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k Paper IF Citations

115 OpenMsearchMalgorithmsMdiscoverMpatternsMofMchemicalMmodificationsMviaMLu[MSaMSM2022YMkg[cdg

114 vysregulatedMhealingMresponsesMinMdiabeticMwoundsMoccurMinMtheMearlyMstagesMpostinjury]MJournalnofn
MolecularnEndocrinologyYM2021YMhhYMcfc[cgg 4.5 2

113 yaussianMprocessMmodellingMforMimprovedMresolutionMinMxaradayMdepthMreconstruction]MMonthlyn
NoticesnofnthenRoyalnAstronomicalnSocietyYM2021YMgbdYMgjek[gjge 4.3 1

112 InterrogatingMxractionationMandMOtherMSourcesMofMVariabilityMinMShotgunMProteomesMUsingMQualityM
Metrics]MProteomicsYM2020YMdbYMeckbbejd 4.8 0

111 TargetedMnext[generationMsequencingMidentifiesMnovelMvariantsMinMcandidateMgenesMforMParkinsonTsM
diseaseMinMtlackMSouthMsfricanMandMNigerianMpatients]MBMCnMedicalnGeneticsYM2020YMdcYMde 2.1 8

110 OpenMsearchMunveilsMmodificationMpatternsMinMformalin[fixedYMparaffin[embeddedMthermoMzuvMandM
SuIwXMTripleTOxMshotgunMproteomes]MInternationalnJournalnofnMassnSpectrometryYM2020YMffjYMcchdhh 1.9 7

109 SWsTz[MSMbasedMproteomicMprofilingMofMpancreaticMductalMadenocarcinomaMtumoursMrevealsMtheM
interplayMbetweenMtheMextracellularMmatrixMandMrelatedMintracellularMpathways]MPLoSnONEYM2020YMcgYMebdfbfge3.7 3

108 ProteogenomicMLandscapeMofMtreastMuancerMTumorigenesisMandMTargetedMTherapy]MCellYM2020YMcjeYMcfeh[cfgh]eec56.2 71

107 MicrobialMfunctionMandMgenitalMinflammationMinMyoungMSouthMsfricanMwomenMatMhighMriskMofMzIVM
infection]MMicrobiomeYM2020YMjYMchg 16.6 4

106 IntegratedMProteomicMandMylycoproteomicMuharacterizationMofMzumanMzigh[yradeMSerousMOvarianM
uarcinoma]MCellnReportsYM2020YMeeYMcbjdih 10.6 33

105 ProteogenomicMsnalysisMofMzumanMuolonMuancerMRevealsMNewMTherapeuticMOpportunities]MCellYM
2019YMciiYMcbeg[cbfk]eck 56.2 237

104 ImmunometabolicMSignaturesMPredictMRiskMofMProgressionMtoMsctiveMTuberculosisMandMviseaseM
Outcome]MFrontiersninnImmunologyYM2019YMcbYMgdi 8.4 26

103 xour[yeneMPan[sfricanMtloodMSignatureMPredictsMProgressionMtoMTuberculosis]MAmericannJournalnofn
RespiratorynandnCriticalnCarenMedicineYM2018YMckiYMcckj[cdbj 10.2 125

102 SiprosMwnsembleMimprovesMdatabaseMsearchingMandMfilteringMforMcomplexMmetaproteomics]M
BioinformaticsYM2018YMefYMikg[jbd 7.2 17

101
uharacterizationMofMPlantMylycoproteinslMsnalysisMofMPlantMylycopeptideMMassMSpectrometryMvataM
withMplantylycoMSYMaMPackageMinMtheMRMStatisticalMuomputingMwnvironment]MMethodsninnMolecularn
BiologyYM2018YMcijkYMdbg[ddb

1.4 1

100 sMSerumMuirculatingMmiRNsMSignatureMforMShort[TermMRiskMofMProgressionMtoMsctiveMTuberculosisM
smongMzouseholdMuontacts]MFrontiersninnImmunologyYM2018YMkYMhhc 8.4 23

