Accession In % samples Abundance log(fold change) Annotation D. mel ortho
Young Nurse Field
Single VS. vS. vs.
ant Mature Forager Lab
E2AC94 [ o | Hexamerin Lspigamma
XP_025262495.1 Pheromone-binding protein Gp-9-like Obp19d
XP_011252932.2,E2A7K7 Apolipophorins apolpp
E1ZWP8 [ CathespinD / Peptidase A1 cathD
E2A4U9;XP_019882208.1;... Guanine deaminase DhpD
E2ARJO;XP_011262743.2 Guanine deaminase DhpD
XP_025263304.1;XP_011263078.2 alpha-amylase Amy-d
XP_011255653.1;E2ACR9 I Caimodulin Cam
XP_025269126.1 Guanine deaminase DhpD
XP_025269485.1;XP_025269481.1;... tobi-like tobi
XP_025263365.1 alpha-amylase Amy-p
XP_011255281.1;E2AC28;E2AC29 GMC_OxRdtase / Glucose dehydrogenase Gld
E2B1C8;XP_011267643.2 Malate dehydrogenase Mdh1
XP_011260763.1;E2AMDS:... Malic enzyme Men
E2A8M5;XP_025269992.1 Spermidine oxidase CG7737
XP_011260780.1;E1ZXJ7 Phenoloxidase 1 PPO2
XP_025264462.1;XP_025264460.1;... 1,5-anhydro-D-fructose reductase CG10638
XP_011251688.1;E2A4X8 Trehalase Treh
XP_011267179.1;E2B0D3 FAM151A CG7231
E2ALS8;XP_019883851.2 Aminopeptidase N CG14516
XP_011266010.1;E2AY02 Carboxypeptidase CG4572
XP_011258918.1;E2AIZ6 NPC2 Npc2c
E2A2D8 beta-mannosidase beta-Man
XP_025269812.1 Serpin Spn43Aa
XP_011263888.2;E2ATY3 Vacuolar proton pump subunit E Vha26
XP_011252428.1;E2A6N1;... Tropomyosin-1 Tm2
XP_011255300.1;E2AC60 beta-hexosaminidase Hexo1
E2B227,XP_011267964.1 Tetraspanin Tsp42Ea
E2AX18;XP_011265519.1;... Glutathione S-transferase GstS1
XP_025265137.1;E2ABS8 alpha-mannosidase LManll
XP_025270291.1;E2AAT8 ATP synthase subunit alpha, mitochondrial ~ blw
XP_011268873.1;XP_011268841.1;... Histone H2A His2A:CG31618
XP_019884091.1;E1ZXR7 I Zinc carboxypeptidase CG4017
XP_011263352.1;E2ASQ5 Uncharacterized protein CG10433
E2AKO03;XP_025267872.1 CREG1 CREG
XP_011257948.1;XP_011257947.1;... Thioredoxin / Protein disulfide-isomerase 1(2)01289
XP_011262697.2;E2ARG4;... beta-hexosaminidase Hexo2
E2AFLO;XP_011257234.1;... Transaldolase Taldo
XP_011258052.1;E1ZX35;E2ANBS:;... Ubiquitin-like domain-containing protein RplL40
E2AU22;XP_019884578.2 GILT-like thiol reductase CG13865
XP_025264718.1 Hexamerin Lsp2
E2AY06;XP_011266013.1 Peptidase_M14 domain-containing protein  CG3097
XP_011253679.1,E2A8Y6 Superoxide dismutase Sod1
E2A543;XP_025262620.1 Prostaglandin reductase 1 CG16935
XP_025266319.1;E1ZXZ5;E2AC93 Arylphorin subunit alpha Lspibeta
XP_011254133.1;E2A9W2 Thioredoxin / Protein disulfide-isomerase ERp60
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Figure 5 - Figure Supplement 2: Significantly differing proteins in two out of three
analyses with accession numbers

All proteins that significantly differ in two out of three of the analysis methods (frequentist,

empirical Bayes and random forest classification with SHAP values). From left to right,
accession numbers, proportion of samples in which the protein was identified in colony

samples and single individual samples, average iBAQ abundance across all samples
calculated without zero values, logz of the fold change in abundance between types for a
given comparison, the comparisons for which the protein was significant in two out of three

methods are marked with yellow dots, annotation terms.



