
term_ID description frequency uniquenessdispensabilityeliminated n.genes coeff odds.ratio

GO:0006415 translational termination0.18% 0.785 0 0 89 -0.18319 0.320309

GO:0006414 translational elongation0.72% 0.879 0.517 0 99 -0.17377 0.339617

GO:0006614 SRP-dependent cotranslational protein targeting to membrane0.10% 0.747 0.454 0 106 -0.161 0.367666

GO:0000184 nuclear-transcribed mRNA catabolic process, nonsense-mediated decay0.00% 0.886 0.109 0 114 -0.15654 0.378006

GO:0006413 translational initiation0.27% 0.887 0.536 0 150 -0.14015 0.418542

GO:0019083 viral transcription0.06% 0.874 0.218 0 152 -0.13186 0.440678

GO:0006401 RNA catabolic process0.27% 0.854 0.559 0 208 -0.11284 0.495959

GO:0044033 multi-organism metabolic process0.23% 0.951 0.519 0 168 -0.11957 0.47566

GO:0006955 immune response0.38% 0.66 0 0 921 0.059328 1.445854

GO:0006412 translation 4.70% 0.86 0.555 0 369 -0.08115 0.603937

GO:0019058 viral life cycle 1.21% 0.922 0.677 0 283 -0.08231 0.599572

GO:0022411 cellular component disassembly0.29% 0.859 0.496 0 361 -0.06996 0.647404

GO:0016071 mRNA metabolic process0.49% 0.907 0.271 0 492 -0.06107 0.684196

GO:0001775 cell activation 0.05% 0.928 0.072 0 521 0.055916 1.415516

GO:0006952 defense response0.57% 0.876 0.412 0 911 0.044453 1.318185

GO:0006364 rRNA processing0.76% 0.827 0.515 0 56 -0.1181 0.480026

GO:0016072 rRNA metabolic process0.76% 0.899 0.682 0 60 -0.11564 0.487418

GO:1902578 single-organism localization12.73% 0.845 0.397 0 361 -0.06181 0.681065

GO:1902580 single-organism cellular localization0.30% 0.821 0.634 0 361 -0.06181 0.681065

GO:0006521 regulation of cellular amino acid metabolic process0.00% 0.796 0.056 0 54 0.106921 1.943469

GO:0050900 leukocyte migration0.01% 0.663 0.697 0 215 0.064356 1.491744

GO:0044270 cellular nitrogen compound catabolic process6.23% 0.862 0.644 0 938 -0.03485 0.805279

GO:0033238 regulation of cellular amine metabolic process0.00% 0.835 0.478 0 62 0.093335 1.786108

GO:0070661 leukocyte proliferation0.01% 0.913 0.037 0 109 0.077243 1.616127

GO:0046395 carboxylic acid catabolic process1.14% 0.799 0.321 0 147 -0.07043 0.64553

GO:0034660 ncRNA metabolic process3.21% 0.892 0.392 0 197 -0.06321 0.675139

GO:0042590 antigen processing and presentation of exogenous peptide antigen via MHC class I0.00% 0.785 0.574 0 75 0.086647 1.713392

GO:0010676 positive regulation of cellular carbohydrate metabolic process0.00% 0.729 0.193 0 28 -0.11404 0.492264

GO:0044282 small molecule catabolic process1.35% 0.853 0.537 0 181 -0.06483 0.66837

GO:0009064 glutamine family amino acid metabolic process1.29% 0.843 0.496 0 29 -0.10997 0.50489

GO:0061024 membrane organization1.01% 0.92 0.582 0 653 -0.0369 0.795096

GO:0006396 RNA processing 2.78% 0.889 0.488 0 469 -0.04159 0.772244

GO:0045923 positive regulation of fatty acid metabolic process0.00% 0.714 0.677 0 15 -0.12366 0.463702

GO:0015949 nucleobase-containing small molecule interconversion0.01% 0.906 0.114 0 18 0.122782 2.144789

GO:0031929 TOR signaling 0.01% 0.772 0.297 0 52 -0.08945 0.573558

GO:0055114 oxidation-reduction process15.04% 0.908 0.21 0 431 -0.0405 0.777506

GO:0051340 regulation of ligase activity0.00% 0.839 0.463 0 100 0.070503 1.549836

GO:0048208 COPII vesicle coating0.00% 0.779 0.65 0 13 0.130692 2.252864

GO:0051438 regulation of ubiquitin-protein transferase activity0.00% 0.754 0.258 0 98 0.070296 1.54784

GO:0042752 regulation of circadian rhythm0.01% 0.867 0.154 0 55 -0.08582 0.586629

GO:0019884 antigen processing and presentation of exogenous antigen0.00% 0.777 0.617 0 159 0.058341 1.437016