99 QualityMcontrolMinMmassMspectrometry[basedMproteomics]MMassnSpectrometrynReviewsYM2018YMeiYMhki[icc 11 44
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98 uhallengesMandMOpportunitiesMforMtiologicalMMassMSpectrometryMuoreMxacilitiesMinMtheMvevelopingM
World]MJournalnofnBiomolecularnTechniquesYM2018YMdkYMf[cg 1.1 4

97 ProteomicManalysisMrevealsMthatMsulfamethoxazoleMinducesMoxidativeMstressMinMM]Mtuberculosis]M
TuberculosisYM2018YMcccYMij[jg 2.6 8

96 uhronicMintermittentMalcoholMdisruptsMtheMyluNdt[associatedMproteomeMandMspecificallyMregulatesM
groupMIMmyluMreceptor[dependentMlong[termMdepression]MAddictionnBiologyYM2017YMddYMdig[dkb 4.6 22

95
TheMzumanMProteomeMOrganization[ProteomicsMStandardsMInitiativeMQualityMuontrolMWorkingM
yrouplMMakingMQualityMuontrolMMoreMsccessibleMforMtiologicalMMassMSpectrometry]MAnalyticaln
ChemistryYM2017YMjkYMffif[ffik

7.8 12

94 ProteogenomicMInvestigationMofMStrainMVariationMinMulinicalMMycobacteriumMtuberculosisMIsolates]M
JournalnofnProteomenResearchYM2017YMchYMejfc[ejgc 5.6 15

93 ProteomicsMStandardsMInitiativelMxifteenMYearsMofMProgressMandMxutureMWork]MJournalnofnProteomen
ResearchYM2017YMchYMfdjj[fdkj 5.6 61

92 zostMbloodMRNsMsignaturesMpredictMtheMoutcomeMofMtuberculosisMtreatment]MTuberculosisYM2017YMcbiYMfj[gj2.6 90

91 QualityMsssessmentsMofMLong[TermMQuantitativeMProteomicMsnalysisMofMtreastMuancerMXenograftM
Tissues]MJournalnofnProteomenResearchYM2017YMchYMfgde[fgeb 5.6 14

90 In[depthManalysisMofMproteinMinferenceMalgorithmsMusingMmultipleMsearchMenginesMandMwell[definedM
metrics]MJournalnofnProteomicsYM2017YMcgbYMcib[cjd 3.9 39

89 RecognizingMmillionsMofMconsistentlyMunidentifiedMspectraMacrossMhundredsMofMshotgunMproteomicsM
datasets]MNaturenMethodsYM2016YMceYMhgc[hgh 21.6 99

88 IntegratedMProteogenomicMuharacterizationMofMzumanMzigh[yradeMSerousMOvarianMuancer]MCellYM
2016YMchhYMigg[ihg 56.2 544

87 uomprehensiveMuharacterizationMofMylycosylationMandMzydroxylationMofMtasementMMembraneM
uollagenMIVMbyMzigh[ResolutionMMassMSpectrometry]MJournalnofnProteomenResearchYM2016YMcgYMdfg[gj 5.6 43

86 snMsnalysisMofMtheMSensitivityMofMProteogenomicMMappingMofMSomaticMMutationsMandMNovelMSplicingM
wventsMinMuancer]MMolecularnandnCellularnProteomicsYM2016YMcgYMcbhb[ic 7.6 80

85 protsMsuiteYMaMtioinformaticsMxrameworkMforMyenome[tasedMRepresentationMandMsnalysisMofM
ProteomicsMvata]MMolecularnandnCellularnProteomicsYM2016YMcgYMcchf[ig 7.6 20

84 ReproducibilityMofMvifferentialMProteomicMTechnologiesMinMuPTsuMxractionatedMXenografts]MJournaln
ofnProteomenResearchYM2016YMcgYMhkc[ibh 5.6 35

