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Supplemental figure 1 Top 50 Biological processes found common for the total proteins found. Orange represents the total count of proteins found and blue represent proteins found with specific biological process
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Supplemental figure 2 Top 50 Cellular components found common for the total proteins found. Orange represents the total count of proteins and blue represent proteins found with specific cellular component
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Supplementary figure 3 Top 50 Molecular functions found common for the total proteins found. Orange represents the total count of proteins and blue represent proteins found with specific molecular function
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image1.tiff
Term Count | P value ‘ From total count of proteins n=3914 |
GO:0009987 cellular process 3577 2.41E-5 ‘_|
GO:0044699 single organism process. 3213 9.99E-34 ‘—|
G0:0044763 single organism cellular process 2823 1.67E-59 ‘—|
GO:0065007 biological regulation 2707 0.027 ‘_|
GO:0008152 metabolic process 2670 3.39E-8 ‘—l
GO:0050789 regulation of biological process 2560 0.071 ‘—|
GO:0071704 organic substance metabolic process 2537 1.47E-4 ‘—|
GO:0044237 cellular metabolic process 2430 0.003 ‘_|
GO:0044238 primary metabolic process 2398 0.022 ‘_|
GO:0050896 response to stimulus 2148 4.91E-19 ‘—|
GO:0071840 cellular component organization or biogenesis 2006 1.49E-88 ‘—|
GO:0016043 cellular component organization 1955 1.67E-86 ‘—|
GO:0051179 localization 1849 1.19E-79 ‘_|
GO:0032501 multicellular organismal process 1772 7.82E-9 ‘_|
GO:0051716 cellular response to stimulus. 1657 5.76E-4 ‘—|
G0:0044707 single-multicellular organism process 1643 2.96E-29 ‘—|
(GO:0048518 positive regulation of biological process 1624 222E-29 {_|
GO:0032502 developmental process 1580 7.75E-19 ‘_|
G0:0044767 single organism developmental process 1559 4.95E-19 ‘—|
GO:0019538 protein metabolic process 1475 7.31E-21 ‘—I
G0:0048856 anatomical structure development 1458 1.12E-17 ‘—|
(GO:0051234 establishment of localization 1457 3.15E-74 ‘—|
GO:0048522 positive regulation of cellular process 1448 1.78E-23 ‘—I
GO:0007154 cell communication 1440 0.001 ‘—|
GO:0023052 signaling 1427 0.001 ‘_|
G0:0006810 transport 1422 4.61E-76 ‘—|
GO:0044700 single organism signaling 1408 0.004 ‘—|
(GO:0048519 negative regulation of biological process 1388 5.064E-12 ‘_|
(GO:0007275 multicellular organism development 1312 5.69E-15 [—I
GO:0048523 negative regulation of cellular process 1273 1.64E-9 ‘_|
GO:0044710 single organism metabolic process 1249 9.67E-67 ‘—|
GO:0044267 cellular protein metabolic process 1249 3.85E-10 ‘—|
GO:0065008 regulation of biological quality 1244 8.77E-58 ‘_|
GO:0048731 system development 1235 1.68E-15 ‘—|
(GO:0006996 organclle organization 1230 T51E-48 ‘—l
GO:0042221 response to chemical 1192 8.09E-25 ‘—|
GO:0006950 response to stress 1185 1.07E-41 ‘—I
G0:0048869 cellular developmental process 1123 1.38E-14 ‘—|
GO:0048583 regulation of response to stimulus 1118 4.40E-21 ‘—|
GO:0044085 cellular component biogenesis 1091 1.30E-59 ‘—|
GO:0030154 cell differentiation 1066 2.41E-12 ‘—|
GO:0051641 cellular localization 1033 5.23E-79 ]—|
(GO:0022607 cellular component assembly 1012 4.18E-57 ‘—]
(G0:0033036 macromolecule localization 992 1.23E-64 ‘—|
GO:1902578 single organism localization 975 3.23E-50 ‘—|
GO:0010033 response to organic substance 916 7.36E-33 ‘—|
(GO:0044765 single organism transport 912 3.50E-45 ‘—|
(GO:0006793 phosphorus metabolic process 905 1.19E-32 ‘—|
GO:1901564 organonitrogen compound metabolic process 901 1.99E-49 ‘—|
GO:0023051 regulation of signaling 885 8.12E-11 ‘_|
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(GO:0044464 cell part 3799 1.10E-32 —
(GO:0005623 cell 3799 1.10E-32 —
GO:0044424 intracellular part 3585 7.13E-94 —
(GO:0005622 intracellular 3585 1.54E-93 —
(GO:0043226 organelle 3510 3.49E-141 —
(GO:0005737 cytoplasm 3346 1.75E-287 —
(G0:0043227 membrane-bounded organelle 3344 3.94E-149 —
(GO:0043229 intracellular organelle 3264 2.75E-95 —
(GO:0044444 cytoplasmic part 3101 0.0 —
(GO:0044422 organelle part 2820 2.68E-117 —
(GO:0043231 intracellular membrane-bounded organelle 2818 8.99E-57 —
(GO:0044446 intracellular organelle part 2783 2.216E-126 —
(GO:0016020 membrane 2440 1.44E-57 —
(GO:0005829 cytosol 1888 131E-206 —
