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292 “efiningGsimilarityGscoringGtoGenableGdecoyTfreeGvalidationGinGspectralGlibraryGsearchingUGProteomicsSG
2013SGX[SG[Yb[Tc[ 4.8 18

291 –heG–otalGnhargeGofGnarbonGandGyitrogenGltomsGinGtheGlmideGmondsGlctsGasGaGyewGlpproachGtoG
—nderstandGtheGxobileGProtonGxodelUG2013SG]aSG]WcT]X] 1

290 pxtendingGtheGcoverageGofGspectralGlibrarieseGaGneighborTbasedGapproachGtoGpredictingGintensitiesGofG
peptideGfragmentationGspectraUGProteomicsSG2013SGX[SGb_aTa_ 4.8 9

289 nleansingGofGxassG”pectrometryGoataGforGProteinGtdentificationGandGQuantificationUG2013SG_dTba

288 ProteomicGandGmassGspectrometryGtechnologiesGforGbiomarkerGdiscoveryUG2013SGXbT[b 2

287 UG2014SG 1

286 xixrqeGspectralGprobabilitiesGforGmixtureGspectraGfromGmoreGthanGoneGpeptideUG2014SGX[SG[accTdb 15

285
nomparativeGproteomeGanalysisGrevealsGconservedGandGspecificGadaptationGpatternsGofG
”taphylococcusGaureusGafterGinternalizationGbyGdifferentGtypesGofGhumanGnonTprofessionalG
phagocyticGhostGcellsUG2014SG_SG[dY

30

284 u—xPeGaGtagTbasedGdatabaseGsearchGtoolGforGpeptideGidentificationGwithGhighGsensitivityGandG
accuracyUG2014SGX[SG[aa[Tb[ 80

283 nonservedGpeptideGfragmentationGasGaGbenchmarkingGtoolGforGmassGspectrometersGandGaG
discriminatingGfeatureGforGtargetedGproteomicsUG2014SGX[SGYW_aTbX 65

282 oistributedGcomputingGandGdataGstorageGinGproteomicseGmanyGhandsGmakeGlightGworkSGandGaG
strongerGmemoryUGProteomicsSG2014SGX]SG[abTbb 4.8 19

281 ProteomicsGforGsystemsGtoxicologyUG2014SGXXSGb[TdW 45

280
sybridGdataGacquisitionGandGprocessingGstrategiesGwithGincreasedGthroughputGandGselectivityeG
p”xl“–GanalysisGforGglobalGqualitativeGandGquantitativeGanalysisUGJournaltoftProteometResearchSG
2014SGX[SG_]X_T[W

5.6 24
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279 ”pectralGmatchingGapproachesGinGhyperspectralGimageGprocessingUG2014SG[_SGcYXbTcY_X 38

278 zTrlycosylationGofGtheGyTterminalGregionGofGtheGserineTrichGadhesinG”rrXGofG”treptococcusGagalactiaeG
exploredGbyGmassGspectrometryUG2014SGX[SGYXacTcY 21

277 ProfilingGtheGsecretomeGandGextracellularGproteomeGofGtheGpotatoGlateGblightGpathogenG
PhytophthoraGinfestansUG2014SGX[SGYXWXTX[ 43

276 lPPeGanGlutomatedGProteomicsGPipelineGforGtheGanalysisGofGmassGspectrometryGdataGbasedGonG
multipleGopenGaccessGtoolsUG2014SGX_SG]]X 11

275
rlycoproteomicGanalysisGofGprostateGcancerGtissuesGbyG”Wl–sGmassGspectrometryGdiscoversG
yTacylethanolamineGacidGamidaseGandGproteinGtyrosineGkinaseGbGasGsignaturesGforGtumorG
aggressivenessUG2014SGX[SGXb_[Tac
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274 –andemGmassGspectralGlibrariesGofGpeptidesGinGdigestsGofGindividualGproteinseGsumanG”erumGllbuminG
Os”lPUG2014SGX[SGY][_T]d 18

273 –heGmz–abGdataGexchangeGformateGcommunicatingGmassTspectrometryTbasedGproteomicsGandG
metabolomicsGexperimentalGresultsGtoGaGwiderGaudienceUG2014SGX[SGYba_Tb_ 96