83 yreazylMOpen[SourceMSoftwareMforMsutomatedMPhospholipidMTandemMMassMSpectrometryM
Identification]MAnalyticalnChemistryYM2016YMjjYMgiee[fc 7.8 43

82
Site[SpecificMN[ylycosylationMuharacterizationMofMWindmillMPalmMTreeMPeroxidaseMUsingMNovelMToolsM
forMsnalysisMofMPlantMylycopeptideMMassMSpectrometryMvata]MJournalnofnProteomenResearchYM2016YM
cgYMdbdh[ej

5.6 12

81 TheMSwQUwSTMfamilyMtree]MJournalnofnthenAmericannSocietynfornMassnSpectrometryYM2015YMdhYMcjcf[k 3.5 30

(2015-2018)
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80 sdvancedMProteogenomicMsnalysisMRevealsMMultipleMPeptideMMutationsMandMuomplexM
ImmunoglobulinMPeptidesMinMuolonMuancer]MJournalnofnProteomenResearchYM2015YMcfYMeggg[hi 5.6 22

79 ProteomicManalysisMofMcolonMandMrectalMcarcinomaMusingMstandardMandMcustomizedMdatabases]M
ScientificnDataYM2015YMdYMcgbbdd 8.2 20

78 uorrectingMsystematicMbiasMandMinstrumentMmeasurementMdriftMwithMmzRefinery]MBioinformaticsYM
2015YMecYMejej[fb 7.2 15

77
TheMdbcdadbceMstRxMProteomicMResearchMyroupMStudylMsssessingMLongitudinalMIntralaboratoryM
VariabilityMinMRoutineMPeptideMLiquidMuhromatographyMTandemMMassMSpectrometryMsnalyses]M
MolecularnandnCellularnProteomicsYM2015YMcfYMedkk[ebk

7.6 8

76 Wavelet[basedMpeakMdetectionMandMaMnewMchargeMinferenceMprocedureMforMMSaMSMimplementedMinM
ProteoWizardTsMmsuonvert]MJournalnofnProteomenResearchYM2015YMcfYMcdkk[ebi 5.6 27

75 QuMmetricsMfromMuPTsuMrawMLu[MSaMSMdataMinterpretedMthroughMmultivariateMstatistics]MAnalyticaln
ChemistryYM2014YMjhYMdfki[gbk 7.8 31

74 ProteogenomicMcharacterizationMofMhumanMcolonMandMrectalMcancer]MNatureYM2014YMgceYMejd[i 50.4 900

73 wmployingMProteoWizardMtoMuonvertMRawMMassMSpectrometryMvata]MCurrentnProtocolsninn
BioinformaticsYM2014YMfhYMce]df]c[k 24.2 131

72 sMstandardizedMframingMforMreportingMproteinMidentificationsMinMmzIdentMLMc]d]MProteomicsYM2014YM
cfYMdejk[kk 4.8 16

71 tasophilelMaccurateMfragmentMchargeMstateMpredictionMimprovesMpeptideMidentificationMrates]M
Genomics,nProteomicsnandnBioinformaticsYM2013YMccYMjh[kg 6.5 1

70
IdentificationMofMproteinsMatMactiveYMstalledYMandMcollapsedMreplicationMforksMusingMisolationMofM
proteinsMonMnascentMvNsMUiPONvVMcoupledMwithMmassMspectrometry]MJournalnofnBiologicalnChemistryYM
2013YMdjjYMecfgj[hi

5.4 140

69 NeurovascularMunitMonMaMchiplMimplicationsMforMtranslationalMapplications]MStemnCellnResearchnandn
TherapyYM2013YMfMSupplMcYMScj 8.3 48

68 IvPQuantifylMcombiningMprecursorMintensityMwithMspectralMcountsMforMproteinMandMpeptideM
quantification]MJournalnofnProteomenResearchYM2013YMcdYMfccc[dc 5.6 16

