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l Paper IF Citations

46 PhysicochemicalOpropertiesOdeterminingOdrugOdetectionOinOskincOClinicalnandnTranslationalnScienceaO
2021aO 4.9 1

45 xurrentOchallengesOforOunseenbepitopeOTxROinteractionOpredictionOandOaOnewOperspectiveOderivedO
fromOimageOclassificationcOBriefingsninnBioinformaticsaO2021aOggaO 13.4 12

44 TheOzuropeanOwioinformaticsOxommunityOforOMassOSpectrometryOWzuwIxbMSXoOanOopenOcommunityO
forObioinformaticsOtrainingOandOresearchcORapidnCommunicationsninnMassnSpectrometryaO2021aOeneml 2.2 2

43 xurrentOandOfutureOdeepOlearningOalgorithmsOforOtandemOmassOspectrometryOWMSdMSXbbasedOsmallO
moleculeOstructureOelucidationcORapidnCommunicationsninnMassnSpectrometryaO2021aOenfge 2.2 5

42 UniversalOSpectrumOIdentifierOforOmassOspectracONaturenMethodsaO2021aOfmaOlkmblle 21.6 9

41 LargebscaleOtandemOmassOspectrumOclusteringOusingOfastOnearestOneighborOsearchingcORapidn
CommunicationsninnMassnSpectrometryaO2021aOenfjh 2.2 4

40 vutobdeconvolutionOandOmolecularOnetworkingOofOgasOchromatographybmassOspectrometryOdatacO
NaturenBiotechnologyaO2021aOhnaOfknbflh 44.5 36

39 OpenOScienceOResourcesOforOtheOMassOSpectrometrybwasedOvnalysisOofOSvRSbxoVbgcOJournalnofn
ProteomenResearchaO2021aOgeaOfikibfilj 5.6 4

38 ppxoOProgrammaticOvccessOtoOProteomicsOyataORepositoriescOJournalnofnProteomenResearchaO2021aO
geaOikgfbikgi 5.6 4

37 MzSSvRoOvutomatedOrecommendationOofOmetaboliteOsubstructuresOfromOtandemOmassOspectracO
PLoSnONEaO2020aOfjaOeeggklle 3.7 10

36 IdentificationOofOzpitopebSpecificOTOxellsOinOTbxellOReceptorORepertoirescOMethodsninnMolecularn
BiologyaO2020aOgfgeaOfmhbfnj 1.4 1

35 spectrum_utilsoOvOPythonOPackageOforOMassOSpectrometryOyataOProcessingOandOVisualizationcO
AnalyticalnChemistryaO2020aOngaOkjnbkkf 7.8 17

34
zxtremelyO’astOandOvccurateOOpenOModificationOSpectralOLibraryOSearchingOofOHighbResolutionOMassO
SpectraOUsingO’eatureOHashingOandOGraphicsOProcessingOUnitscOJournalnofnProteomenResearchaO2019aO
fmaOhlngbhlnn

5.6 19

33 gefmOYPIxOxhallengeoOvOxaseOStudyOinOxharacterizingOanOUnknownOProteinOSamplecOJournalnofn
ProteomenResearchaO2019aOfmaOhnhkbhnih 5.6 4

32 UsingOzxpertOyrivenOMachineOLearningOtoOznhanceOyynamicOMetabolomicsOyataOvnalysiscO
MetabolitesaO2019aOnaO 5.6 11

31 yetectionOofOznrichedOTOxellOzpitopeOSpecificityOinO’ullOTOxellOReceptorOSequenceORepertoirescO
FrontiersninnImmunologyaO2019aOfeaOgmge 8.4 31

30 MiningOtheOznrichedOSubgraphsOforOSpecificOVerticesOinOaOwiologicalOGraphcOIEEE/ACMnTransactionsnonn
ComputationalnBiologynandnBioinformaticsaO2019aOfkaOfinkbfjel 3 1
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29 OnOtheOfeasibilityOofOminingOxym_OTOcellOreceptorOpatternsOunderlyingOimmunogenicOpeptideO
recognitioncOImmunogeneticsaO2018aOleaOfjnbfkm 3.2 30

28 QualityOcontrolOinOmassOspectrometrybbasedOproteomicscOMassnSpectrometrynReviewsaO2018aOhlaOknlblff 11 44

27 ’astOOpenOModificationOSpectralOLibraryOSearchingOthroughOvpproximateONearestONeighborO
IndexingcOJournalnofnProteomenResearchaO2018aOflaOhikhbhili 5.6 42

