
PROCESS_D4_10mM_DOWN
#term ID term description.NIST observed gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene count.DP12strength.DP12false discovery rate.DP12
GO:0009987Cellular process 140 15994 0.15 7.93E-13
GO:0044237Cellular metabolic process 90 7040 0.32 1.27E-11
GO:0008152Metabolic process 100 8581 0.28 1.47E-11
GO:0034641Cellular nitrogen compound metabolic process 64 3820 0.43 1.47E-11
GO:1901360Organic cyclic compound metabolic process 58 3212 0.47 1.48E-11
GO:0046483Heterocycle metabolic process 54 2937 0.48 8.30E-11
GO:0071704Organic substance metabolic process 95 8137 0.28 9.47E-11
GO:0006139Nucleobase-containing compound metabolic process 52 2791 0.48 1.33E-10
GO:0006725Cellular aromatic compound metabolic process 54 2992 0.47 1.33E-10
GO:0044085Cellular component biogenesis 50 2815 0.46 2.44E-09
GO:0071840Cellular component organization or biogenesis 75 5887 0.32 7.85E-09
GO:0044238Primary metabolic process 88 7736 0.27 9.55E-09
GO:0090304Nucleic acid metabolic process 43 2240 0.49 1.01E-08
GO:0006807Nitrogen compound metabolic process 82 7145 0.27 6.87E-08
GO:0010467Gene expression 42 2399 0.45 2.85E-07
GO:0022613Ribonucleoprotein complex biogenesis 21 616 0.74 2.85E-07
GO:0006996Organelle organization 53 3632 0.37 3.90E-07
GO:0043170Macromolecule metabolic process 74 6322 0.28 5.03E-07
GO:0042254Ribosome biogenesis 18 459 0.8 5.74E-07
GO:0016070R- metabolic process 30 1558 0.5 1.67E-05
GO:0046907Intracellular transport 27 1297 0.53 1.90E-05
GO:0051664Nuclear pore localization 4 4 2.21 5.32E-05
GO:0006396R- processing 22 941 0.58 5.61E-05
GO:0043648Dicarboxylic acid metabolic process 8 93 1.15 0.00011
GO:0016043Cellular component organization 62 5621 0.25 0.00026
GO:0016072rR- metabolic process 12 320 0.78 0.00049
GO:0006998Nuclear envelope organization 6 49 1.3 5.00E-04
GO:0022607Cellular component assembly 36 2516 0.37 0.00057
GO:0006259D- metabolic process 18 770 0.58 0.00071
GO:0044281Small molecule metabolic process 28 1690 0.43 0.00071
GO:0051649Establishment of localization in cell 28 1689 0.43 0.00071
GO:0031497Chromatin assembly 9 181 0.91 0.001
GO:0044249Cellular biosynthetic process 35 2480 0.36 0.001
GO:0051276Chromosome organization 20 966 0.53 0.001
GO:0006364rR- processing 11 296 0.78 0.0011
GO:0007005Mitochondrion organization 13 439 0.68 0.0016
GO:0033044Regulation of chromosome organization 10 249 0.81 0.0016
GO:1901576Organic substance biosynthetic process 35 2581 0.34 0.002
GO:0033036Macromolecule localization 33 2366 0.36 0.0022



GO:0007097Nuclear migration 5 40 1.31 0.0025
GO:0071705Nitrogen compound transport 24 1456 0.43 0.0034
GO:0070828Heterochromatin organization 6 80 1.09 0.0044
GO:0044260Cellular macromolecule metabolic process 36 2825 0.32 0.0048
GO:0045814Negative regulation of gene expression, epigenetic 6 83 1.07 0.005
GO:0051128Regulation of cellular component organization 33 2504 0.33 0.0057 12 2504 0.66 0.0319
GO:0051234Establishment of localization 44 3839 0.27 0.0057
GO:0071702Organic substance transport 27 1835 0.38 0.0057
GO:0032880Regulation of protein localization 18 939 0.49 0.0059
GO:0008380R- splicing 11 372 0.68 0.0061
