLgfXLgffYhi 21.1 85

96 PfammLtheLproteinLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2014XLgeXLweeeYfc 20.1 3975

95 wfammLaLdatabaseLofLrepetitiveLwNtLbasedLonLprofileLhiddenLMarkovLmodelsaLNucleiciAcidsiResearchXL
2013XLgdXLwjcYke 20.1 147

94 TheLxNvOwxLprojectmLmisstepsLovershadowingLaLsuccessaLCurrentiBiologyXL2013XLefXLRehlYid 6.3 67

93 nhmmermLwNtLhomologyLsearchLwithLprofileLHMMsaLBioinformaticsXL2013XLelXLegkjYl 7.2 366

92 TheLOxytrichaLtrifallaxLmacronuclearLgenomemLaLcomplexLeukaryoticLgenomeLwithLdiXcccLtinyL
chromosomesaLPLoSiBiologyXL2013XLddXLedccdgjf 9.7 145

91 RfamLddacmLdcLyearsLofLRNtLfamiliesaLNucleiciAcidsiResearchXL2013XLgdXLweeiYfe 20.1 596

90 InfernalLdadmLdccYfoldLfasterLRNtLhomologyLsearchesaLBioinformaticsXL2013XLelXLelffYh 7.2 1252

89 vhallengesLinLhomologyLsearchmLHMMxRfLandLconvergentLevolutionLofLcoiledYcoilLregionsaLNucleici
AcidsiResearchXL2013XLgdXLeded 20.1 629

88 vomputationalLidentificationLofLfunctionalLRNtLhomologsLinLmetagenomicLdataaLRNAiBiologyXL2013XL
dcXLddjcYl 4.8 33

87 TranscriptionLfactorsLthatLconvertLadultLcellLidentityLareLdifferentiallyLpolycombLrepressedaLPLoSi
ONEXL2013XLkXLeifgcj 3.7 16

86 TheLvYvalueLparadoxXLjunkLwNtLandLxNvOwxaLCurrentiBiologyXL2012XLeeXLRklkYl 6.3 118

85 vellLtypeYspecificLgenomicsLofLwrosophilaLneuronsaLNucleiciAcidsiResearchXL2012XLgcXLlildYjcg 20.1 114

84 tLrangeLofLcomplexLprobabilisticLmodelsLforLRNtLsecondaryLstructureLpredictionLthatLincludesLtheL
nearestYneighborLmodelLandLmoreaLRnaXL2012XLdkXLdlfYede 5.8 62

83 TheLPfamLproteinLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2012XLgcXLwelcYfcd 20.1 2844

82 HMMxRLwebLservermLinteractiveLsequenceLsimilarityLsearchingaLNucleiciAcidsiResearchXL2011XLflXLWelYfj 20.1 2917

81 RfammLWikipediaXLclansLandLtheLNdecimalNLreleaseaLNucleiciAcidsiResearchXL2011XLflXLwdgdYh 20.1 321

80 yastLfilteringLforLRNtLhomologyLsearchaLBioinformaticsXL2011XLejXLfdceYl 7.2 26
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79 xxploitingLOxytrichaLtrifallaxLnanochromosomesLtoLscreenLforLnonYcodingLRNtLgenesaLNucleiciAcidsi
ResearchXL2011XLflXLjhelYgj 20.1 10

78 tcceleratedLProfileLHMMLSearchesaLPLoSiComputationaliBiologyXL2011XLjXLedccedlh 5 3068

77 TheLPfamLproteinLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2010XLfkXLweddYee 20.1 2467

76 HiddenLMarkovLmodelLspeedLheuristicLandLiterativeLHMMLsearchLprocedureaLBMCiBioinformaticsXL
2010XLddXLgfd 3.6 546

75 tLsurveyLofLnematodeLSmYLRNtsaLRNAiBiologyXL2009XLiXLhYk 4.8 19

74 tLNxWLzxNxRtTIONLOyLHOMOLOzYLSxtRvHLTOOLSLutSxwLONLPROutuILISTIvLINyxRxNvxL2009XL 255

