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66 vLcombinedLtransmembraneLtopologyLandLsignalLpeptideLpredictionLmethodbLJournalsofsMoleculars
BiologyYL2004YLggmYLedflagk 6.5 1669

65 SemiasupervisedLlearningLforLpeptideLidentificationLfromLshotgunLproteomicsLdatasetsbLNatures
MethodsYL2007YLhYLnfgai 21.6 1362

64 vdvantagesLofLcombinedLtransmembraneLtopologyLandLsignalLpeptideLpredictionaatheLPhobiusLwebL
serverbLNucleicsAcidssResearchYL2007YLgiYLWhfnagf 20.1 1033

63 TheLTOPxONSLwebLserverLforLconsensusLpredictionLofLmembraneLproteinLtopologyLandLsignalL
peptidesbLNucleicsAcidssResearchYL2015YLhgYLWhdeal 20.1 492

62 vssigningLsignificanceLtoLpeptidesLidentifiedLbyLtandemLmassLspectrometryLusingLdecoyLdatabasesbL
JournalsofsProteomesResearchYL2008YLlYLfnagh 5.6 449

61 vnLHMMLposteriorLdecoderLforLsequenceLfeatureLpredictionLthatLincludesLhomologyLinformationbL
BioinformaticsYL2005YLfeLSupplLeYLifieal 7.2 246

60 GeneaspecificLcorrelationLofLRNvLandLproteinLlevelsLinLhumanLcellsLandLtissuesbLMolecularsSystemss
BiologyYL2016YLefYLmmg 12.2 230

59 PosteriorLerrorLprobabilitiesLandLfalseLdiscoveryLratesoLtwoLsidesLofLtheLsameLcoinbLJournalsofs
ProteomesResearchYL2008YLlYLhdah 5.6 218

58 ImprovementsLtoLtheLpercolatorLalgorithmLforLPeptideLidentificationLfromLshotgunLproteomicsLdataL
setsbLJournalsofsProteomesResearchYL2009YLmYLglglahi 5.6 197

57 TransmembraneLtopologyLandLsignalLpeptideLpredictionLusingLdynamicLbayesianLnetworksbLPLoSs
ComputationalsBiologyYL2008YLhYLeedddfeg 5 175

56 HiRIzαLLxaMSLenablesLdeepLproteomeLcoverageLandLunbiasedLproteogenomicsbLNaturesMethodsYL
2014YLeeYLinakf 21.6 171

55 MembraneLtopologyLofLtheLyrosophilaLORmgbLodorantLreceptorbLFEBSsLettersYL2007YLimeYLikdeah 3.8 165

54 αastLandLvccurateLProteinLαalseLyiscoveryLRatesLonLLargeaScaleLProteomicsLyataLSetsLwithL
PercolatorLgbdbLJournalsofsthesAmericansSocietysforsMasssSpectrometryYL2016YLflYLelenaelfl 3.5 158

53 RapidLandLaccurateLpeptideLidentificationLfromLtandemLmassLspectrabLJournalsofsProteomesResearchYL
2008YLlYLgdffal 5.6 144

52 vLgeneralLmodelLofLGLproteinacoupledLreceptorLsequencesLandLitsLapplicationLtoLdetectLremoteL
homologsbLProteinsScienceYL2006YLeiYLidnafe 6.3 139

51 PeptideaxentricLProteomeLvnalysisoLvnLvlternativeLStrategyLforLtheLvnalysisLofLTandemLMassL
SpectrometryLyatabLMolecularsandsCellularsProteomicsYL2015YLehYLfgdeal 7.6 104

50 xruxoLrapidLopenLsourceLproteinLtandemLmassLspectrometryLanalysisbLJournalsofsProteomesResearchYL
2014YLegYLhhmmane 5.6 93
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49 MultiaomicLdataLanalysisLusingLGalaxybLNaturesBiotechnologyYL2015YLggYLeglan 44.5 93

48 NonaparametricLestimationLofLposteriorLerrorLprobabilitiesLassociatedLwithLpeptidesLidentifiedLbyL
tandemLmassLspectrometrybLBioinformaticsYL2008YLfhYLihfam 7.2 84

47 QVvLITYoLnonaparametricLestimationLofLqavaluesLandLposteriorLerrorLprobabilitiesbLBioinformaticsYL
2009YLfiYLnkhak 7.2 76

46 TrainingYLselectionYLandLrobustLcalibrationLofLretentionLtimeLmodelsLforLtargetedLproteomicsbL
JournalsofsProteomesResearchYL2010YLnYLifdnaek 5.6 69