67 InformaticsMofMproteinMandMposttranslationalMmodificationMdetectionMviaMshotgunMproteomics]M
MethodsninnMolecularnBiologyYM2013YMcbbdYMchi[ik 1.4 18

66 QualityMassessmentMforMclinicalMproteomics]MClinicalnBiochemistryYM2013YMfhYMfcc[db 3.5 53

65 zI[bonelMaMscoringMsystemMforMidentifyingMphenylisothiocyanate[derivatizedMpeptidesMbasedMonM
precursorMmassMandMhighMintensityMfragmentMions]MAnalyticalnChemistryYM2013YMjgYMegcg[db 7.8 6

64 ProteomicManalysisMofMuhineseMhamsterMovaryMcells]MJournalnofnProteomenResearchYM2012YMccYMgdhg[ih 5.6 128

63 TheMevolutionaryMimprintMofMdomesticationMonMgenomeMvariationMandMfunctionMofMtheMfilamentousM
fungusMsspergillusMoryzae]MCurrentnBiologyYM2012YMddYMcfbe[k 6.3 122
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62 QuaMeterlMmultivendorMperformanceMmetricsMforMLu[MSaMSMproteomicsMinstrumentation]MAnalyticaln
ChemistryYM2012YMjfYMgjfg[gb 7.8 44

61 sMcross[platformMtoolkitMforMmassMspectrometryMandMproteomics]MNaturenBiotechnologyYM2012YMebYMkcj[db 44.5 1583

60 PepitomelMevaluatingMimprovedMspectralMlibraryMsearchMforMidentificationMcomplementarityMandM
qualityMassessment]MJournalnofnProteomenResearchYM2012YMccYMchjh[kg 5.6 52

59
MappingMserumMalbuminMadductsMofMtheMfood[borneMcarcinogenM
d[amino[c[methyl[h[phenylimidazo[fYg[b]pyridineMbyMdata[dependentMtandemMmassMspectrometry]M
ChemicalnResearchninnToxicologyYM2012YMdgYMdcik[ke

4 18

58 ProteinMidentificationMusingMcustomizedMproteinMsequenceMdatabasesMderivedMfromMRNs[SeqMdata]M
JournalnofnProteomenResearchYM2012YMccYMcbbk[ci 5.6 128

57 IdentifyingMproteomicMLu[MSaMSMdataMsetsMwithMtumbershootMandMIvPicker]MCurrentnProtocolsninn
BioinformaticsYM2012YMuhapterMceYMUnitce]ci 24.2 31

56 RefiningMcomparativeMproteomicsMbyMspectralMcountingMtoMaccountMforMsharedMpeptidesMandMmultipleM
searchMengines]MAnalyticalnandnBioanalyticalnChemistryYM2012YMfbfYMcccg[dg 4.4 6

55 ObesityMandMalteredMglucoseMmetabolismMimpactMzvLMcompositionMinMuwTPMtransgenicMmicelMaMroleM
forMovarianMhormones]MJournalnofnLipidnResearchYM2012YMgeYMeik[ejk 6.3 31

54 tioinformaticsMandMvatabaseMSearchingM2011YMdec[dgd

53 ScanRankerlMQualityMassessmentMofMtandemMmassMspectraMviaMsequenceMtagging]MJournalnofnProteomen
ResearchYM2011YMcbYMdjkh[kbf 5.6 23

52 SequenceMtaggingMrevealsMunexpectedMmodificationsMinMtoxicoproteomics]MChemicalnResearchninn
ToxicologyYM2011YMdfYMdbf[ch 4 24

51 sMfaceMinMtheMcrowdlMrecognizingMpeptidesMthroughMdatabaseMsearch]MMolecularnandnCellularn
ProteomicsYM2011YMcbYMRccc]bbkgdd 7.6 106

50 sMbioinformaticsMworkflowMforMvariantMpeptideMdetectionMinMshotgunMproteomics]MMolecularnandn
CellularnProteomicsYM2011YMcbYMMccb]bbhgeh 7.6 73