73 InfernalLdacmLinferenceLofLRNtLalignmentsaLBioinformaticsXL2009XLehXLdffhYj 7.2 1001

72 RfammLupdatesLtoLtheLRNtLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2009XLfjXLwdfiYgc 20.1 652

71 PrepublicationLdataLsharingaLNatureXL2009XLgidXLdikYjc 50.4 197

70 LocalLRNtLstructureLalignmentLwithLincompleteLsequenceaLBioinformaticsXL2009XLehXLdefiYgf 7.2 14

69 tLnewLgenerationLofLhomologyLsearchLtoolsLbasedLonLprobabilisticLinferenceaLGenomeiInformaticsXL
2009XLefXLechYdd 636

68 ProbabilisticLphylogeneticLinferenceLwithLinsertionsLandLdeletionsaLPLoSiComputationaliBiologyXL
2008XLgXLedcccdje 5 46

67 tLprobabilisticLmodelLofLlocalLsequenceLalignmentLthatLsimplifiesLstatisticalLsignificanceLestimationaL
PLoSiComputationaliBiologyXL2008XLgXLedccccil 5 225

66 TheLPfamLproteinLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2008XLfiXLwekdYk 20.1 1806

65 QueryYdependentLbandingLTQwuULforLfasterLRNtLsimilarityLsearchesaLPLoSiComputationaliBiologyXL
2007XLfXLehi 5 234

64 xfficientLpairwiseLRNtLstructureLpredictionLandLalignmentLusingLsequenceLalignmentLconstraintsaL
BMCiBioinformaticsXL2006XLjXLgcc 3.6 92

63 PfammLclansXLwebLtoolsLandLservicesaLNucleiciAcidsiResearchXL2006XLfgXLwegjYhd 20.1 1784

62 zeneticsaLTotalLinformationLawarenessLforLwormLgeneticsaLScienceXL2006XLfddXLdfkdYe 33.3 5

(2006-2011)
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61 RfammLannotatingLnonYcodingLRNtsLinLcompleteLgenomesaLNucleiciAcidsiResearchXL2005XLffXLwdedYg 20.1 990

60 zenerationLandLannotationLofLtheLwNtLsequencesLofLhumanLchromosomesLeLandLgaLNatureXL2005XL
gfgXLjegYfd 50.4 61

59 tLmodelLofLtheLstatisticalLpowerLofLcomparativeLgenomeLsequenceLanalysisaLPLoSiBiologyXL2005XLfXLedc 9.7 94

58 KissingLcomplexLRNtsLmediateLinteractionLbetweenLtheLyragileYXLmentalLretardationLproteinLKHeL
domainLandLbrainLpolyribosomesaLGenesiandiDevelopmentXL2005XLdlXLlcfYdk 12.6 208

57 NtntedisciplinaryNLscienceaLPLoSiComputationaliBiologyXL2005XLdXLei 5 26

56 vaLelegansLnoncodingLRNtLgenesaLWormBookXL2005XLdYj 28

55 vircularLboxLvbwLRNtsLinLPyrococcusLfuriosusaLProceedingsiofitheiNationaliAcademyiofiSciencesiofi
theiUnitediStatesiofiAmericaXL2004XLdcdXLdgcljYdcd 11.5 38

54 WhatLisLdynamicLprogrammingraLNatureiBiotechnologyXL2004XLeeXLlclYdc 44.5 79

53 WhereLdidLtheLuLOSUMieLalignmentLscoreLmatrixLcomeLfromraLNatureiBiotechnologyXL2004XLeeXLdcfhYi 44.5 164

52 WhatLisLuayesianLstatisticsraLNatureiBiotechnologyXL2004XLeeXLddjjYk 44.5 79

51 WhatLisLaLhiddenLMarkovLmodelraLNatureiBiotechnologyXL2004XLeeXLdfdhYi 44.5 258

50 HowLdoLRNtLfoldingLalgorithmsLworkraLNatureiBiotechnologyXL2004XLeeXLdghjYk 44.5 100

49 PackYMULxLtransposableLelementsLmediateLgeneLevolutionLinLplantsaLNatureXL2004XLgfdXLhilYjf 50.4 433

48 xvaluationLofLseveralLlightweightLstochasticLcontextYfreeLgrammarsLforLRNtLsecondaryLstructureL
predictionaLBMCiBioinformaticsXL2004XLhXLjd 3.6 165