GO:0010941Regulation of cell death 26 1740 0.39 0.0061
GO:0042981Regulation of apoptotic process 24 1531 0.41 0.0061
GO:1905462Regulation of D- duplex unwinding 3 7 1.84 0.0061
GO:0060341Regulation of cellular localization 19 1043 0.47 0.0062
GO:0034660ncR- metabolic process 14 605 0.57 0.0064
GO:1901362Organic cyclic compound biosynthetic process 18 957 0.48 0.0066
GO:0000002Mitochondrial genome mainte-nce 4 26 1.4 0.0071
GO:0044271Cellular nitrogen compound biosynthetic process 25 1662 0.39 0.0071
GO:0045184Establishment of protein localization 20 1173 0.44 0.0085
GO:0034470ncR- processing 12 469 0.62 0.0086
GO:0006913Nucleocytoplasmic transport 9 260 0.75 0.0087
GO:1901135Carbohydrate derivative metabolic process 18 1002 0.47 0.0104
GO:0006997Nucleus organization 7 151 0.88 0.0105
GO:0072594Establishment of protein localization to organelle 10 344 0.67 0.0128
GO:0018130Heterocycle biosynthetic process 16 836 0.49 0.0129
GO:0051641Cellular localization 33 2661 0.3 0.0129
GO:2001242Regulation of intrinsic apoptotic sig-ling pathway 7 157 0.86 0.0129
GO:0006810Transport 41 3660 0.26 0.0136
GO:0043650Dicarboxylic acid biosynthetic process 3 11 1.65 0.0137
GO:0006325Chromatin organization 13 584 0.56 0.014
GO:0006886Intracellular protein transport 14 669 0.53 0.014
GO:0031507Heterochromatin assembly 5 67 1.08 0.014
GO:0051179Localization 47 4471 0.23 0.015
GO:0006950Response to stress 37 3187 0.28 0.0153
GO:0045333Cellular respiration 7 166 0.84 0.0157
GO:1901698Response to nitrogen compound 19 1149 0.43 0.0157
GO:0014070Response to organic cyclic compound 17 964 0.46 0.0173
GO:0009205Purine ribonucleoside triphosphate metabolic process 8 232 0.75 0.0185
GO:0090435Protein localization to nuclear envelope 3 13 1.57 0.0185
GO:0008104Protein localization 26 1924 0.34 0.0196
GO:0043280Positive regulation of cysteine-type endopeptidase activity involved in apoptotic process 6 121 0.91 0.0201



GO:0006403R- localization 7 176 0.81 0.0203
GO:0051028mR- transport 6 122 0.9 0.0203
GO:1902850Microtubule cytoskeleton organization involved in mitosis 6 122 0.9 0.0203
GO:0043933Protein-containing complex organization 22 1505 0.38 0.0214
GO:0006397mR- processing 11 462 0.59 0.0226
GO:0072521Purine-containing compound metabolic process 11 465 0.58 0.0236
GO:0006919Activation of cysteine-type endopeptidase activity involved in apoptotic process 5 80 1.01 0.0239
GO:0010952Positive regulation of peptidase activity 7 188 0.78 0.027
GO:0018279Protein N-linked glycosylation via asparagine 3 16 1.48 0.027
GO:0022904Respiratory electron transport chain 5 84 0.99 0.0285
GO:0033365Protein localization to organelle 14 739 0.49 0.0285
GO:0051168Nuclear export 6 133 0.86 0.0285
GO:0060548Negative regulation of cell death 18 1125 0.41 0.0285
GO:0006260D- replication 7 192 0.77 0.0287
GO:0019438Aromatic compound biosynthetic process 15 838 0.46 0.0291
GO:0032042Mitochondrial D- metabolic process 3 17 1.46 0.0291
GO:0045945Positive regulation of transcription by R- polymerase III 3 17 1.46 0.0291
GO:0043330Response to exogenous dsR- 4 46 1.15 0.0295
GO:1902275Regulation of chromatin organization 4 48 1.13 0.0337
GO:0000398mR- splicing, via spliceosome 8 267 0.69 0.0344
