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65 SurvivalLanalysisLofLpathwayLactivityLasLaLprognosticLdeterminantLinLbreastLcancerbbLPLoSs
ComputationalsBiologyYL2022YLemYLeededdfd 5 0
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59 xozxpressooLassessLtheLquantitativeLbehaviorLofLproteinLcomplexesLinLhumanLcellsbLBMCs
BioinformaticsYL2019YLfdYLel 3.6 5
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49 xovariationLofLPeptideLvbundancesLvccuratelyLReflectsLProteinLxoncentrationLyifferencesbL
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48 UncertaintyLestimationLofLpredictionsLofLpeptidesSLchromatographicLretentionLtimesLinLshotgunL
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46 GeneaspecificLcorrelationLofLRNvLandLproteinLlevelsLinLhumanLcellsLandLtissuesbLMolecularsSystemss
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32 NonparametricLwayesianLevaluationLofLdifferentialLproteinLquantificationbLJournalsofsProteomes
ResearchYL2013YLefYLhiikaki 5.6 20
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31 yeterminingLtheLcalibrationLofLconfidenceLestimationLproceduresLforLuniqueLpeptidesLinLshotgunL
proteomicsbLJournalsofsProteomicsYL2013YLmdYLefgage 3.9 32

30 MembraneLproteinLshavingLwithLthermolysinLcanLbeLusedLtoLevaluateLtopologyLpredictorsbL
ProteomicsYL2013YLegYLehklamd 4.8 9
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proteinLinferencesbLJournalsofsProteomesResearchYL2012YLeeYLiimkane 5.6 29

27 vLguidelineLtoLproteomeawideL˛–ahelicalLmembraneLproteinLtopologyLpredictionsbLProteomicsYL2012YL
efYLffmfanh 4.8 26

26 vLcrossavalidationLschemeLforLmachineLlearningLalgorithmsLinLshotgunLproteomicsbLBMCs
BioinformaticsYL2012YLegLSupplLekYLSg 3.6 22

25 xhromatographicLretentionLtimeLpredictionLforLposttranslationallyLmodifiedLpeptidesbLProteomicsYL
2012YLefYLeeiean 4.8 37

24 znhancedLpeptideLidentificationLbyLelectronLtransferLdissociationLusingLanLimprovedLMascotL
PercolatorbLMolecularsandsCellularsProteomicsYL2012YLeeYLhlmane 7.6 30

23 QualityLassessmentsLofLpeptideaspectrumLmatchesLinLshotgunLproteomicsbLProteomicsYL2011YLeeYLedmkang4.8 33

22 OnLusingLsamplesLofLknownLproteinLcontentLtoLassessLtheLstatisticalLcalibrationLofLscoresLassignedL
toLpeptideaspectrumLmatchesLinLshotgunLproteomicsbLJournalsofsProteomesResearchYL2011YLedYLfkleam 5.6 38

21 xomputationalLmassLspectrometryabasedLproteomicsbLPLoSsComputationalsBiologyYL2011YLlYLeeddffll 5 47

20 TrainingYLselectionYLandLrobustLcalibrationLofLretentionLtimeLmodelsLforLtargetedLproteomicsbL
JournalsofsProteomesResearchYL2010YLnYLifdnaek 5.6 69

19 PredictionLofLtransmembraneLtopologyLandLsignalLpeptideLgivenLaLproteinSsLaminoLacidLsequencebL
MethodssinsMolecularsBiologyYL2010YLklgYLigakf 1.4 6

18 QVvLITYoLnonaparametricLestimationLofLqavaluesLandLposteriorLerrorLprobabilitiesbLBioinformaticsYL
2009YLfiYLnkhak 7.2 76

17 ImprovementsLtoLtheLpercolatorLalgorithmLforLPeptideLidentificationLfromLshotgunLproteomicsLdataL
setsbLJournalsofsProteomesResearchYL2009YLmYLglglahi 5.6 197

16 RapidLandLaccurateLpeptideLidentificationLfromLtandemLmassLspectrabLJournalsofsProteomesResearchYL
2008YLlYLgdffal 5.6 144

15 vssigningLsignificanceLtoLpeptidesLidentifiedLbyLtandemLmassLspectrometryLusingLdecoyLdatabasesbL
JournalsofsProteomesResearchYL2008YLlYLfnagh 5.6 449

14 PosteriorLerrorLprobabilitiesLandLfalseLdiscoveryLratesoLtwoLsidesLofLtheLsameLcoinbLJournalsofs
ProteomesResearchYL2008YLlYLhdah 5.6 218
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13 NonaparametricLestimationLofLposteriorLerrorLprobabilitiesLassociatedLwithLpeptidesLidentifiedLbyL
tandemLmassLspectrometrybLBioinformaticsYL2008YLfhYLihfam 7.2 84

12 TransmembraneLtopologyLandLsignalLpeptideLpredictionLusingLdynamicLbayesianLnetworksbLPLoSs
ComputationalsBiologyYL2008YLhYLeedddfeg 5 175

11 UseLofLshotgunLproteomicsLforLtheLidentificationYLconfirmationYLandLcorrectionLofLxbLelegansLgeneL
annotationsbLGenomesResearchYL2008YLemYLekkdan 9.7 69

10 vdvantagesLofLcombinedLtransmembraneLtopologyLandLsignalLpeptideLpredictionaatheLPhobiusLwebL
serverbLNucleicsAcidssResearchYL2007YLgiYLWhfnagf 20.1 1033

9 SemiasupervisedLlearningLforLpeptideLidentificationLfromLshotgunLproteomicsLdatasetsbLNatures
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8 MembraneLtopologyLofLtheLyrosophilaLORmgbLodorantLreceptorbLFEBSsLettersYL2007YLimeYLikdeah 3.8 165

7 vLgeneralLmodelLofLGLproteinacoupledLreceptorLsequencesLandLitsLapplicationLtoLdetectLremoteL
homologsbLProteinsScienceYL2006YLeiYLidnafe 6.3 139

6 vLnovelLtransmembraneLtopologyLofLpresenilinLbasedLonLreconcilingLexperimentalLandL
computationalLevidencebLFEBSsJournalYL2005YLflfYLflflagg 5.7 43

5 vnLHMMLposteriorLdecoderLforLsequenceLfeatureLpredictionLthatLincludesLhomologyLinformationbL
BioinformaticsYL2005YLfeLSupplLeYLifieal 7.2 246

4 vLcombinedLtransmembraneLtopologyLandLsignalLpeptideLpredictionLmethodbLJournalsofsMoleculars
BiologyYL2004YLggmYLedflagk 6.5 1669

3 ReliabilityLofLtransmembraneLpredictionsLinLwholeagenomeLdatabLFEBSsLettersYL2002YLigfYLheiam 3.8 58

2 vLproteinLstandardLthatLemulatesLhomologyLforLtheLcharacterizationLofLproteinLinferenceLalgorithms 1
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