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n Paper IF Citations

101 TheKPR’wxKdatabaseKandKrelatedKtoolsKandKresourcesKinKdbclmKimprovingKsupportKforKquantificationK
dataYKNucleiclAcidslResearchWK2019WKfiWKwffdXwfgb 20.1 3856

100 dbchKupdateKofKtheKPR’wxKdatabaseKandKitsKrelatedKtoolsYKNucleiclAcidslResearchWK2016WKffWKwffiXgh 20.1 2440

99 TheKPRoteomicsK’wxntificationsKSPR’wxTKdatabaseKandKassociatedKtoolsmKstatusKinKdbceYKNucleiclAcidsl
ResearchWK2013WKfcWKwcbheXl 20.1 1587

98 TheKProteomeXchangeKconsortiumKinKdbcimKsupportingKtheKculturalKchangeKinKproteomicsKpublicK
dataKdepositionYKNucleiclAcidslResearchWK2017WKfgWKwccbbXwccbh 20.1 568

97 uiocondamKsustainableKandKcomprehensiveKsoftwareKdistributionKforKtheKlifeKsciencesYKNaturel
MethodsWK2018WKcgWKfigXfih 21.6 416

96 TheKProteomeXchangeKconsortiumKinKdbdbmKenablingKRbigKdataRKapproachesKinKproteomicsYKNucleicl
AcidslResearchWK2020WKfkWKwccfgXwccgd 20.1 212

95 tKmulticenterKstudyKbenchmarksKsoftwareKtoolsKforKlabelXfreeKproteomeKquantificationYKNaturel
BiotechnologyWK2016WKefWKccebXcceh 44.5 202

94 TheKPR’wxKdatabaseKresourcesKinKdbddmKaKhubKforKmassKspectrometryXbasedKproteomicsKevidencesYK
NucleiclAcidslResearchWK2021WK 20.1 200

93 MakingKproteomicsKdataKaccessibleKandKreusablemKcurrentKstateKofKproteomicsKdatabasesKandK
repositoriesYKProteomicsWK2015WKcgWKlebXfl 4.8 138

92 uiovontainersmKanKopenXsourceKandKcommunityXdrivenKframeworkKforKsoftwareKstandardizationYK
BioinformaticsWK2017WKeeWKdgkbXdgkd 7.2 123

91 wiscoveringKandKlinkingKpublicKomicsKdataKsetsKusingKtheKOmicsKwiscoveryK’ndexYKNaturel
BiotechnologyWK2017WKegWKfbhXfbl 44.5 105

90 PR’wxK’nspectormKaKtoolKtoKvisualizeKandKvalidateKMSKproteomicsKdataYKNaturelBiotechnologyWK2012WK
ebWKcegXi 44.5 103

89 RecognizingKmillionsKofKconsistentlyKunidentifiedKspectraKacrossKhundredsKofKshotgunKproteomicsK
datasetsYKNaturelMethodsWK2016WKceWKhgcXhgh 21.6 99

88
TheKmzTabKdataKexchangeKformatmKcommunicatingKmassXspectrometryXbasedKproteomicsKandK
metabolomicsKexperimentalKresultsKtoKaKwiderKaudienceYKMolecularlandlCellularlProteomicsWK2014WK
ceWKdihgXig

7.6 96

87
TheKPRoteomicsK’wxntificationKSPR’wxTKvonverterKdKframeworkmKanKimprovedKsuiteKofKtoolsKtoK
facilitateKdataKsubmissionKtoKtheKPR’wxKdatabaseKandKtheKProteomeXchangeKconsortiumYKMolecularl
andlCellularlProteomicsWK2012WKccWKchkdXl

7.6 96

86
PR’wxK’nspectorKToolsuitemKMovingKTowardKaKUniversalKVisualizationKToolKforKProteomicsKwataK
StandardKyormatsKandKQualityKtssessmentKofKProteomeXchangeKwatasetsYKMolecularlandlCellularl
ProteomicsWK2016WKcgWKebgXci

7.6 91

85 ProteomicsKStandardsK’nitiativemKyifteenKYearsKofKProgressKandKyutureKWorkYKJournalloflProteomel
ResearchWK2017WKchWKfdkkXfdlk 5.6 61
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84 OpenKsourceKlibrariesKandKframeworksKforKmassKspectrometryKbasedKproteomicsmKaKdeveloperRsK
perspectiveYKBiochimicalEtlBiophysicalActal-lProteinslandlProteomicsWK2014WKckffWKheXih 4 59