GO:0006091Generation of precursor metabolites and energy 10 416 0.59 0.0344
GO:0055086Nucleobase-containing small molecule metabolic process 12 582 0.52 0.0344
GO:1901566Organonitrogen compound biosynthetic process 22 1579 0.35 0.0344
GO:1903829Positive regulation of protein localization 11 498 0.55 0.0344
GO:1990542Mitochondrial transmembrane transport 5 91 0.95 0.0344
GO:0043281Regulation of cysteine-type endopeptidase activity involved in apoptotic process 7 204 0.75 0.035
GO:0015031Protein transport 17 1062 0.41 0.0353
GO:0046034ATP metabolic process 7 205 0.74 0.0354
GO:0046952Ketone body catabolic process 2 3 2.03 0.0381
GO:1905463Negative regulation of D- duplex unwinding 2 3 2.03 0.0381
GO:0009059Macromolecule biosynthetic process 22 1615 0.34 0.041
GO:0035967Cellular response to topologically incorrect protein 5 97 0.92 0.041
GO:0044282Small molecule catabolic process 9 354 0.62 0.041
GO:0051053Negative regulation of D- metabolic process 6 150 0.81 0.041
GO:0034504Protein localization to nucleus 7 213 0.73 0.0415
GO:0010033Response to organic substance 32 2827 0.26 0.0461
GO:0065003Protein-containing complex assembly 19 1312 0.37 0.0472
GO:0006929Substrate-dependent cell migration - - - - 2 28 2.01 0.0319



PROCESS_D4_10mM_UP
#term ID term description.NIST observed gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0055086Nucleobase-containing small molecule metabolic process10 582 0.99 0.00073 - - - -
GO:0072521Purine-containing compound metabolic process8 465 0.99 0.0091 - - - -
GO:0009117Nucleotide metabolic process 8 516 0.95 0.013 - - - -
GO:0009150Purine ribonucleotide metabolic process 7 421 0.98 0.0191 - - - -
GO:1901135Carbohydrate derivative metabolic process10 1002 0.75 0.0191 - - - -
GO:0007010Cytoskeleton organization 11 1308 0.68 0.0199 - - - -
GO:0009987Cellular process 40 15994 0.15 0.0199 60 15994 0.14 0.0061
GO:0044281Small molecule metabolic process 12 1690 0.61 0.0254 - - - -
GO:0000910Cytokinesis 4 107 1.33 0.0418 - - - -
GO:0006084acetyl-CoA metabolic process 3 37 1.66 0.0423 - - - -
GO:0006139Nucleobase-containing compound metabolic process15 2791 0.49 0.0423 - - - -
GO:1901360Organic cyclic compound metabolic process16 3212 0.45 0.0471 - - - -
GO:0051246Regulation of protein metabolic process- - - - 25 2708 0.53 0.00021
GO:0030162Regulation of proteolysis - - - - 12 724 0.78 0.0037



PROCESS_D4_30mM_DOWN
#term ID term description.NIST observed gene count.NISTbackground gene count.NIST strength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene count.DP12strength.DP12false discovery rate.DP12
GO:0044237 Cellular metabolic process 239 7040 0.33 6.87E-38 79 7040 0.29 7.23E-09
GO:0008152 Metabolic process 263 8581 0.29 9.48E-37 88 8581 0.26 1.12E-08
GO:0034641 Cellular nitrogen compound metabolic process 166 3820 0.44 9.67E-34 58 3820 0.43 1.23E-09
GO:0071704 Organic substance metabolic process 247 8137 0.29 5.66E-32 86 8137 0.27 7.23E-09
GO:0009987 Cellular process 350 15994 0.14 5.62E-31 128 15994 0.15 2.94E-10
GO:0044238 Primary metabolic process 238 7736 0.29 6.00E-31 84 7736 0.28 5.27E-09
GO:1901360 Organic cyclic compound metabolic process 140 3212 0.44 3.40E-27 50 3212 0.44 1.03E-08