GO:0010885 regulation of cholesterol storage0.00% 0.766 0.142 0 12 -0.12559 0.458184

GO:0055088 lipid homeostasis0.01% 0.851 0.328 0 56 -0.08508 0.589343

GO:0015980 energy derivation by oxidation of organic compounds2.41% 0.865 0.1 0 255 -0.04914 0.736819

GO:0030490 maturation of SSU-rRNA0.00% 0.884 0.592 0 10 -0.12977 0.446421

GO:0009607 response to biotic stimulus0.47% 0.889 0.42 0 332 0.042581 1.302943



GO:0044092 negative regulation of molecular function0.39% 0.805 0.583 0 622 0.0325 1.223819

GO:0000209 protein polyubiquitination0.01% 0.886 0.68 0 167 0.055127 1.408597

GO:0034097 response to cytokine0.10% 0.866 0.355 0 418 0.03742 1.261813

GO:0042108 positive regulation of cytokine biosynthetic process0.00% 0.685 0.56 0 30 0.099707 1.858261

GO:0034369 plasma lipoprotein particle remodeling0.00% 0.77 0.508 0 17 -0.1129 0.495786

GO:0034367 macromolecular complex remodeling0.00% 0.937 0.509 0 17 -0.1129 0.495786

GO:0070979 protein K11-linked ubiquitination0.00% 0.895 0.62 0 26 0.103917 1.907515

GO:0070328 triglyceride homeostasis0.00% 0.859 0.57 0 15 -0.11607 0.486107

GO:0010828 positive regulation of glucose transport0.00% 0.715 0.533 0 22 -0.10603 0.517394

GO:0032091 negative regulation of protein binding0.00% 0.84 0.595 0 36 0.09302 1.782619

GO:2000505 regulation of energy homeostasis0.00% 0.815 0.416 0 11 -0.12217 0.468021

GO:0043299 leukocyte degranulation0.00% 0.652 0.623 0 21 0.108268 1.959806

GO:0008089 anterograde axon cargo transport0.00% 0.812 0.589 0 22 0.106297 1.935945

GO:0002444 myeloid leukocyte mediated immunity0.00% 0.772 0.632 0 23 0.104055 1.909158

GO:0009250 glucan biosynthetic process0.15% 0.83 0.463 0 35 -0.09073 0.569026

GO:0016337 single organismal cell-cell adhesion0.02% 0.949 0.038 0 200 0.04814 1.348738

GO:0086011 membrane repolarization during action potential0.00% 0.796 0.292 0 10 0.130286 2.247178

GO:0001816 cytokine production0.13% 0.892 0.579 0 347 0.037933 1.265847

GO:0006629 lipid metabolic process3.09% 0.907 0.156 0 793 -0.0269 0.846037

GO:0032615 interleukin-12 production0.00% 0.907 0.65 0 26 0.098524 1.844649

GO:0032655 regulation of interleukin-12 production0.00% 0.811 0.652 0 26 0.098524 1.844649

GO:0007492 endoderm development0.00% 0.967 0 0 45 0.082528 1.670093

GO:1901605 alpha-amino acid metabolic process4.27% 0.829 0.684 0 127 -0.05768 0.698765

GO:0010743 regulation of macrophage derived foam cell differentiation0.00% 0.82 0.39 0 25 -0.09666 0.548427

GO:0043648 dicarboxylic acid metabolic process1.12% 0.858 0.488 0 46 -0.08113 0.60401

GO:0006091 generation of precursor metabolites and energy3.22% 0.95 0.058 0 319 -0.03883 0.785584

GO:0098602 single organism cell adhesion0.02% 0.95 0.608 0 232 0.043443 1.309943

GO:0001704 formation of primary germ layer0.01% 0.892 0.594 0 61 0.073207 1.576095

GO:0045017 glycerolipid biosynthetic process0.21% 0.857 0.686 0 202 -0.04709 0.746299

GO:0006968 cellular defense response0.00% 0.903 0.253 0 42 0.082986 1.674857

GO:0016458 gene silencing 0.03% 0.776 0.219 0 62 -0.07288 0.635751

GO:0032006 regulation of TOR signaling0.01% 0.751 0.364 0 42 -0.08231 0.599564

GO:0043467 regulation of generation of precursor metabolites and energy0.01% 0.825 0.514 0 46 -0.08002 0.608183

GO:0044255 cellular lipid metabolic process2.58% 0.847 0.158 0 626 -0.02826 0.838922

GO:0030521 androgen receptor signaling pathway0.00% 0.783 0.32 0 52 0.075635 1.60006

GO:0070672 response to interleukin-150.00% 0.895 0.61 0 11 0.121421 2.126722

GO:0050817 coagulation 0.02% 0.904 0.628 0 440 0.031495 1.216197

GO:0090322 regulation of superoxide metabolic process0.00% 0.854 0.194 0 10 0.123305 2.151773