45 UseLofLshotgunLproteomicsLforLtheLidentificationYLconfirmationYLandLcorrectionLofLxbLelegansLgeneL
annotationsbLGenomesResearchYL2008YLemYLekkdan 9.7 69

44 αastLandLaccurateLdatabaseLsearchesLwithLMSaGαWPercolatorbLJournalsofsProteomesResearchYL2014YL
egYLmndal 5.6 62

43 ReliabilityLofLtransmembraneLpredictionsLinLwholeagenomeLdatabLFEBSsLettersYL2002YLigfYLheiam 3.8 58

42 yeMixaQoLQuantificationaxenteredLyataLProcessingLWorkflowbLMolecularsandsCellularsProteomicsYL
2016YLeiYLehklalm 7.6 50

41 GrowthLofLxyanobacteriaLIsLxonstrainedLbyLtheLvbundanceLofLLightLandLxarbonLvssimilationL
ProteinsbLCellsReportsYL2018YLfiYLhlmahmkbem 10.6 50

40 PeptideLretentionLtimeLpredictionbLMasssSpectrometrysReviewsYL2017YLgkYLkeiakfg 11 47

39 xomputationalLmassLspectrometryabasedLproteomicsbLPLoSsComputationalsBiologyYL2011YLlYLeeddffll 5 47

38 vLnovelLtransmembraneLtopologyLofLpresenilinLbasedLonLreconcilingLexperimentalLandL
computationalLevidencebLFEBSsJournalYL2005YLflfYLflflagg 5.7 43

37 SolutionLtoLStatisticalLxhallengesLinLProteomicsLIsLMoreLStatisticsYLNotLLessbLJournalsofsProteomes
ResearchYL2015YLehYLhdnnaedg 5.6 38

36 OnLusingLsamplesLofLknownLproteinLcontentLtoLassessLtheLstatisticalLcalibrationLofLscoresLassignedL
toLpeptideaspectrumLmatchesLinLshotgunLproteomicsbLJournalsofsProteomesResearchYL2011YLedYLfkleam 5.6 38

35 xhromatographicLretentionLtimeLpredictionLforLposttranslationallyLmodifiedLpeptidesbLProteomicsYL
2012YLefYLeeiean 4.8 37

34 xovariationLofLPeptideLvbundancesLvccuratelyLReflectsLProteinLxoncentrationLyifferencesbL
MolecularsandsCellularsProteomicsYL2017YLekYLngkanhm 7.6 36

33 HowLtoLtalkLaboutLproteinalevelLfalseLdiscoveryLratesLinLshotgunLproteomicsbLProteomicsYL2016YLekYLfhkean4.8 36

32 QualityLassessmentsLofLpeptideaspectrumLmatchesLinLshotgunLproteomicsbLProteomicsYL2011YLeeYLedmkang4.8 33
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31 yeterminingLtheLcalibrationLofLconfidenceLestimationLproceduresLforLuniqueLpeptidesLinLshotgunL
proteomicsbLJournalsofsProteomicsYL2013YLmdYLefgage 3.9 32

30 OptimizedLnonlinearLgradientsLforLreversedaphaseLliquidLchromatographyLinLshotgunLproteomicsbL
AnalyticalsChemistryYL2013YLmiYLllllami 7.8 30

29 znhancedLpeptideLidentificationLbyLelectronLtransferLdissociationLusingLanLimprovedLMascotL
PercolatorbLMolecularsandsCellularsProteomicsYL2012YLeeYLhlmane 7.6 30

28 RecognizingLuncertaintyLincreasesLrobustnessLandLreproducibilityLofLmassLspectrometryabasedL
proteinLinferencesbLJournalsofsProteomesResearchYL2012YLeeYLiimkane 5.6 29

27 IPeakoLvnLopenLsourceLtoolLtoLcombineLresultsLfromLmultipleLMScMSLsearchLenginesbLProteomicsYL
2015YLeiYLfnekafd 4.8 26

26 MaRaxlusteroLvLαragmentLRarityLMetricLforLxlusteringLαragmentLSpectraLinLShotgunLProteomicsbL
JournalsofsProteomesResearchYL2016YLeiYLlegafd 5.6 26

25 vLguidelineLtoLproteomeawideL˛–ahelicalLmembraneLproteinLtopologyLpredictionsbLProteomicsYL2012YL
efYLffmfanh 4.8 26

24 zxpandingLtheLUseLofLSpectralLLibrariesLinLProteomicsbLJournalsofsProteomesResearchYL2018YLelYLhdieahdkd5.6 26

23 vLcrossavalidationLschemeLforLmachineLlearningLalgorithmsLinLshotgunLproteomicsbLBMCs
BioinformaticsYL2012YLegLSupplLekYLSg 3.6 22