GO:0006139 Nucleobase-containing compound metabolic process 128 2791 0.47 2.77E-26 47 2791 0.47 6.05E-09
GO:0006725 Cellular aromatic compound metabolic process 133 2992 0.45 2.77E-26 50 2992 0.47 2.71E-09
GO:0046483 Heterocycle metabolic process 131 2937 0.45 5.26E-26 49 2937 0.47 3.30E-09
GO:0006807 Nitrogen compound metabolic process 217 7145 0.29 1.20E-25 81 7145 0.3 3.02E-09
GO:0010467 Gene expression 111 2399 0.47 2.32E-22 39 2399 0.46 1.12E-06
GO:0090304 Nucleic acid metabolic process 105 2240 0.47 2.57E-21 37 2240 0.46 2.09E-06
GO:0043170 Macromolecule metabolic process 190 6322 0.28 4.48E-20 72 6322 0.3 6.11E-08
GO:0071840 Cellular component organization or biogenesis 177 5887 0.28 5.58E-18 71 5887 0.33 7.53E-09
GO:0006396 R- processing 60 941 0.61 1.21E-16 20 941 0.57 0.00026
GO:0016070 R- metabolic process 78 1558 0.5 1.74E-16 28 1558 0.5 4.31E-05
GO:0006996 Organelle organization 123 3632 0.33 2.47E-14 46 3632 0.35 4.31E-05
GO:0044085 Cellular component biogenesis 104 2815 0.37 6.49E-14 39 2815 0.39 6.20E-05
GO:0022613 Ribonucleoprotein complex biogenesis 40 616 0.62 1.04E-10 18 616 0.71 1.54E-05
GO:0016043 Cellular component organization 152 5621 0.24 2.19E-10 63 5621 0.29 4.64E-06
GO:0034660 ncR- metabolic process 38 605 0.6 1.03E-09 - - - -
GO:0042254 Ribosome biogenesis 33 459 0.66 1.05E-09 11 459 0.62 0.0125
GO:0044281 Small molecule metabolic process 67 1690 0.4 2.70E-09 - - - -
GO:0044271 Cellular nitrogen compound biosynthetic process 66 1662 0.4 3.59E-09 25 1662 0.42 0.0024
GO:0044260 Cellular macromolecule metabolic process 92 2825 0.32 5.97E-09 38 2825 0.37 0.00018
GO:0008380 R- splicing 28 372 0.68 1.68E-08 13 372 0.79 0.00018
GO:0009058 Biosynthetic process 86 2636 0.32 2.95E-08 - - - -
GO:0051276 Chromosome organization 46 966 0.48 2.95E-08 17 966 0.49 0.0074
GO:0045333 Cellular respiration 19 166 0.86 3.86E-08 - - - -
GO:1901576 Organic substance biosynthetic process 84 2581 0.32 5.36E-08 32 2581 0.34 0.0041
GO:0016072 rR- metabolic process 25 320 0.7 7.93E-08 - - - -
GO:0034470 ncR- processing 30 469 0.61 1.11E-07 - - - -
GO:0009060 Aerobic respiration 17 139 0.89 1.33E-07 - - - -
GO:0043603 Cellular amide metabolic process 48 1102 0.44 1.55E-07 - - - -
GO:0019752 Carboxylic acid metabolic process 43 917 0.47 1.60E-07 - - - -
GO:0006397 mR- processing 29 462 0.6 2.90E-07 13 462 0.69 0.0012
GO:0016071 mR- metabolic process 34 625 0.54 3.27E-07 16 625 0.65 0.00036
GO:0006364 rR- processing 23 296 0.69 3.77E-07 - - - -
GO:0007005 Mitochondrion organization 28 439 0.61 3.77E-07 - - - -
GO:0046907 Intracellular transport 52 1297 0.41 3.77E-07 20 1297 0.43 0.0088
GO:0044249 Cellular biosynthetic process 79 2480 0.31 4.21E-07 32 2480 0.36 0.0024



GO:0048024 Regulation of mR- splicing, via spliceosome 15 116 0.92 5.53E-07 - - - -
GO:1901566 Organonitrogen compound biosynthetic process 58 1579 0.37 7.56E-07 - - - -
GO:0033043 Regulation of organelle organization 49 1214 0.41 8.42E-07 20 1214 0.46 0.0043
GO:1903311 Regulation of mR- metabolic process 23 313 0.67 8.52E-07 11 313 0.79 0.001
GO:0015980 Energy derivation by oxidation of organic compounds 20 235 0.73 9.03E-07 - - - -