272
ProteomeGprofileGandGproteogenomicsGofGtheGorganohalideTrespiringGbacteriumGoehalococcoidesG
mccartyiGstrainGnmomXGgrownGonGhexachlorobenzeneGasGelectronGacceptorUGJournaltoftProteomicsSG
2014SGdcSG_dTa]

3.9 26

271 tmprovingGtheGidentificationGrateGofGdataGindependentGlabelTfreeGquantitativeGproteomicsG
experimentsGonGnonTmodelGcropseGaGcaseGstudyGonGappleGfruitUGJournaltoftProteomicsSG2014SGXW_SG[XT]_ 3.9 34

270 lGjourneyGthroughGP“z–pz”zytn”UG2014SGXYXSGbXTcW 8

269
”tateGofGtheGhumanGproteomeGinGYWX[GasGviewedGthroughGPeptideltlaseGcomparingGtheGkidneySG
urineSGandGplasmaGproteomesGforGtheGbiologyTGandGdiseaseTdrivenGsumanGProteomeGProjectUGJournalt
oftProteometResearchSG2014SGX[SGaWTb_

5.6 106

268 mioinformaticsGtoolsGtoGidentifyGandGquantifyGproteinsGusingGmassGspectrometryGdataUG2014SGd]SGXTXb 9

267
PpPGsearchGinGxynompoundtoeGdetectionGandGidentificationGofGdipeptidesGandGtripeptidesGusingG
dimethylGlabelingGandGhydrophilicGinteractionGliquidGchromatographyGtandemGmassGspectrometryUG
AnalyticaltChemistrySG2014SGcaSG[_acTb]

7.8 22

266 tsotopeGdilutionGmassGspectrometryGforGabsoluteGquantificationGinGproteomicseGconceptsGandG
strategiesUGJournaltoftProteomicsSG2014SGdaSGXc]Tdd 3.9 63

265 –issueGproteomicsGforGtheGnextGdecadejG–owardsGaGmolecularGdimensionGinGhistologyUG2014SGXcSG_[dT_Y 43

264 —singGPeptideltlasSG”“xltlasSGandGPl””pweGnomprehensiveG“esourcesGforGoiscoveryGandG–argetedG
ProteomicsUG2014SG]aSGX[UY_UXTYc 45

263
lGmesofluidicGplatformGintegratingGonTchipGprobeGultrasonicationGforGmultipleGsampleGpretreatmentG
involvingGdenaturationSGreductionSGandGdigestionGinGproteinGidentificationGassaysGbyGmassG
spectrometryUG2014SGX[dSGddYT_

3

262 zpenqluorâ��GanGonlineGspectralGlibraryGofGautoTfluorescenceGbyGorganicGcompoundsGinGtheG
environmentUG2014SGaSGa_cTaaX 422
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261 suntingGforGunexpectedGpostTtranslationalGmodificationsGbyGspectralGlibraryGsearchingGwithGtierTwiseG
scoringUGJournaltoftProteometResearchSG2014SGX[SGYYaYTbX 5.6 30

260 ”creeningGofGmissingGproteinsGinGtheGhumanGliverGproteomeGbyGimprovedGx“xTapproachTbasedG
targetedGproteomicsUGJournaltoftProteometResearchSG2014SGX[SGXdadTbc 5.6 22

259 xodulationGofGtheGchromatinGphosphoproteomeGbyGtheGsaspinGproteinGkinaseUG2014SGX[SGXbY]T]W 25

258 pfficientGreductionGofGcandidateGmatchesGinGpeptideGspectrumGlibraryGsearchingGusingGtheGtopGkG
mostGintenseGpeaksUGJournaltoftProteometResearchSG2014SGX[SG]Xb_Tc[ 5.6 4

257 tdentifyingGproteinsGinGzebrafishGembryosGusingGspectralGlibrariesGgeneratedGfromGdissectedGadultG
organsGandGtissuesUGJournaltoftProteometResearchSG2014SGX[SGX_[bT]] 5.6 12

256 QualityGcontrolGforGbuildingGlibrariesGfromGelectrosprayGionizationGtandemGmassGspectraUGAnalyticalt
ChemistrySG2014SGcaSGa[d[T]WW 7.8 55

255 xassGspectrometricGanalysisGofGhistoneGproteoformsUG2014SGbSGXX[TYc 49

254 zpenGsourceGlibrariesGandGframeworksGforGmassGspectrometryGbasedGproteomicseGaGdeveloperNsG
perspectiveUG2014SGXc]]SGa[Tba 59