49 ProteomicManalysisMofMtheMenterocyteMbrushMborder]MAmericannJournalnofnPhysiologyn-nRenaln
PhysiologyYM2011YMebbYMykcf[dh 5.1 60

48 SupportingMtoolMsuiteMforMproductionMproteomics]MBioinformaticsYM2011YMdiYMedcf[g 7.2 28

47 vifferentialMlocalizationMandMdynamicsMofMclassMIMmyosinsMinMtheMenterocyteMmicrovillus]MMolecularn
BiologynofnthenCellYM2010YMdcYMkib[j 3.5 35

46 InterlaboratoryMstudyMcharacterizingMaMyeastMperformanceMstandardMforMbenchmarkingMLu[MSM
platformMperformance]MMolecularnandnCellularnProteomicsYM2010YMkYMdfd[gf 7.6 130

45 IdentificationMandMvalidationMofMnovelMspinophilin[associatedMproteinsMinMrodentMstriatumMusingManM
enhancedMexMvivoMshotgunMproteomicsMapproach]MMolecularnandnCellularnProteomicsYM2010YMkYMcdfe[gk 7.6 26

(2010-2012)
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44 TagReconlMhigh[throughputMmutationMidentificationMthroughMsequenceMtagging]MJournalnofnProteomen
ResearchYM2010YMkYMcich[dh 5.6 100

43 RepeatabilityMandMreproducibilityMinMproteomicMidentificationsMbyMliquidMchromatography[tandemM
massMspectrometry]MJournalnofnProteomenResearchYM2010YMkYMihc[ih 5.6 377

42 SkylinelManMopenMsourceMdocumentMeditorMforMcreatingMandManalyzingMtargetedMproteomicsM
experiments]MBioinformaticsYM2010YMdhYMkhh[j 7.2 2910

41 PerformanceMmetricsMforMliquidMchromatography[tandemMmassMspectrometryMsystemsMinMproteomicsM
analyses]MMolecularnandnCellularnProteomicsYM2010YMkYMddg[fc 7.6 147

40 TheMenterocyteMmicrovillusMisMaMvesicle[generatingMorganelle]MJournalnofnCellnBiologyYM2009YMcjgYMcdjg[kj 7.3 165

39 Multi[siteMassessmentMofMtheMprecisionMandMreproducibilityMofMmultipleMreactionMmonitoring[basedM
measurementsMofMproteinsMinMplasma]MNaturenBiotechnologyYM2009YMdiYMhee[fc 44.5 859

38 IvPickerMd]blMImprovedMproteinMassemblyMwithMhighMdiscriminationMpeptideMidentificationMfiltering]M
JournalnofnProteomenResearchYM2009YMjYMejid[jc 5.6 274

37 Network[assistedMproteinMidentificationMandMdataMinterpretationMinMshotgunMproteomics]MMolecularn
SystemsnBiologyYM2009YMgYMebe 12.2 45

36 TheMbis[electrophileMdiepoxybutaneMcross[linksMvNsMtoMhumanMhistonesMbutMdoesMnotMresultMinM
enhancedMmutagenesisMinMrecombinantMsystems]MChemicalnResearchninnToxicologyYM2009YMddYMcbhk[ih 4 23

35 virecTaglMaccurateMsequenceMtagsMfromMpeptideMMSaMSMthroughMstatisticalMscoring]MJournalnofn
ProteomenResearchYM2008YMiYMejej[fh 5.6 100

34 WhatTsMdrivingMfalseMdiscoveryMratesq]MJournalnofnProteomenResearchYM2008YMiYMfg[h 5.6 50

33 wvaluationMofMstrongMcationMexchangeMversusMisoelectricMfocusingMofMpeptidesMforMmultidimensionalM
liquidMchromatography[tandemMmassMspectrometry]MJournalnofnProteomenResearchYM2008YMiYMgdjh[kf 5.6 82

