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44 SurveyNofNmetaproteomicsNsoftwareNtoolsNforNfunctionalNmicrobiomeNanalysiscNPLoSmONEaN2020aNfjaNeegifjeh3.7 15

43 MetaproteomicsNrevealNthatNrapidNperturbationsNinNorganicNmatterNprioritizeNfunctionalN
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DataaN2019aNkaNheh 8.2

35 ProxlNVProteinNxrossbLinkingNyatabaseWoNvNPublicNServeraNQxNToolsaNandNOtherNMajorNUpdatescN
JournalmofmProteomemResearchaN2019aNfmaNljnblki 5.6 0

34
HumanNSkaNcomplexNandNNdcmeNcomplexNinteractNtoNformNaNloadbbearingNassemblyNthatNstrengthensN
kinetochorebmicrotubuleNattachmentscNProceedingsmofmthemNationalmAcademymofmSciencesmofmthem
UnitedmStatesmofmAmericaaN2018aNffjaNgliebglij

11.5 42

33 NovelNphosphorylationNstatesNofNtheNyeastNspindleNpoleNbodycNBiologymOpenaN2018aNlaN 2.2 9

32 yirectNmeasurementNofNtheNstrengthNofNmicrotubuleNattachmentNtoNyeastNcentrosomescNMolecularm
BiologymofmthemCellaN2017aNgmaNfmjhbfmkf 3.5 9

31 MetaöOmicsoNvNWebbwasedNToolNforNPeptidebxentricNFunctionalNandNTaxonomicNvnalysisNofN
MetaproteomicsNyatacNProteomesaN2017aNkaN 4.6 29

30 IntegratingNyiscoverybdrivenNProteomicsNandNSelectedNReactionNMonitoringNToNyevelopNaN
NoninvasiveNvssayNforNöeoduckNReproductiveNMaturationcNJournalmofmProteomemResearchaN2017aNfkaNhgnmbhhen5.6 11
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27 ProXLNVProteinNxrossbLinkingNyatabaseWoNvNPlatformNforNvnalysisaNVisualizationaNandNSharingNofN
ProteinNxrossbLinkingNMassNSpectrometryNyatacNJournalmofmProteomemResearchaN2016aNfjaNgmkhble 5.6 33

26
VisualizationNandNdisseminationNofNmultidimensionalNproteomicsNdataNcomparingNproteinN
abundanceNduringNxaenorhabditisNelegansNdevelopmentcNJournalmofmthemAmericanmSocietymformMassm
SpectrometryaN2015aNgkaNfmglbhk
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25 MasonoNaNJavaScriptNwebNsiteNwidgetNforNvisualizingNandNcomparingNannotatedNfeaturesNinNnucleotideN
orNproteinNsequencescNBMCmResearchmNotesaN2015aNmaNle 2.3 4

24 KojakoNefficientNanalysisNofNchemicallyNcrossblinkedNproteinNcomplexescNJournalmofmProteomemResearch
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RegulationNofNouterNkinetochoreNNdcmeNcomplexbbasedNmicrotubuleNattachmentsNbyNtheNcentralN
kinetochoreNMisfgdMINyNcomplexcNProceedingsmofmthemNationalmAcademymofmSciencesmofmthemUnitedm
StatesmofmAmericaaN2015aNffgaNzjjmhbn
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22 TheNmolecularNarchitectureNofNtheNyamfNkinetochoreNcomplexNisNdefinedNbyNcrossblinkingNbasedN
structuralNmodellingcNNaturemCommunicationsaN2015aNkaNmklh 17.4 36

21 öeneticNRegulationNofNynagNLocalizationNyuringNtheNyNvNyamageNResponsecNG3:mGenes,mGenomes,m
GeneticsaN2015aNjaNfnhlbii 3.2 5

20
IntegratedNRNvbNandNproteinNprofilingNofNfermentationNandNrespirationNinNdiploidNbuddingNyeastN
providesNinsightNintoNnutrientNcontrolNofNcellNgrowthNandNdevelopmentcNJournalmofmProteomicsaN2015aN
ffnaNhebii

3.9 4

19 SnipVizoNaNcompactNandNlightweightNwebNsiteNwidgetNforNdisplayNandNdisseminationNofNmultipleN
versionsNofNgeneNandNproteinNsequencescNBMCmResearchmNotesaN2014aNlaNikm 2.3 7

18 yeterminingNproteinNcomplexNstructuresNbasedNonNaNwayesianNmodelNofNinNvivoNFˆ¶rsterNresonanceN
energyNtransferNVFRzTWNdatacNMolecularmandmCellularmProteomicsaN2014aNfhaNgmfgbgh 7.6 22

17 KinetochoreNbiorientationNinNSaccharomycesNcerevisiaeNrequiresNaNtightlyNfoldedNconformationNofN
theNNdcmeNcomplexcNGeneticsaN2014aNfnmaNfimhbnh 4 17

16 IntegrativeNphenomicsNrevealsNinsightNintoNtheNstructureNofNphenotypicNdiversityNinNbuddingNyeastcN
GenomemResearchaN2013aNghaNfinkbjei 9.7 114

15 yissectingNyNvNdamageNresponseNpathwaysNbyNanalysingNproteinNlocalizationNandNabundanceN
changesNduringNyNvNreplicationNstresscNNaturemCellmBiologyaN2012aNfiaNnkkblk 23.4 322

14 JobxenteroNanNopenNsourceaNcrossbplatformaNandNdistributedNjobNqueueNmanagementNsystemN
optimizedNforNscalabilityNandNversatilitycNSourcemCodemformBiologymandmMedicineaN2012aNlaNm 1.9 3

13 vNmassNspectrometryNproteomicsNdataNmanagementNplatformcNMolecularmandmCellularmProteomicsaN
2012aNffaNmgibhf 7.6 23

12 TheNProteomeNFoldingNProjectoNproteomebscaleNpredictionNofNstructureNandNfunctioncNGenomem
ResearchaN2011aNgfaNfnmfbni 9.7 32

11 LargebscaleNpredictionNofNproteinbproteinNinteractionsNfromNstructurescNBMCmBioinformaticsaN2010aN
ffaNfii 3.6 59

10 TheNYeastNResourceNxenterNPublicNImageNRepositoryoNvNlargeNdatabaseNofNfluorescenceNmicroscopyN
imagescNBMCmBioinformaticsaN2010aNffaNgkh 3.6 29
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9 wirfNisNrequiredNforNtheNtensionNcheckpointcNMolecularmBiologymofmthemCellaN2009aNgeaNnfjbgh 3.5 31

8 ProteomicsNdataNrepositoriescNProteomicsaN2009aNnaNikjhbkh 4.8 33

7 TransmembraneNtopologyNandNsignalNpeptideNpredictionNusingNdynamicNbayesianNnetworkscNPLoSm
ComputationalmBiologyaN2008aNiaNefeeegfh 5 175

6 SuperfamilyNassignmentsNforNtheNyeastNproteomeNthroughNintegrationNofNstructureNpredictionNwithN
theNgeneNontologycNPLoSmBiologyaN2007aNjaNelk 9.7 42

5 TheNYeastNResourceNxenterNPublicNyataNRepositorycNNucleicmAcidsmResearchaN2005aNhhaNyhlmbmg 20.1 25

4 LocalizationNofNproteinsNthatNareNcoordinatelyNexpressedNwithNxlngNduringNtheNcellNcyclecNYeastaN2004aN
gfaNlnhbmee 3.4 25
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