253 wnTx”GforGPharmaceuticalGlnalysisUG2014SG[X_T[[]

252 lGrepositoryGofGassaysGtoGquantifyGXWSWWWGhumanGproteinsGbyG”Wl–sTx”UG2014SGXSGX]WW[X 266

251 —singGsyntheticGpeptidesGtoGbenchmarkGpeptideGidentificationGsoftwareGandGsearchGparametersGforG
x”Vx”GdataGanalysisUG2014SG_SGYXT[X 8

250 lGpeptideGidentificationTfreeSGgenomeGsequenceTindependentGshotgunGproteomicsGworkflowGforG
strainTlevelGbacterialGdifferentiationUGScientifictReportsSG2015SG_SGX][[b 4.9 8

249 ”cientificGworkflowGoptimizationGforGimprovedGpeptideGandGproteinGidentificationUG2015SGXaSGYc] 7

248 —nrestrictedGmodificationGsearchGrevealsGlysineGmethylationGasGmajorGmodificationGinducedGbyGtissueG
formalinGfixationGandGparaffinGembeddingUGProteomicsSG2015SGX_SGY_acTbd 4.8 35

247 lGpeptideGresourceGforGtheGanalysisGofG”taphylococcusGaureusGinGhostTpathogenGinteractionGstudiesUG
ProteomicsSG2015SGX_SG[a]cTaX 4.8 17

246 –ransTProteomicGPipelineSGaGstandardizedGdataGprocessingGpipelineGforGlargeTscaleGreproducibleG
proteomicsGinformaticsUG2015SGdSGb]_T_] 222

245 —singGdataTindependentSGhighTresolutionGmassGspectrometryGinGproteinGbiomarkerGresearcheG
perspectivesGandGclinicalGapplicationsUG2015SGdSG[WbTYX 130

244 muildingGhighTqualityGassayGlibrariesGforGtargetedGanalysisGofG”Wl–sGx”GdataUG2015SGXWSG]YaT]X 229
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243 QuantitativeGproteogenomicGprofilingGofGepidermalGbarrierGformationGinGvitroUG2015SGbcSGXb[TcW

242 pxtendingGtheGlimitsGofGquantitativeGproteomeGprofilingGwithGdataTindependentGacquisitionGandG
applicationGtoGacetaminophenTtreatedGthreeTdimensionalGliverGmicrotissuesUG2015SGX]SGX]WWTXW 471

241 wargeT”caleGpxaminationGofGqactorsGtnfluencingGPhosphopeptideGyeutralGwossGduringGnollisionG
tnducedGoissociationUG2015SGYaSGXXYcT]Y 7

240 yavigatingGthroughGmetaproteomicsGdataeGaGlogbookGofGdatabaseGsearchingUGProteomicsSG2015SGX_SG[][dT_[4.8 81

239 QuantitativeGvariabilityGofG[]YGplasmaGproteinsGinGaGhumanGtwinGpopulationUG2015SGXXSGbca 222

238 nonfidentGsiteGlocalizationGusingGaGsimulatedGphosphopeptideGspectralGlibraryUGJournaltoftProteomet
ResearchSG2015SGX]SGY[]cT_d 5.6 22

237 re”pecteGsoftwareGforGidentificationGofGhighGandGlowGabundanceGionGspeciesGinGchimericGtandemGmassG
spectraUG2015SGYaSGXc[bT]b 12

236 yovoreGrealTtimeGpeptideGdeGnovoGsequencingGsoftwareUG2015SGYaSGXcc_Td] 114

235
nombinationGofGxultipleG”pectralGwibrariesGtmprovesGtheGnurrentG”earchGxethodsG—sedGtoGtdentifyG
xissingGProteinsGinGtheGnhromosomeTnentricGsumanGProteomeGProjectUGJournaltoftProteomet
ResearchSG2015SGX]SG]d_dTaa

5.6 13

234 qunctionalGneuropeptidomicsGinGinvertebratesUG2015SGXc_]SGcXYTYa 30

233 ”oftwareGeyesGforGproteinGpostTtranslationalGmodificationsUG2015SG[]SGX[[T]b 39

232 lnalysisGofGformalinTfixedSGparaffinTembeddedGOqqPpPGtissueGviaGproteomicGtechniquesGandG
misconceptionsGofGantigenGretrievalUG2016SGaWSGYYdT[c 23

