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Supplementary Fig. S1SReplicateSdatasetSofSdotSplotsSofSDNAScontentS 7DAPImS inSarbitraryS fluorescenceSunitsS 7AxFxUxKKS
versusSforwardSscatterS 7FSCmS inSAxFxUxKKSatSdifferentSgrowthSratesS6x1Shz1mS6x2Shz1SandS6x7Shz1xSCellsSofSP. putidaSKT2446S
grownSatSsteadySstateSconditionsSinSchemostatsSwereSstainedSwithSDAPISandSanalyzedSbySflowScytometryxSTheSDNAScontentS
andStheSforwardSscatterSincreasedSwithSincreasingSgrowthSratexSTheSindicatedSgatesS7C1mSC2mSCxKSwereSusedSforSsortingS5x166S
cellsSperSsubpopulationSforSfurtherSmassSspectrometricSanalysisxSS
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Supplementary Fig. S2g Overviewg ofg theg totalg proteing detectiong andg proteing annotation.g Overall,g 677g uniqueg proteinsg wereg

identified,g 351g proteinsg wereg detectedg ing atg leastg oneg replicateg ofg allg subpopulationsg andg 245g proteinsg wereg foundg acrossg allg

replicates.gFunctionalgannotationgwasgcarriedgoutgusinggthegCOGgdatabasegmTatusovgetga.g1997K.g707gdifferentgfunctionsgofg647g

uniquegproteinsgcouldgbegannotatedgintog17gcategories.gThegtotalgnumbergofgproteinsgofgPseudomonas putidagKT2440gannotatedg

ingonegspecificgcategorygmdarkggreygbarsKgisgcomparedgtogthegnumbergofgproteinsgrecoveredgingthisgstudygmlightggreygbarsK.gg