83 yourKsimpleKrecommendationsKtoKencourageKbestKpracticesKinKresearchKsoftwareYKF1000ResearchWK
2017WKhWK 3.6 58

82 P’tmKtnK’ntuitiveKProteinK’nferenceKxngineKwithKaKWebXuasedKUserK’nterfaceYKJournalloflProteomel
ResearchWK2015WKcfWKdlkkXli 5.6 51

81 ThermoRawyileParsermKModularWKScalableWKandKvrossXPlatformKRtWKyileKvonversionYKJournallofl
ProteomelResearchWK2020WKclWKgeiXgfd 5.6 45

80 QuantifyingKtheKimpactKofKpublicKomicsKdataYKNaturelCommunicationsWK2019WKcbWKegcd 17.4 42

79 tccurateKandKfastKfeatureKselectionKworkflowKforKhighXdimensionalKomicsKdataYKPLoSlONEWK2017WKcdWKebcklkig3.7 40

78 ’nXdepthKanalysisKofKproteinKinferenceKalgorithmsKusingKmultipleKsearchKenginesKandKwellXdefinedK
metricsYKJournalloflProteomicsWK2017WKcgbWKcibXckd 3.9 39

77 TheKmz’dentMLKwataKStandardKVersionKcYdWKSupportingKtdvancesKinKProteomeK’nformaticsYK
MolecularlandlCellularlProteomicsWK2017WKchWKcdigXcdkg 7.6 37

76 OpenKsourceKlibrariesKandKframeworksKforKbiologicalKdataKvisualisationmKaKguideKforKdevelopersYK
ProteomicsWK2015WKcgWKceghXif 4.8 34

75 OnKbestKpracticesKinKtheKdevelopmentKofKbioinformaticsKsoftwareYKFrontierslinlGeneticsWK2014WKgWKcll 4.5 34

74 tccurateKestimationKofKisoelectricKpointKofKproteinKandKpeptideKbasedKonKaminoKacidKsequencesYK
BioinformaticsWK2016WKedWKkdcXi 7.2 32

73 ’soelectricKpointKoptimizationKusingKpeptideKdescriptorsKandKsupportKvectorKmachinesYKJournallofl
ProteomicsWK2012WKigWKddhlXif 3.9 30

72 mzTabXMmKtKwataKStandardKforKSharingKQuantitativeKResultsKinKMassKSpectrometryKMetabolomicsYK
AnalyticallChemistryWK2019WKlcWKeebdXeecb 7.8 27

71 ’nKsilicoKanalysisKofKaccurateKproteomicsWKcomplementedKbyKselectiveKisolationKofKpeptidesYKJournall
oflProteomicsWK2011WKifWKdbicXkd 3.9 27

70 msXdataXcoreXapimKanKopenXsourceWKmetadataXorientedKlibraryKforKcomputationalKproteomicsYK
BioinformaticsWK2015WKecWKdlbeXg 7.2 26

69 xxpandingKtheKUseKofKSpectralKLibrariesKinKProteomicsYKJournalloflProteomelResearchWK2018WKciWKfbgcXfbhb5.6 26

68 Maxw’tKenablesKlibraryXbasedKandKlibraryXfreeKdataXindependentKacquisitionKproteomicsYKNaturel
BiotechnologyWK2021WK 44.5 24

67 SvXKchargeKstateKselectiveKseparationKofKtrypticKpeptidesKcombinedKwithKdwXRPX‘PLvKallowsKforK
detailedKproteomeKmappingYKJournalloflProteomicsWK2013WKlcWKchfXic 3.9 21

(2013-2014)

3



66 ProteinK’nferenceKUsingKP’tKWorkflowsKandKPS’KStandardKyileKyormatsYKJournalloflProteomel
ResearchWK2019WKckWKifcXifi 5.6 21

65 Mass’VxYquantmKaKcommunityKresourceKofKquantitativeKmassKspectrometryXbasedKproteomicsK
datasetsYKNaturelMethodsWK2020WKciWKlkcXlkf 21.6 20

64 xffectivelyKaddressingKcomplexKproteomicKsearchKspacesKwithKpeptideKspectrumKmatchingYK
BioinformaticsWK2013WKdlWKcefeXf 7.2 19

63 vomputationalKproteomicsKpitfallsKandKchallengesmK‘avanauioinfoKdbcdKworkshopKreportYKJournallofl
ProteomicsWK2013WKkiWKcefXk 3.9 17