47 TheLPfamLproteinLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2004XLfeXLwdfkYgd 20.1 2720

46 RSxtRvHmLfindingLhomologsLofLsingleLstructuredLRNtLsequencesaLBMCiBioinformaticsXL2003XLgXLgg 3.6 178

45 tnLactiveLwNtLtransposonLfamilyLinLriceaLNatureXL2003XLgedXLdifYj 50.4 371

44 TheLwNtLsequenceLofLhumanLchromosomeLjaLNatureXL2003XLgegXLdhjYig 50.4 202

Sean R Eddy

6



43 tLuniformLsystemLforLmicroRNtLannotationaLRnaXL2003XLlXLejjYl 5.8 1332

42 RfammLanLRNtLfamilyLdatabaseaLNucleiciAcidsiResearchXL2003XLfdXLgflYgd 20.1 970

41 vomputationalLidentificationLofLnonYcodingLRNtsLinLSaccharomycesLcerevisiaeLbyLcomparativeL
genomicsaLNucleiciAcidsiResearchXL2003XLfdXLgddlYek 20.1 70

40 RIOmLanalyzingLproteomesLbyLautomatedLphylogenomicsLusingLresampledLinferenceLofLorthologsaL
BMCiBioinformaticsXL2002XLfXLdg 3.6 140

39 tLmemoryYefficientLdynamicLprogrammingLalgorithmLforLoptimalLalignmentLofLaLsequenceLtoLanL
RNtLsecondaryLstructureaLBMCiBioinformaticsXL2002XLfXLdk 3.6 163

38 trchaealLguideLRNtsLfunctionLinLrRNtLmodificationLinLtheLeukaryoticLnucleusaLCurrentiBiologyXL2002
XLdeXLdllYecf 6.3 19

37 InitialLsequencingLandLcomparativeLanalysisLofLtheLmouseLgenomeaLNatureXL2002XLgecXLhecYie 50.4 5376

36 tutomatedLdeLnovoLidentificationLofLrepeatLsequenceLfamiliesLinLsequencedLgenomesaLGenomei
ResearchXL2002XLdeXLdeilYji 9.7 499

35 NoncodingLRNtLgenesLidentifiedLinLtTYrichLhyperthermophilesaLProceedingsiofitheiNationali
AcademyiofiSciencesiofitheiUnitediStatesiofiAmericaXL2002XLllXLjhgeYj 11.5 142

34 TheLPfamLproteinLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2002XLfcXLejiYkc 20.1 1839

33 vomputationalLgenomicsLofLnoncodingLRNtLgenesaLCellXL2002XLdclXLdfjYgc 56.2 192

32 InitialLsequencingLandLanalysisLofLtheLhumanLgenomeaLNatureXL2001XLgclXLkicYled 50.4 17366

31 NonYcodingLRNtLgenesLandLtheLmodernLRNtLworldaLNatureiReviewsiGeneticsXL2001XLeXLldlYel 30.1 1012

30 vomputationalLidentificationLofLnoncodingLRNtsLinLxaLcoliLbyLcomparativeLgenomicsaLCurrenti
BiologyXL2001XLddXLdfilYjf 6.3 327

29 NoncodingLRNtLgeneLdetectionLusingLcomparativeLsequenceLanalysisaLBMCiBioinformaticsXL2001XLeXLk 3.6 342

28 tTVmLdisplayLandLmanipulationLofLannotatedLphylogeneticLtreesaLBioinformaticsXL2001XLdjXLfkfYg 7.2 234

27 vhangesLinLgeneLexpressionLassociatedLwithLdevelopmentalLarrestLandLlongevityLinLvaenorhabditisL
elegansaLGenomeiResearchXL2001XLddXLdfgiYhe 9.7 186

26 SecondaryLstructureLaloneLisLgenerallyLnotLstatisticallyLsignificantLforLtheLdetectionLofLnoncodingL
RNtsaLBioinformaticsXL2000XLdiXLhkfYich 7.2 220

(2000-2003)
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25 HomologsLofLsmallLnucleolarLRNtsLinLtrchaeaaLScienceXL2000XLekkXLhdjYee 33.3 289