22 NonparametricLwayesianLevaluationLofLdifferentialLproteinLquantificationbLJournalsofsProteomes
ResearchYL2013YLefYLhiikaki 5.6 20

21 IntegratedLIdentificationLandLQuantificationLzrrorLProbabilitiesLforLShotgunLProteomicsbLMoleculars
andsCellularsProteomicsYL2019YLemYLikeaild 7.6 18

20 αocusLonLtheLspectraLthatLmatterLbyLclusteringLofLquantificationLdataLinLshotgunLproteomicsbLNatures
CommunicationsYL2020YLeeYLgfgh 17.4 13

19 vLProteinLStandardLThatLzmulatesLHomologyLforLtheLxharacterizationLofLProteinLInferenceL
vlgorithmsbLJournalsofsProteomesResearchYL2018YLelYLemlnaemmk 5.6 12

18 MassLfingerprintingLofLcomplexLmixturesoLproteinLinferenceLfromLhigharesolutionLpeptideLmassesL
andLpredictedLretentionLtimesbLJournalsofsProteomesResearchYL2013YLefYLilgdahe 5.6 12

17 UncertaintyLestimationLofLpredictionsLofLpeptidesSLchromatographicLretentionLtimesLinLshotgunL
proteomicsbLBioinformaticsYL2017YLggYLidmaieg 7.2 10

16 MembraneLproteinLshavingLwithLthermolysinLcanLbeLusedLtoLevaluateLtopologyLpredictorsbL
ProteomicsYL2013YLegYLehklamd 4.8 9

15 ResponseLtoLNxomparisonLandLzvaluationLofLxlusteringLvlgorithmsLforLTandemLMassLSpectraNbL
JournalsofsProteomesResearchYL2018YLelYLenngaennk 5.6 7

14 PredictionLofLtransmembraneLtopologyLandLsignalLpeptideLgivenLaLproteinSsLaminoLacidLsequencebL
MethodssinsMolecularsBiologyYL2010YLklgYLigakf 1.4 6
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13 TheLoneacarbonLpoolLcontrolsLmitochondrialLenergyLmetabolismLviaLcomplexLILandLironasulfurL
clustersbLSciencesAdvancesYL2021YLlYL 14.3 6

12 xozxpressooLassessLtheLquantitativeLbehaviorLofLproteinLcomplexesLinLhumanLcellsbLBMCs
BioinformaticsYL2019YLfdYLel 3.6 5

11 SpeedingLUpLPercolatorbLJournalsofsProteomesResearchYL2019YLemYLggigaggin 5.6 5

10 GradientOptimizeroLanLopenasourceLgraphicalLenvironmentLforLcalculatingLoptimizedLgradientsLinL
reversedaphaseLliquidLchromatographybLProteomicsYL2014YLehYLehkhak 4.8 4

9 vwRαLProteomeLInformaticsLResearchLGroupLTiPRGULfdekLStudyoLInferringLProteoformsLfromL
wottomaupLProteomicsLyatabLJournalsofsBiomolecularsTechniquesYL2018YLfnYLgnahi 1.1 4

8 TriqlerLforLMaxQuantoLznhancingLResultsLfromLMaxQuantLbyLwayesianLzrrorLPropagationLandL
IntegrationbLJournalsofsProteomesResearchYL2021YLfdYLfdkfafdkm 5.6 3

7 vLsimpleLnullLmodelLforLinferencesLfromLnetworkLenrichmentLanalysisbLPLoSsONEYL2018YLegYLedfdkmkh 3.7 3

6 PuttingLHumptyLyumptyLwackLTogetherLvgainoLWhatLyoesLProteinLQuantificationLMeanLinL
wottomaUpLProteomicstbLJournalsofsProteomesResearchYL2022YL 5.6 3

5 αocusLonLtheLspectraLthatLmatterLbyLclusteringLofLquantificationLdataLinLshotgunLproteomics 2

4 vLproteinLstandardLthatLemulatesLhomologyLforLtheLcharacterizationLofLproteinLinferenceLalgorithms 1

3 ParallelizedLcalculationLofLpermutationLtestsbLBioinformaticsYL2021YLgkYLignfaignl 7.2 1

2 SurvivalLanalysisLofLpathwayLactivityLasLaLprognosticLdeterminantLinLbreastLcancerbbLPLoSs
ComputationalsBiologyYL2022YLemYLeededdfd 5 0

1 PerformingLSelectionLonLaLMonotonicLαunctionLinLLieuLofLSortingLUsingLLayeraOrderedLHeapsbL
JournalsofsProteomesResearchYL2021YLfdYLemhnaemih 5.6
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