231 xultiTmodeGacquisitionGOxxlPeGlnGx”Vx”GacquisitionGstrategyGforGmaximizingGselectivitySGspecificityG
andGsensitivityGofGotlGproductGionGspectraUGProteomicsSG2016SGXaSGYYc]T[WX 4.8 10

230 ProstateGnancerTlssociatedGvallikreinT“elatedGPeptidaseG]GlctivatesGxatrixGxetalloproteinaseTXG
andG–hrombospondinTXUGJournaltoftProteometResearchSG2016SGX_SGY]aaTbc 5.6 14

229 oifferentiatingGsamplesGandGexperimentalGprotocolsGbyGdirectGcomparisonGofGtandemGmassGspectraUG
2016SG[WSGb[XTc 2

228 ”pectralGlibraryGsearchingGinGproteomicsUGProteomicsSG2016SGXaSGbYdT]W 4.8 49

227 —ntargetedSGspectralGlibraryTfreeGanalysisGofGdataTindependentGacquisitionGproteomicsGdataG
generatedGusingGzrbitrapGmassGspectrometersUGProteomicsSG2016SGXaSGYY_bTbX 4.8 45

226 xodularGlssemblyGofGtheGmacterialGwargeG“ibosomalG”ubunitUG2016SGXabSGXaXWTXaYYUeX_ 97
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”equenceGproteinGidentificationGbyGrandomizedGsequenceGdatabaseGandGtranscriptomeGmassG
spectrometryGO”Ptop“T–x”PeGfromGmanualGtoGautomaticGapplicationGofGaGNde´ novoGsequencingNG
approachUG2016SGYYSGXd[TXdc

1

224 lGsistoryGofGtheGoevelopmentGofGxassG”pectralGoatabasesUG2016SGXddTYWc

223 luthenticationGofGnloselyG“elatedGqishGandGoerivedGqishGProductsG—singG–andemGxassG”pectrometryG
andG”pectralGwibraryGxatchingUG2016SGa]SG[aadTbb 17

222 ”tandardizedGProfilingGofG–heGxembraneTpnrichedGProteomeGofGxouseGoorsalG“ootGrangliaGOo“rPG
ProvidesGyovelGtnsightsGtntoGnhronicGPainUG2016SGX_SGYX_YTac 21

221 yloRGrepletionGimprovesGmitochondrialGandGstemGcellGfunctionGandGenhancesGlifeGspanGinGmiceUG2016
SG[_YSGX][aT][ 645

220 ”pectralGwibraryG”earchingG–oGtdentifyGnrossTwinkedGPeptidesUGJournaltoftProteometResearchSG2016SG
X_SGXbY_T[X 5.6 11

219 lGmulticenterGstudyGbenchmarksGsoftwareGtoolsGforGlabelTfreeGproteomeGquantificationUG2016SG[]SGXX[WTXX[a 202

218 oetectionGofGbusulfanGadductsGonGproteinsUG2016SG[WSGY_XbTY_Yc 3

217 –“tneGanGautomatedGalignmentGstrategyGforGreproducibleGproteinGquantificationGinGtargetedG
proteomicsUGNaturetMethodsSG2016SGX[SGbbbTc[ 21.6 122

216 ”ystemsTlevelGProteomicsGofG–woG—biquitousGweafGnommensalsG“evealsGnomplementaryGldaptiveG
–raitsGforGPhyllosphereGnolonizationUG2016SGX_SG[Y_aT[Yad 28

215 oeterminationGofGproteinGadductsGofGorganophosphorusGnerveGagentsGinGbloodGplasmaUG2016SGbXSGc]dTc_d 12

214 ”haringGandGcommunityGcurationGofGmassGspectrometryGdataGwithGrlobalGyaturalGProductsG”ocialG
xolecularGyetworkingUG2016SG[]SGcYcTc[b 1566

213 plectrochemicalGProteinGnleavageGinGaGxicrofluidicGnellGwithGtntegratedGmoronGoopedGoiamondG
plectrodesUGAnalyticaltChemistrySG2016SGccSGdXdWTc 7.8 14

212
oirectGglycanGstructureGdeterminationGofGintactGyTlinkedGglycopeptidesGbyGlowTenergyG
collisionTinducedGdissociationGtandemGmassGspectrometryGandGpredictedGspectralGlibraryGsearchingUG
2016SGd[]SGX_YTaY