62 RecommendationsKforKtheKpackagingKandKcontainerizingKofKbioinformaticsKsoftwareYKF1000Research
WK2018WKiWK 3.6 17

61 ProteomicsKbasedKonKpeptideKfractionationKbyKSwSXfreeKPtzxYKJournalloflProteomelResearchWK2008WK
iWKdfdiXef 5.6 16

60 ’dentifyingKnovelKbiomarkersKthroughKdataKminingXaKrealisticKscenariorYKProteomicsl-lClinicall
ApplicationsWK2015WKlWKfeiXfe 3.1 14

59 OLSKvlientKandKOLSKwialogmKOpenKSourceKToolsKtoKtnnotateKPublicKOmicsKwatasetsYKProteomicsWK
2017WKciWKcibbdff 4.8 13

58 RecommendationsKforKtheKpackagingKandKcontainerizingKofKbioinformaticsKsoftwareYKF1000Research
WK2018WKiWKifd 3.6 13

57 uioinformaticsKtoolsKforKtheKfunctionalKinterpretationKofKquantitativeKproteomicsKresultsYKCurrentl
TopicslinlMedicinallChemistryWK2014WKcfWKfegXfl 3 13

56 tKProteinKStandardKThatKxmulatesK‘omologyKforKtheKvharacterizationKofKProteinK’nferenceK
tlgorithmsYKJournalloflProteomelResearchWK2018WKciWKckilXckkh 5.6 12

55 uiocondamKtKsustainableKandKcomprehensiveKsoftwareKdistributionKforKtheKlifeKsciences 12

54 ProteomicsKStandardsK’nitiativeKxxtendedKytSTtKyormatYKJournalloflProteomelResearchWK2019WKckWKdhkhXdhld5.6 11

53 NovelKinteractionsKofKdomainK’’’KfromKtheKenvelopeKglycoproteinKofKdengueKdKvirusKwithKhumanK
plasmaKproteinsYKJournalloflProteomicsWK2016WKcecWKdbgXdce 3.9 11

52 vomparativeKproteomicsKanalysisKofKtheKantitumorKeffectKofKv’zuXggdKpeptideKinK‘TXdlKcolonK
adenocarcinomaKcellsYKJournalloflProteomicsWK2015WKcdhWKcheXic 3.9 11

51 PinpointingKdifferentiallyKexpressedKdomainsKinKcomplexKproteinKmixturesKwithKtheKcloudKserviceKofK
PatternLabKforKProteomicsYKJournalloflProteomicsWK2013WKklWKcilXkd 3.9 11

50 PeptideKfractionationKbyKacidKp‘KSwSXfreeKelectrophoresisYKElectrophoresisWK2011WKedWKcedeXh 3.6 11

49 ScalableKwataKtnalysisKinKProteomicsKandKMetabolomicsKUsingKuiovontainersKandKWorkflowsK
xnginesYKProteomicsWK2020WKdbWKeclbbcfi 4.8 11
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48 yutureKProspectsKofKSpectralKvlusteringKtpproachesKinKProteomicsYKProteomicsWK2018WKckWKecibbfgf 4.8 10

47
xvaluationKofKphenylthiocarbamoylXderivatizedKpeptidesKbyKelectrosprayKionizationKmassK
spectrometrymKselectiveKisolationKandKanalysisKofKmodifiedKmultiplyKchargedKpeptidesKforKliquidK
chromatographyXtandemKmassKspectrometryKexperimentsYKAnalyticallChemistryWK2010WKkdWKkfldXgbc

7.8 10

46 tnKintegratedKlandscapeKofKproteinKexpressionKinKhumanKcancerYKScientificlDataWK2021WKkWKccg 8.2 10

45 zalaxyXKubernetesKintegrationmKscalingKbioinformaticsKworkflowsKinKtheKcloud 9

44 UniversalKSpectrumK’dentifierKforKmassKspectraYKNaturelMethodsWK2021WKckWKihkXiib 21.6 9

43 NovelKfunctionalKproteinsKcodedKbyKtheKhumanKgenomeKdiscoveredKinKmetastasesKofKmelanomaK
patientsYKCelllBiologylandlToxicologyWK2020WKehWKdhcXdid 7.4 9

42 UserXfriendlyWKscalableKtoolsKandKworkflowsKforKsingleXcellKRNtXseqKanalysisYKNaturelMethodsWK2021WK
ckWKediXedk 21.6 9