26 GraspingOfrequentOsubgraphOminingOforObioinformaticsOapplicationscOBioDatanMiningaO2018aOffaOge 4.3 13

25
TheOHumanOProteomeOOrganizationbProteomicsOStandardsOInitiativeOQualityOxontrolOWorkingO
GroupoOMakingOQualityOxontrolOMoreOvccessibleOforOwiologicalOMassOSpectrometrycOAnalyticaln
ChemistryaO2017aOmnaOiilibiiln

7.8 12

24 ProteomicsOStandardsOInitiativeoO’ifteenOYearsOofOProgressOandO’utureOWorkcOJournalnofnProteomen
ResearchaO2017aOfkaOigmmbignm 5.6 61

23 xomputationalOqualityOcontrolOtoolsOforOmassOspectrometryOproteomicscOProteomicsaO2017aOflaOfkeefjn 4.8 23

22 vOcommunityOproposalOtoOintegrateOproteomicsOactivitiesOinOzLIXIRcOF1000ResearchaO2017aOkaO 3.6 10

21 UnsupervisedOQualityOvssessmentOofOMassOSpectrometryOProteomicsOzxperimentsObyOMultivariateO
QualityOxontrolOMetricscOJournalnofnProteomenResearchaO2016aOfjaOfheebl 5.6 12

20 yesigningObiomedicalOproteomicsOexperimentsoOstatebofbthebartOandOfutureOperspectivescOExpertn
ReviewnofnProteomicsaO2016aOfhaOinjbjff 4.2 9

19 iMonywoOMassOSpectrometryOQualityOxontrolOthroughOInstrumentOMonitoringcOJournalnofnProteomen
ResearchaO2015aOfiaOghkebk 5.6 18

18 vOprimerOtoOfrequentOitemsetOminingOforObioinformaticscOBriefingsninnBioinformaticsaO2015aOfkaOgfkbhf 13.4 71

17 zfficientOreductionOofOcandidateOmatchesOinOpeptideOspectrumOlibraryOsearchingOusingOtheOtopOkO
mostOintenseOpeakscOJournalnofnProteomenResearchaO2014aOfhaOifljbmh 5.6 4

16 jqcMLoOanOopenbsourceOjavaOvPIOforOmassOspectrometryOqualityOcontrolOdataOinOtheOqcMLOformatcO
JournalnofnProteomenResearchaO2014aOfhaOhimibl 5.6 9

15 MachineOlearningOapplicationsOinOproteomicsOresearchoOhowOtheOpastOcanOboostOtheOfuturecO
ProteomicsaO2014aOfiaOhjhbkk 4.8 43

14 qcMLoOanOexchangeOformatOforOqualityOcontrolOmetricsOfromOmassOspectrometryOexperimentscO
MolecularnandnCellularnProteomicsaO2014aOfhaOfnejbfh 7.6 36

13 OnOtheOfeasibilityOofOminingOxym_OTbcellOreceptorOpatternsOunderlyingOimmunogenicOpeptideOrecognition 1

12 xurrentOchallengesOforOepitopebagnosticOTxROinteractionOpredictionOandOaOnewOperspectiveOderivedO
fromOimageOclassification 7
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11 UniversalOMSdMSOVisualizationOandORetrievalOwithOtheOMetabolomicsOSpectrumOResolverOWebOService 6

10 ReferenceOdataObasedOinsightsOexpandOunderstandingOofOhumanOmetabolomes 4

9 UniversalOSpectrumOIdentifierOforOmassOspectra 5

8 TxRexoOdetectionOofOenrichedOTOcellOepitopeOspecificityOinOfullOTOcellOreceptorOsequenceOrepertoires 7

7 vOlearnedOembeddingOforOefficientOjointOanalysisOofOmillionsOofOmassOspectra 3

6 spectrum_utilsoOvOPythonOpackageOforOmassOspectrometryOdataOprocessingOandOvisualization 3

5 MultibomicsOprofilingOofOzarthâ��sObiomesOrevealsOthatOmicrobialOandOmetaboliteOcompositionOareO
shapedObyOtheOenvironment 3

4 LargebscaleOtandemOmassOspectrumOclusteringOusingOfastOnearestOneighborOsearching 1

3 NativeOMetabolomicsOIdentifiesOtheORivulariapeptolideO’amilyOofOProteaseOInhibitors 1

2 ’ourOlayerOmultibomicsOrevealsOmolecularOresponsesOtoOaneuploidyOinOLeishmania 1

1 vOlearnedOembeddingOforOefficientOjointOanalysisOofOmillionsOofOmassOspectracONaturenMethodsa 21.6 3
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