12

211 wargeGscaleGanalysisGofGaminoGacidGsubstitutionsGinGbacterialGproteomicsUG2016SGXbSG]_W 2

210 qlexibleGoataGlnalysisGPipelineGforGsighTnonfidenceGProteogenomicsUGJournaltoftProteometResearchSG
2016SGX_SG]acaT]ad_ 5.6 9

209 nomputationalGxethodsGinGxassG”pectrometryTmasedGProteomicsUG2016SGd[dSGa[Tcd 7

208 sighTPerformanceGwiquidGnhromatographyâ��xassG”pectrometryGinGPeptideGandGProteinGlnalysisUG
2016SGXT[[
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207 ”ystemsGproteomicsGofGliverGmitochondriaGfunctionUG2016SG[_YSGaadWXcd 193

206 “ecognizingGmillionsGofGconsistentlyGunidentifiedGspectraGacrossGhundredsGofGshotgunGproteomicsG
datasetsUGNaturetMethodsSG2016SGX[SGa_XTa_a 21.6 99

205 “apidGidentificationGofGseizedGcontrolledGsubstancesGandGrelatedGcompoundsGbyGtandemGmassG
spectrometryGwithoutGchromatographyUG2016SG[WSGdWcTXa 4

204 lnalysisGandGcharacterisationGofGbovineGoocyteGandGembryoGbiomarkersGbyGmatrixTassistedG
desorptionGionisationGmassGspectrometryGimagingUG2016SGYcSGYd[T[WX 10

203 xiningGwargeG”caleG–andemGxassG”pectrometryGoataGforGProteinGxodificationsG—singG”pectralG
wibrariesUGJournaltoftProteometResearchSG2016SGX_SGbYXT[X 5.6 19

202 pxploringGtheGpotentialGofGpublicGproteomicsGdataUGProteomicsSG2016SGXaSGYX]TY_ 4.8 54

201 PowerGyormalizationGforGxassG”pectrometryGoataGlnalysisGandGlnalyticalGxethodGlssessmentUG
AnalyticaltChemistrySG2016SGccSG[X_aTa[ 7.8 6

200 tdentificationGofGmeatGproductsGbyGshotgunGspectralGmatchingUG2016SGYW[SGYcT[] 26

199 lGoescriptionGofGtheGnlinicalGProteomicG–umorGlnalysisGnonsortiumGOnP–lnPGnommonGoataGlnalysisG
PipelineUGJournaltoftProteometResearchSG2016SGX_SGXWY[T[Y 5.6 54

198 tnfluenceGofGmetforminGonGmitochondrialGsubproteomeGinGtheGbrainGofGapopGknockoutGmiceUG2016SG
bbYSGddTXWb 8

197 oereplicationSGsequencingGandGidentificationGofGpeptidicGnaturalGproductseGfromGgenomeGminingGtoG
peptidogenomicsGtoGspectralGnetworksUG2016SG[[SGb[Tca 54

196 llgorithmsGandGdesignGstrategiesGtowardsGautomatedGglycoproteomicsGanalysisUG2017SG[aSG]b_T]dc 68

195 xitochondrialGproteinGinteractomeGelucidatedGbyGchemicalGcrossTlinkingGmassGspectrometryUG2017SG
XX]SGXb[YTXb[b 114

194 tmprovementsGinGxassG”pectrometryGlssayGwibraryGrenerationGforG–argetedGProteomicsUGJournaltoft
ProteometResearchSG2017SGXaSGY[c]TY[dY 5.6 14

193 lpplicationGofG”Wl–sGProteomicsGtoGxouseGmiologyUG2017SGbSGX[WTX][ 7

192 tn”ourcerereGaGhighTthroughputGmethodGtoGsearchGforGunknownGmetaboliteGmodificationsGbyGmassG
spectrometryUG2017SG[XSGX[daTX]W] 3

191 –heGsybridG”earcheGlGxassG”pectralGwibraryG”earchGxethodGforGoiscoveryGofGxodificationsGinG
ProteomicsUGJournaltoftProteometResearchSG2017SGXaSGXdY]TXd[_ 5.6 35

190 ppsilonTQeGlnGlutomatedGlnalyzerGtnterfaceGforGxassG”pectralGwibraryG”earchGandGwabelTqreeG
ProteinGQuantificationUGJournaltoftProteometResearchSG2017SGXaSG]][_T]]]_ 5.6 6