32 sMproteomicsManalysisMofMyeastMMotcpMprotein[proteinMassociationslMinsightsMintoMmechanism]M
MolecularnandnCellularnProteomicsYM2008YMiYMdbkb[cbh 7.6 15

31 UseMofMfluorescence[activatedMvesicleMsortingMforMisolationMofMNakedd[associatedYMbasolaterallyM
targetedMexocyticMvesiclesMforMproteomicsManalysis]MMolecularnandnCellularnProteomicsYM2008YMiYMchgc[hi 7.6 32

30 ProstateMcancerMserumMbiomarkerMdiscoveryMthroughMproteomicManalysisMofMalpha[dMmacroglobulinM
proteinMcomplexes]MProteomicsn-nClinicalnApplicationsYM2008YMdYMcdde 3.1 26

29 MyriMatchlMhighlyMaccurateMtandemMmassMspectralMpeptideMidentificationMbyMmultivariateM
hypergeometricManalysis]MJournalnofnProteomenResearchYM2007YMhYMhgf[hc 5.6 458

28 ProteomicMparsimonyMthroughMbipartiteMgraphManalysisMimprovesMaccuracyMandMtransparency]MJournaln
ofnProteomenResearchYM2007YMhYMegfk[gi 5.6 266

27 TandemMmassMspectrometryMforMtheMdetectionMofMplantMpathogenicMfungiMandMtheMeffectsMofMdatabaseM
compositionMonMproteinMinferences]MProteomicsYM2007YMiYMeked[fd 4.8 18
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26 ValidationMofMtandemMmassMspectrometryMdatabaseMsearchMresultsMusingMvTsSelect]MCurrentn
ProtocolsninnBioinformaticsYM2007YMuhapterMceYMUnitMce]f 24.2 153

25 VerificationMofMautomatedMpeptideMidentificationsMfromMproteomicMtandemMmassMspectra]MNaturen
ProtocolsYM2006YMcYMddce[dd 18.8 50

24 ProRatalMsMquantitativeMproteomicsMprogramMforMaccurateMproteinMabundanceMratioMestimationMwithM
confidenceMintervalMevaluation]MAnalyticalnChemistryYM2006YMijYMicdc[ec 7.8 86

23 wfficientMandMspecificMtrypsinMdigestionMofMmicrogramMtoMnanogramMquantitiesMofMproteinsMinM
organic[aqueousMsolventMsystems]MAnalyticalnChemistryYM2006YMijYMcdg[ef 7.8 157

22 RobustMestimationMofMpeptideMabundanceMratiosMandMrigorousMscoringMofMtheirMvariabilityMandMbiasMinM
quantitativeMshotgunMproteomics]MAnalyticalnChemistryYM2006YMijYMiccb[db 7.8 36

21
veterminationMandMcomparisonMofMtheMbaselineMproteomesMofMtheMversatileMmicrobeM
RhodopseudomonasMpalustrisMunderMitsMmajorMmetabolicMstates]MJournalnofnProteomenResearchYM2006YM
gYMdji[kj

5.6 64

20 TechnologiesMforMLarge[ScaleMProteomicMTandemMMassMSpectrometryM2006YMkc[cbk

19 veterminationMofMpeptideMandMproteinMionMchargeMstatesMbyMxourierMtransformationMofM
isotope[resolvedMmassMspectra]MJournalnofnthenAmericannSocietynfornMassnSpectrometryYM2006YMciYMkbe[kcg3.5 27

18 MsSPIulMintensity[basedMtandemMmassMspectrometryMscoringMschemeMthatMimprovesMpeptideM
identificationMatMhighMconfidence]MAnalyticalnChemistryYM2005YMiiYMigjc[ke 7.8 44

17 vtviggerlMreorganizedMproteomicMdatabaseMidentificationMthatMimprovesMflexibilityMandMspeed]M
AnalyticalnChemistryYM2005YMiiYMdfhf[if 7.8 45