GO:0090077 foam cell differentiation0.00% 0.915 0.513 0 28 -0.09038 0.57027

GO:0015804 neutral amino acid transport0.11% 0.869 0.153 0 17 -0.10304 0.527122

GO:0042060 wound healing 0.03% 0.896 0.454 0 490 0.029656 1.202374

GO:0016192 vesicle-mediated transport0.38% 0.915 0.234 0 714 0.02505 1.168447

GO:0010876 lipid localization0.10% 0.881 0.555 0 155 -0.04902 0.737395

GO:0070647 protein modification by small protein conjugation or removal0.13% 0.893 0.393 0 533 0.028076 1.19063

GO:0009066 aspartate family amino acid metabolic process0.86% 0.849 0.663 0 28 -0.08851 0.576931

GO:0002886 regulation of myeloid leukocyte mediated immunity0.00% 0.698 0.669 0 10 0.120397 2.113239

GO:0031333 negative regulation of protein complex assembly0.01% 0.792 0.596 0 47 0.074663 1.590422



GO:0051262 protein tetramerization0.03% 0.922 0.651 0 53 -0.07222 0.638372

GO:0071350 cellular response to interleukin-150.00% 0.877 0.605 0 10 0.120063 2.108851

GO:0031330 negative regulation of cellular catabolic process0.07% 0.749 0.601 0 57 -0.07027 0.646162

GO:0050435 beta-amyloid metabolic process0.00% 0.955 0.115 0 15 0.105949 1.931754

GO:0046903 secretion 0.63% 0.868 0.306 0 460 0.028797 1.195978

GO:0055081 anion homeostasis0.03% 0.841 0.658 0 16 -0.10063 0.535066

GO:0006082 organic acid metabolic process9.36% 0.854 0.353 0 716 -0.02388 0.862107

GO:0006887 exocytosis 0.03% 0.811 0.555 0 184 0.04222 1.300018

GO:0006536 glutamate metabolic process0.27% 0.86 0.589 0 14 -0.10317 0.526665

GO:0051084 'de novo' posttranslational protein folding0.01% 0.916 0.291 0 36 0.079165 1.635554

GO:0008625 extrinsic apoptotic signaling pathway via death domain receptors0.00% 0.772 0.324 0 49 0.070393 1.548777

GO:0006954 inflammatory response0.10% 0.873 0.546 0 252 0.036269 1.252819

GO:1901379 regulation of potassium ion transmembrane transport0.01% 0.753 0.609 0 23 0.090694 1.75704

GO:0009057 macromolecule catabolic process1.64% 0.882 0.502 0 808 -0.02179 0.873365

GO:0061384 heart trabecula morphogenesis0.00% 0.94 0.408 0 10 -0.11013 0.50438

GO:0018196 peptidyl-asparagine modification0.00% 0.914 0.398 0 94 0.054164 1.400186

GO:1902600 hydrogen ion transmembrane transport1.80% 0.823 0.49 0 37 -0.07704 0.619538

GO:0006508 proteolysis 3.71% 0.905 0.578 0 705 0.022549 1.150428

GO:0010469 regulation of receptor activity0.01% 0.726 0.619 0 51 0.068331 1.529058

GO:0006112 energy reserve metabolic process0.13% 0.889 0.642 0 125 -0.04914 0.736831

GO:0050878 regulation of body fluid levels0.02% 0.786 0.642 0 474 0.026877 1.181792

GO:0042107 cytokine metabolic process0.01% 0.937 0.231 0 54 0.066659 1.513249

GO:0034341 response to interferon-gamma0.00% 0.694 0.681 0 97 0.053056 1.39058

GO:1901685 glutathione derivative metabolic process0.00% 0.952 0.027 0 23 -0.08826 0.577802

GO:1901687 glutathione derivative biosynthetic process0.00% 0.941 0.086 0 23 -0.08826 0.577802

GO:1901264 carbohydrate derivative transport0.23% 0.866 0.427 0 26 -0.08499 0.589682

GO:0071158 positive regulation of cell cycle arrest0.00% 0.756 0.51 0 78 0.057485 1.429388

GO:0009611 response to wounding0.11% 0.889 0.511 0 618 0.023607 1.158013

GO:0006911 phagocytosis, engulfment0.00% 0.848 0.577 0 13 0.105927 1.931494

GO:0034440 lipid oxidation 0.05% 0.872 0.602 0 61 -0.06418 0.671098

GO:0016042 lipid catabolic process0.18% 0.845 0.675 0 120 -0.04942 0.735575

GO:0071331 cellular response to hexose stimulus0.00% 0.865 0.68 0 24 -0.08692 0.582646
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