Citation Report

16



189 ProteomeGmioinformaticsUGMethodstintMoleculartBiologySG2017SG 1.4 3

188 xethodsGtoGnalculateG”pectrumG”imilarityUGMethodstintMoleculartBiologySG2017SGX_]dSGb_TXWW 1.4 9

187 ”ystematicGproteomeGandGproteostasisGprofilingGinGhumanG–risomyGYXGfibroblastGcellsUG2017SGcSGXYXY 59

186 ProteomicsGforGorugGoiscoveryUGMethodstintMoleculartBiologySG2017SG 1.4 0

185 pxhaustivelyGtdentifyingGnrossTwinkedGPeptidesGwithGaGwinearGnomputationalGnomplexityUGJournaltoft
ProteometResearchSG2017SGXaSG[d]YT[d_Y 5.6 17

184 lGglobalG”taphylococcusGaureusGproteomeGresourceGappliedGtoGtheGinGvivoGcharacterizationGofG
hostTpathogenGinteractionsUGScientifictReportsSG2017SGbSGdbXc 4.9 34

183 yextTrenerationGProteomicsGandGttsGlpplicationGtoGnlinicalGmreastGnancerG“esearchUG2017SGXcbSGYXb_TYXc] 21

182 nombiningGoeGyovoGPeptideG”equencingGllgorithmsSGlG”ynergisticGlpproachGtoGmoostGmothG
tdentificationsGandGnonfidenceGinGmottomTupGProteomicsUGJournaltoftProteometResearchSG2017SGXaSG[YWdT[YXc5.6 10

181 mioinformaticsG“esourcesGforGtnterpretingGProteomicsGxassG”pectrometryGoataUGMethodstint
MoleculartBiologySG2017SGXa]bSGYabTYd_ 1.4 1

180 –argetedGqeatureGoetectionGforGoataToependentG”hotgunGProteomicsUGJournaltoftProteomet
ResearchSG2017SGXaSGYda]TYdb] 5.6 31

179 nhallengesGandGperspectivesGofGmetaproteomicGdataGanalysisUG2017SGYaXSGY]T[a 116

178 nomputationalGqualityGcontrolGtoolsGforGmassGspectrometryGproteomicsUGProteomicsSG2017SGXbSGXaWWX_d 4.8 23

177 –andemGmassGspectralGlibrariesGofGpeptidesGandGtheirGrolesGinGproteomicsGresearchUG2017SG[aSGa[]Ta]c 31

176 ProgressGinGmassGspectrometryTbasedGproteomicGresearchGofGtumorGhypoxiaGO“eviewPUG2017SG[cSGabaTac] 2

175 lureoWikiGGG–heGrepositoryGofGtheG”taphylococcusGaureusGresearchGandGannotationGcommunityUG2018
SG[WcSG__cT_ac 52

174 xembranalGandGmloodT”olubleGswlGnlassGttGPeptidomeGlnalysesG—singGoataToependentGandG
tndependentGlcquisitionUGProteomicsSG2018SGXcSGeXbWWY]a 4.8 17

173 qunctionalGsequencingGreadGannotationGforGhighGprecisionGmicrobiomeGanalysisUG2018SG]aSGeY[ 21

172 pvaluatingGdeGnovoGsequencingGinGproteomicseGalreadyGanGaccurateGalternativeGtoGdatabaseTdrivenG
peptideGidentificationjUG2018SGXdSGd_]TdbW 44
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171 nomprehensiveGandGsensitiveGproteogenomicsGdataGanalysisGstrategyGbasedGonGcomplementaryG
multiTstageGdatabaseGsearchUG2018SG]YbSGXXTXd 4

170 ”pectralGwibraryGmasedGlnalysisGofGlrginineGPhosphorylationsGinUG2018SGXbSG[[_T[]c 28

169 –ranscriptomicSGProteomicSGandGqunctionalGwongT–ermGnharacterizationGofGxulticellularG
–hreeToimensionalGsumanGwiverGxicrotissuesUG2018SG]SGXTXY 34

168 ”pectrumTpffectG“elationshipsGbetweenGsighTPerformanceGwiquidGnhromatographyGOsPwnPG
qingerprintsGandGtheGlntioxidantGandGlntiTtnflammatoryGlctivitiesGofGnollagenGPeptidesUG2018SGY[SG 16