(G0:0032991 macromolecular complex 1808 2.39E-85 —
GO:0031982 vesicle 1798 0.0 —
GO:0005576 extracellular region 1736 1.36E-228 —
(GO:0005634 nucleus 1728 0.001 —
(GO:0070013 intracellular organelle lumen 1658 5.03E-61 —
(GO:0031974 membrane-enclosed lumen 1658 5.70E-61 —
(GO:0043233 organelle lumen 1658 5.70E-61 —
(GO:0044421 extracellular region part 1615 4.16E278 —
(GO:0012505 endomembrane system 1583 7.84E-141 —
(GO:0071944 cell periphery 1372 421E-11 —
(GO:0005886 plasma membrane 1327 5.99E-9 —
(GO:0043230 extracellular organelle 1303 0.0 —
(GO:1903561 extracellular vesicle 1303 0.0 —
(GO:0070062 extracellular exosome 1295 0.0 —
(GO:0043228 non-membrane-bounded organelle 1282 7.82E-8 —
[GO:0043232 intracellular non-membrane-bounded organelle 1280 7.05E-8 —
(GO:0044428 nuclear part 1212 1.63E-7 —
(GO:0043234 protein complex 1130 3.93E-104 —
GO:0031981 nuclear lumen 1107 1.26E-5 —
(GO:0005654 nucleoplasm 1004 3.09E-12 —
(GO:0031090 organelle membrane 1002 4.23E71 —
(GO:0097708 intracellular vesicle 999 1.36E-134 —
(GO:0031410 cytoplasmic vesicle 996 3.86E-134 —
(GO:0098588 bounding membrane of organelle 749 5.19E-54 —
(GO:0044433 cytoplasmic vesicle part 747 8.01E-141 —
(GO:0005856 cytoskeleton 723 1.39E-35 —
GO:0098805 whole membrane 721 9.28E-85 —
(GO:0005783 endoplasmic reticulum 695 5.74E-56 —
(GO:0042995 cell projection 654 3.08E-20 —
(GO:0044459 plasma membrane part 653 0.0126 —
(GO:0005615 extracellular space 633 1.84E-37 —
(GO:0005739 mitochondrion 594 4.05E-50 —
G0:0099503 secretory vesicle 578 4.83E-144 —
(GO:0044430 cytoskeletal part 560 7.78E-28 —
(GO:0097458 neuron part 533 I.11E26 —
(GO:0030141 secretory granule 526 4.28E-153 —
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GO:0005488 binding 3730 9.28E-56 —|
(GO:0005515 protein binding 3464 7.00E-128 —|
G0:0003824 catalytic activity 1579 3.45E-36 —|
GO:0043167 ion binding 1572 6.85E-18 —|
GO:0097159 organic cyclic compound binding 1473 [4.99E-7 —|
GO:1901363 heterocyclic compound binding 1447 2.26E-6 —|
GO:0043168 anion binding 931 7.61E-52 —|
GO:0036094 small molecule binding 809 2.13E-41 —J
GO:0016787 hydrolase activity 796 5.83E-31 —I
(GO:0042802 identical protein binding 725 2 58E-47 —|
(GO:0097367 carbohydrate derivative binding 717 7.22E-36 —|
GO:0003723 RNA binding 707 5.21E-53 —|
GO:0019899 enzyme binding 707 [4.22E-43 —|
(GO:1901265 nucleoside phosphate binding 668 2.656-30 —|
GO:0000166 nucleotide binding 667 [4.14E-30 —|
GO:0044877 macromolecular complex binding 598 9.18E-91 —|
(GO:0017076 purine nucleotide binding 554 7.78E-19 —|
(G0:0032553 ribonucleotide binding 553 1.97E-18 —|
(G0:0032555 purine ribonucleotide binding 548 2.83E-18 —|
(G0:0035639 purine ribonucleoside triphosphate binding 541 3.09E-19 —|
GO:0005102 receptor binding 485 [4.14E-13 —|
GO:0098772 molecular function regulator 447 1.37E-12 —|
(GO:0008092cytoskeletal protein binding 446 2.42E-62 —|
(GO:0005198 structural molecule activity 426 188E-74 —|
(G0:0030554 adenyl nucleotide binding 418 324E-9 —|
(G0:0032559 adenyl ribonucleotide binding 413 7.55E-9 —|
GO:0005524 ATP binding 405 3.84E-9 —|
GO:0030234 enzyme regulator activity 372 1.67E-18 —|
(G0:0032403 protein complex binding 368 4.61E-70 —|
(GO:0046983 protein dimerization activity 343 3.46E-15 —|
(GO:0050839 cell adhesion molecule binding 341 157E-106 —|
(GO:0016818 hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides |338 3.98E-24 —|
(GO:0016817 hydrolase activity, acting on acid anhydrides 338 3.98E-24 —|
(GO:0016462 pyrophosphatase activity 336 1.16E-23 —|
(GO:0017111 nucleoside-triphosphatase activity 318 1.09E-22 —|
(GO:0016491 oxidoreductase activity 314 6.78E-40 —|
(GO:0008289 lipid binding 272 3.06E-15 —|
(GO:0019904 protein domain specific binding 255 3.83E-21 —|
(GO:0042803 protein homodimerization activity 255 3.92E-19 —|
GO:0019900 kinase binding 254 5.62E-12 —|
(GO:0005509 calcium ion binding 238 2.54E-13 —|
G0:0045296 cadherin binding 236 8.73E-87 —|
(G0:0003779 actin binding 234 1.72E-46 —|
GO:0019901 protein kinase binding 225 L77E-10 —|
GO:0008233 peptidase activity 197 1.66E-8 —|
(GO:0016788 hydrolase activity, acting on ester bonds, 195 0.011 —|
(GO:0070011 peptidase activity. acting on L-amino acid peptides 186 2.16E-7 —|
(GO:0008047 enzyme activator activity 182 4.63E-7 —|
GO:0005543 phospholipid binding 163 1.08E-10 —|
(GO:0016887 ATPase activity 163 2.72E-9 —|
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