41 SpectralKvlusteringK’mprovesKLabelXyreeKQuantificationKofKLowXtbundantKProteinsYKJournallofl
ProteomelResearchWK2019WKckWKcfiiXcfkg 5.6 8

40 JuioW‘mKanKopenXsourceKJavaKframeworkKforKbioinformaticsKdataKintegrationYKDatabase:lthelJournall
oflBiologicallDatabaseslandlCurationWK2013WKdbceWKbatbgc 5 8

39 ResponseKtoKMvomparisonKandKxvaluationKofKvlusteringKtlgorithmsKforKTandemKMassKSpectraMYK
JournalloflProteomelResearchWK2018WKciWKclleXcllh 5.6 7

38 tKproteomicsKsampleKmetadataKrepresentationKforKmultiomicsKintegrationKandKbigKdataKanalysisYK
NaturelCommunicationsWK2021WKcdWKgkgf 17.4 7

37 TowardKaKSampleKMetadataKStandardKinKPublicKProteomicsKRepositoriesYKJournalloflProteomel
ResearchWK2020WKclWKelbhXelbl 5.6 7

36 xnhancedKMissingKProteinsKwetectionKinKNv’hbKvellKLinesKUsingKanK’ntegrativeKSearchKxngineK
tpproachYKJournalloflProteomelResearchWK2017WKchWKfeifXfelb 5.6 6

35 ‘’XbonemKaKscoringKsystemKforKidentifyingKphenylisothiocyanateXderivatizedKpeptidesKbasedKonK
precursorKmassKandKhighKintensityKfragmentKionsYKAnalyticallChemistryWK2013WKkgWKegcgXdb 7.8 6

34 UniversalKSpectrumKxxplorermKtKStandaloneKSWebXTtpplicationKforKvrossXResourceKSpectrumK
vomparisonYKJournalloflProteomelResearchWK2021WKdbWKeekkXeelf 5.6 6

33 ’ntroducingKanKtspXProKlinkerKinKtheKsynthesisKofKrandomKoneXbeadXoneXcompoundKhexapeptideK
librariesKcompatibleKwithKxS’XMSKanalysisYKACSlCombinatoriallScienceWK2012WKcfWKcfgXl 3.9 5

32 tKsurveyKofKmolecularKdescriptorsKusedKinKmassKspectrometryKbasedKproteomicsYKCurrentlTopicslinl
MedicinallChemistryWK2014WKcfWKekkXli 3 5

31 UniversalKSpectrumK’dentifierKforKmassKspectra 5

(-2018)
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30 weepKlearningKembedderKmethodKandKtoolKforKmassKspectraKsimilarityKsearchYKJournalloflProteomicsWK
2021WKdedWKcbfbib 3.9 5

29 SyntheticKhumanKproteomesKforKacceleratingKproteinKresearchYKNaturelMethodsWK2017WKcfWKdfbXdfd 21.6 4

28
SelectiveKisolationXdetectionKofKtwoKdifferentKpositivelyKchargedKpeptidesKgroupsKbyKstrongKcationK
exchangeKchromatographyKandKmatrixXassistedKlaserKdesorptionaionizationKmassKspectrometrymK
applicationKtoKproteomicsKstudiesYKEuropeanlJournalloflMasslSpectrometryWK2010WKchWKhleXibd

1.1 4

27 UserXfriendlyWKscalableKtoolsKandKworkflowsKforKsingleXcellKanalysis 4

26 uiovontainersKRegistrymKsearchingKforKbioinformaticsKtoolsWKpackagesKandKcontainers 4

25 uiovontainersKRegistrymKSearchingKuioinformaticsKandKProteomicsKToolsWKPackagesWKandKvontainersYK
JournalloflProteomelResearchWK2021WKdbWKdbghXdbhc 5.6 4

24 tuRyKProteomeK’nformaticsKResearchKzroupKSiPRzTKdbchKStudymK’nferringKProteoformsKfromK
uottomXupKProteomicsKwataYKJournalloflBiomolecularlTechniquesWK2018WKdlWKelXfg 1.1 4

23 tKParallelKSystematicXMonteKvarloKtlgorithmKforKxxploringKvonformationalKSpaceYKCurrentlTopicslinl
MedicinallChemistryWK2012WKcdWKcilbXcilh 3 3