24 TheLPfamLproteinLfamiliesLdatabaseaLNucleiciAcidsiResearchXL2000XLekXLeifYi 20.1 1074

23 tLcomputationalLscreenLforLmethylationLguideLsnoRNtsLinLyeastaLScienceXL1999XLekfXLddikYjd 33.3 398

22 NoncodingLRNtLgenesaLCurrentiOpinioniiniGeneticsiandiDevelopmentXL1999XLlXLilhYl 4.9 113

21 tLdynamicLprogrammingLalgorithmLforLRNtLstructureLpredictionLincludingLpseudoknotsaLJournaliofi
MoleculariBiologyXL1999XLekhXLechfYik 6.5 511

20 uiologicalLSequenceLtnalysismLProbabilisticLModelsLofLProteinsLandLNucleicLtcidsL1998XL 2271

19 tRNtscanYSxmLaLprogramLforLimprovedLdetectionLofLtransferLRNtLgenesLinLgenomicLsequenceaL
NucleiciAcidsiResearchXL1997XLehXLlhhYig 20.1 7694

18 tRNtscanYSxmLtLProgramLforLImprovedLwetectionLofLTransferLRNtLzenesLinLzenomicLSequenceaL
NucleiciAcidsiResearchXL1997XLehXLclhhYlig 20.1 3624

17 tLmemberLofLtheLimmunoglobulinLsuperfamilyLinLbacteriophageLTgaLVirusiGenesXL1997XLdgXLdifYh 2.3 24

16 PfammLaLcomprehensiveLdatabaseLofLproteinLdomainLfamiliesLbasedLonLseedLalignmentsaLProteins:i
StructurewiFunctioniandiBioinformaticsXL1997XLekXLgchYec 4.2 841

15 HiddenLMarkovLmodelsaLCurrentiOpinioniiniStructuraliBiologyXL1996XLiXLfidYh 8.1 847

14 MembersLofLtheLimmunoglobulinLsuperfamilyLinLbacteriaaLProteiniScienceXL1996XLhXLdlflYgd 6.3 57

13 IsLtheLPopeLtheLPoperaLNatureXL1996XLfkeXLglcYglc 50.4 0

12 RNtLstructureLalignmentLonLaLmassivelyLparallelLcomputeraLLectureiNotesiiniComputeriScienceXL1995XLhceYhcj0.9

11 MaximumLdiscriminationLhiddenLMarkovLmodelsLofLsequenceLconsensusaLJournaliofiComputationali
BiologyXL1995XLeXLlYef 1.7 167

10 tminoLacidLsequenceLmotifLofLgroupLILintronLendonucleasesLisLconservedLinLopenLreadingLframesLofL
groupLIILintronsaLTrendsiiniBiochemicaliSciencesXL1994XLdlXLgceYg 10.3 133

9 RNtLsequenceLanalysisLusingLcovarianceLmodelsaLNucleiciAcidsiResearchXL1994XLeeXLecjlYkk 20.1 586

8 tutogenousLtranslationalLoperatorLrecognizedLbyLbacteriophageLTgLwNtLpolymeraseaLJournaliofi
MoleculariBiologyXL1990XLedfXLjglYid 6.5 74
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7 MixingLgenomeLannotationLmethodsLinLaLcomparativeLanalysisLinflatesLtheLapparentLnumberLofL
lineageYspecificLgenes 1

6 ManyLbutLnotLallLlineageYspecificLgenesLcanLbeLexplainedLbyLhomologyLdetectionLfailure 5

5 tLzeneticXLzenomicXLandLvomputationalLResourceLforLxxploringLNeuralLvircuitLyunctionaLSSRNi
ElectroniciJournalX 1 2

4 xstimatingLtheLpowerLofLsequenceLcovariationLforLdetectingLconservedLRNtLstructure 2

3 RemoteLhomologyLsearchLwithLhiddenLPottsLmodels 2

2 tLgeneticXLgenomicXLandLcomputationalLresourceLforLexploringLneuralLcircuitLfunction 14

1 tLcomputationalLscreenLforLalternativeLgeneticLcodesLinLoverLehcXcccLgenomes 1
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