167 msn“—”seGqastG–andemGxassG”pectralGnlusteringG—singGwocalityG”ensitiveGsashingUGJournaltoft
ProteometResearchSG2019SGXcSGX]bTX_c 5.6 10

166 nhromatogramGlibrariesGimproveGpeptideGdetectionGandGquantificationGbyGdataGindependentG
acquisitionGmassGspectrometryUG2018SGdSG_XYc 143

165 lGpipelineGforGidentifyingGendogenousGneuropeptidesGfromGspectralGarchivesUG2018SGYWSGXY

164 pxpandingGtheG—seGofG”pectralGwibrariesGinGProteomicsUGJournaltoftProteometResearchSG2018SGXbSG]W_XT]WaW5.6 26

163 qastGzpenGxodificationG”pectralGwibraryG”earchingGthroughGlpproximateGyearestGyeighborG
tndexingUGJournaltoftProteometResearchSG2018SGXbSG[]a[T[]b] 5.6 42

162 lssemblingGtheGnommunityT”caleGoiscoverableGsumanGProteomeUG2018SGbSG]XYT]YXUe_ 68

161 lGPotentialGroldenGlgeGtoGnomeTnurrentG–oolsSG“ecentG—seGnasesSGandGqutureGlvenuesGforGoeGyovoG
”equencingGinGProteomicsUGProteomicsSG2018SGXcSGeXbWWX_W 4.8 26

160 oevelopmentGofGaG–rypanosomaGcruziGstrainGtypingGassayGusingGx”YGpeptideGspectralGlibrariesG
O–cT”–lx”YPUG2018SGXYSGeWWWa[_X 9

159 ”pectralGwibraryG”earchGtmprovesGlssignmentGofG–x–GwabeledGx”Vx”G”pectraUGJournaltoftProteomet
ResearchSG2018SGXbSG[[Y_T[[[X 5.6 12

158 qutureGProspectsGofG”pectralGnlusteringGlpproachesGinGProteomicsUGProteomicsSG2018SGXcSGeXbWW]_] 4.8 10

157 ProteomicsGxassG”pectrometryGoataGlnalysisG–oolsUG2019SGc]Td_ 2

156 tdentificationGofGProteinsGqromGProteomicGlnalysisUG2019SGc__TcbW 1

155 ProteomeGtnformaticsUG2019SGaWTb_

154 QuantificationGofGProteinsGqromGProteomicGlnalysisUG2019SGcbXTcdW 1
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153 xodelTmasedG”pectralGwibraryGlpproachGforGmacterialGtdentificationGviaGxembraneGrlycolipidsUG
AnalyticaltChemistrySG2019SGdXSGXX]cYTXX]cb 7.8 6

152 mreastGnancerGnlassificationGmasedGonGProteotypesGzbtainedGbyG”Wl–sGxassG”pectrometryUG2019SG
YcSGc[YTc][Ueb 40

151 ProteomicsGandGweishmaniasiseGPotentialGnlinicalGlpplicationsUG2019SGX[SGeXcWWX[a 9

150 “oleGofGpraGinGassemblyGandGhomeostasisGofGtheGribosomalGsmallGsubunitUG2019SG]bSGc[WXTc[Xb 20

149 wi[yiWUdnoWUWdWWUWX]zYeGlGyewG–ypeGofGwayeredGzxideGnathodeGwithGsighGnyclingG”tabilityUG2019SG
dSGXdWYadc 66

148 nonstructingGaG–andemGxassG”pectralGwibraryGforGqorensicG“icinGtdentificationUGJournaltoftProteomet
ResearchSG2019SGXcSG[dYaT[d[_ 5.6 4

147 lGmioinformaticsGruideGtoGPlantGxicrobiomeGlnalysisUG2019SGXWSGX[X[ 22

146 ProteinGlnalysisGbyG”hotgunGProteomicsUG2019SGXT[c 3

145
pxtremelyGqastGandGlccurateGzpenGxodificationG”pectralGwibraryG”earchingGofGsighT“esolutionGxassG
”pectraG—singGqeatureGsashingGandGrraphicsGProcessingG—nitsUGJournaltoftProteometResearchSG2019SG
XcSG[bdYT[bdd

5.6 19

144 PrositeGproteomeTwideGpredictionGofGpeptideGtandemGmassGspectraGbyGdeepGlearningUGNaturet
MethodsSG2019SGXaSG_WdT_Xc 21.6 242
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