22 zenerationKofKxNSxMuLXbasedKproteogenomicsKdatabasesKboostsKtheKidentificationKofK
nonXcanonicalKpeptidesYYKBioinformaticsWK2021WK 7.2 3

21 ThermoRawyileParsermKmodularWKscalableKandKcrossXplatformKRtWKfileKconversion 3

20 tKcomprehensiveKLyQKbenchmarkKdatasetKonKmodernKdayKacquisitionKstrategiesKinKproteomicsYYK
ScientificlDataWK2022WKlWKcdh 8.2 3

19 TheKomicsKdiscoveryKRxSTKinterfaceYKNucleiclAcidslResearchWK2020WKfkWKWekbXWekf 20.1 2

18 OmicsKwiscoveryK’ndexKXKwiscoveringKandKLinkingKPublicKâ��Omicsâ��Kwatasets 2

17 tccurateKandKyastKfeatureKselectionKworkflowKforKhighXdimensionalKomicsKdata 2

16 UniversalKSpectrumKxxplorermKtKstandaloneKSwebXTapplicationKforKcrossXresourceKspectrumKcomparison 2

15 tnKintegratedKlandscapeKofKproteinKexpressionKinKhumanKcancer 2

14 TheKxuropeanKuioinformaticsKvommunityKforKMassKSpectrometryKSxuu’vXMSTmKanKopenKcommunityK
forKbioinformaticsKtrainingKandKresearchYKRapidlCommunicationslinlMasslSpectrometryWK2021WKelbki 2.2 2

13 tKparallelKsystematicXMonteKvarloKalgorithmKforKexploringKconformationalKspaceYKCurrentlTopicslinl
MedicinallChemistryWK2012WKcdWKcilbXh 3 2
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12 MappingKtheKMelanomaKPlasmaKProteomeKSMPPTKUsingKSingleXShotKProteomicsK’nterfacedKwithKtheK
WiMTKwatabaseYYKCancersWK2021WKceWK 6.6 2

11 MassKspectrometryKevaluationKofKaKneuroblastomaKS‘XSYgYKcellKcultureKprotocolYKAnalyticall
BiochemistryWK2018WKgglWKgcXgf 3.1 1

10 SodiumKdodecylKsulfateKfreeKgelKelectrophoresisaelectroelutionKsortingKforKpeptideKfractionationYK
JournalloflSeparationlScienceWK2019WKfdWKeicdXeici 3.4 1

9 tKParallelKSystematicXMonteKvarloKtlgorithmKforKxxploringKvonformationalKSpaceYKCurrentlTopicslinl
MedicinallChemistryWK2012WKcdWKcilbXcilh 3 1

8 tKcomprehensiveKLyQKbenchmarkKdatasetKonKmodernKdayKacquisitionKstrategiesKinKproteomics 1

7 tKproteinKstandardKthatKemulatesKhomologyKforKtheKcharacterizationKofKproteinKinferenceKalgorithms 1

6 ProteomicsKStandardsK’nitiativeKxxtendedKytSTtKyormatKSPxyyT 1

5
tnKMonXmatrixMKdigestionKprocedureKforKtPXMSKexperimentsKdissectsKtheKinterplayKbetweenK
complexXconservedKandKserotypeXspecificKreactivitiesKinKwengueKvirusXhumanKplasmaKinteractomeYK
JournalloflProteomicsWK2019WKcleWKicXkf

3.9 1

4 ’ntegrativeKanalysisKofKgenomicKvariantsKrevealsKnewKassociationsKofKcandidateKhaploinsufficientK
genesKwithKcongenitalKheartKdiseaseYKPLoSlGeneticsWK2021WKciWKecbblhil 6 1

3 wataKforKcomparativeKproteomicsKanalysisKofKtheKantitumorKeffectKofKv’zuXggdKpeptideKinK‘TXdlK
colonKadenocarcinomaKcellsYKDatalinlBriefWK2015WKfWKfhkXie 1.2

2
SelectiveKisolationKofKmultiplyKchargedKpeptidesmKaKconfidentKstrategyKforKproteinKidentificationK
usingKaKlinearKtrapKquadrupoleKmassKspectrometerYKEuropeanlJournalloflMasslSpectrometryWK2012WK
ckWKgbgXk

1.1

1 uio‘ackathonKseriesKinKdbceKandKdbcfmKimprovementsKofKsemanticKinteroperabilityKinKlifeKscienceK
dataKandKservicesYKF1000ResearchWkWKchii 3.6
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