16 MSdyrouperlMgroupMassessmentMandMsyntheticMreplacementMofMduplicateMproteomicMtandemMmassM
spectra]MJournalnofnthenAmericannSocietynfornMassnSpectrometryYM2005YMchYMcdgb[hc 3.5 51

15
MScYMMSdYMandMSQT[threeMunifiedYMcompactYMandMeasilyMparsedMfileMformatsMforMtheMstorageMofM
shotgunMproteomicMspectraMandMidentifications]MRapidnCommunicationsninnMassnSpectrometryYM2004YM
cjYMdchd[j

2.2 295

14 InfluenceMofMbasicMresidueMcontentMonMfragmentMionMpeakMintensitiesMinMlow[energyMcollision[inducedM
dissociationMspectraMofMpeptides]MAnalyticalnChemistryYM2004YMihYMcdfe[j 7.8 136

13 uharacterizationMofMtheMibSMRibosomeMfromMRhodopseudomonasMpalustrisMusingManMintegratedM
Otop[downOMandMObottom[upOMmassMspectrometricMapproach]MJournalnofnProteomenResearchYM2004YMeYMkhg[ij5.6 78

12
sutomatedMdiscriminationMofMpolymeraseMchainMreactionMproductsMwithMcloselyMrelatedMsequencesMbyM
software[basedMdetectionMofMcharacteristicMpeaksMinMproductMionMspectra]MRapidnCommunicationsninn
MassnSpectrometryYM2003YMciYMdigg[hd

2.2 3

11 Large[scaleMproteinMidentificationMusingMmassMspectrometry]MBiochimicanEtnBiophysicanActan-nProteinsn
andnProteomicsYM2003YMchfhYMc[cb 4 137

10 yutenTaglMhigh[throughputMsequenceMtaggingMviaManMempiricallyMderivedMfragmentationMmodel]M
AnalyticalnChemistryYM2003YMigYMhfcg[dc 7.8 240

9 uleavageMN[terminalMtoMprolinelManalysisMofMaMdatabaseMofMpeptideMtandemMmassMspectra]MAnalyticaln
ChemistryYM2003YMigYMckhe[ic 7.8 274

(2003-2007)
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8 StatisticalMcharacterizationMofMionMtrapMtandemMmassMspectraMfromMdoublyMchargedMtrypticMpeptides]M
AnalyticalnChemistryYM2003YMigYMccgg[he 7.8 232

7 SimilarityMamongMtandemMmassMspectraMfromMproteomicMexperimentslMdetectionYMsignificanceYMandM
utility]MAnalyticalnChemistryYM2003YMigYMdfib[i 7.8 143

6 TheMinfluenceMofMhistidineMonMcleavageMu[terminalMtoMacidicMresiduesMinMdoublyMprotonatedMtrypticM
peptides]MInternationalnJournalnofnMassnSpectrometryYM2002YMdckYMdee[dff 1.9 72

5 sMproteomicMviewMofMtheMPlasmodiumMfalciparumMlifeMcycle]MNatureYM2002YMfckYMgdb[h 50.4 1066

4 vTsSelectMandMuontrastlMtoolsMforMassemblingMandMcomparingMproteinMidentificationsMfromMshotgunM
proteomics]MJournalnofnProteomenResearchYM2002YMcYMdc[h 5.6 1156

3 ProteinMIdentificationMbyMSwQUwST]MPrinciplesnandnPracticeYM2001YMcdg[cfd 29

2 MSMforMidentificationMofMsingleMnucleotideMpolymorphismsMandMMSaMSMforMdiscriminationMofMisomericM
PuRMproducts]MAnalyticalnChemistryYM2000YMidYMfbee[fb 7.8 38

1 MetaNovolMaMprobabilisticMapproachMtoMpeptideMandMpolymorphismMdiscoveryMinMcomplexM
metaproteomicMdatasets 4
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