GO:0007049 Cell cycle 46 1118 0.42 1.44E-06 17 1118 0.43 0.0282
GO:0006091 Generation of precursor metabolites and energy 26 416 0.6 1.80E-06 - - - -
GO:0033044 Regulation of chromosome organization 20 249 0.71 2.12E-06 9 249 0.8 0.0038
GO:0043648 Dicarboxylic acid metabolic process 13 93 0.95 2.44E-06 - - - -
GO:0010608 Post-transcriptio-l regulation of gene expression 32 623 0.51 2.76E-06 14 623 0.6 0.0037
GO:0050684 Regulation of mR- processing 16 156 0.81 2.76E-06 - - - -
GO:0022607 Cellular component assembly 77 2516 0.29 3.04E-06 30 2516 0.32 0.0123
GO:0006259 D- metabolic process 36 770 0.47 3.11E-06 - - - -
GO:1901564 Organonitrogen compound metabolic process 133 5394 0.2 3.11E-06 50 5394 0.21 0.0198
GO:0006417 Regulation of translation 29 531 0.54 3.57E-06 13 531 0.63 0.0033
GO:0043604 Amide biosynthetic process 37 830 0.45 5.95E-06 - - - -
GO:2000112 Regulation of cellular macromolecule biosynthetic process 31 613 0.51 5.95E-06 14 613 0.6 0.0033
GO:0006260 D- replication 17 192 0.75 6.33E-06 - - - -
GO:0043484 Regulation of R- splicing 16 174 0.77 9.80E-06 - - - -
GO:0033554 Cellular response to stress 54 1609 0.33 3.61E-05 - - - -
GO:0051726 Regulation of cell cycle 41 1071 0.39 5.07E-05 - - - -
GO:0051649 Establishment of localization in cell 55 1689 0.32 6.77E-05 - - - -
GO:0006950 Response to stress 86 3187 0.24 7.41E-05 33 3187 0.26 0.0432
GO:0045184 Establishment of protein localization 43 1173 0.37 7.51E-05 - - - -
GO:0006520 Cellular amino acid metabolic process 19 293 0.62 8.49E-05 - - - -
GO:0051128 Regulation of cellular component organization 72 2504 0.26 8.49E-05 32 2504 0.35 0.0028
GO:0000398 mR- splicing, via spliceosome 18 267 0.63 9.75E-05 8 267 0.72 0.0242
GO:0006886 Intracellular protein transport 30 669 0.46 9.75E-05 - - - -
GO:0071705 Nitrogen compound transport 49 1456 0.33 0.00011 - - - -
GO:0051641 Cellular localization 74 2661 0.25 0.00018 30 2661 0.3 0.0259
GO:1903312 Negative regulation of mR- metabolic process 11 99 0.85 0.00018 - - - -
GO:0006412 Translation 30 700 0.44 0.00022 - - - -
GO:0010564 Regulation of cell cycle process 30 706 0.43 0.00025 - - - -
GO:0043933 Protein-containing complex organization 49 1505 0.32 0.00026 - - - -
GO:0022904 Respiratory electron transport chain 10 84 0.88 0.00031 - - - -
GO:0033036 Macromolecule localization 67 2366 0.26 0.00033 - - - -
GO:0019222 Regulation of metabolic process 146 6627 0.15 0.00034 63 6627 0.22 0.0012
GO:0006974 Cellular response to D- damage stimulus 30 720 0.42 0.00035 - - - -
GO:0009059 Macromolecule biosynthetic process 51 1615 0.3 0.00035 21 1615 0.36 0.0372
GO:0006281 D- repair 23 470 0.49 0.00044 - - - -
GO:0006518 Peptide metabolic process 33 850 0.39 0.00044 - - - -
GO:0006261 D--templated D- replication 12 135 0.75 0.00045 - - - -
GO:0006099 Tricarboxylic acid cycle 7 35 1.1 0.00047 - - - -
GO:0015031 Protein transport 38 1062 0.36 0.00048 - - - -



GO:0031323 Regulation of cellular metabolic process 127 5592 0.16 0.00049 54 5592 0.23 0.004
GO:0009411 Response to UV 12 137 0.75 5.00E-04 - - - -
GO:0051664 Nuclear pore localization 4 4 1.8 5.00E-04 2 4 1.94 0.0455
GO:0009259 Ribonucleotide metabolic process 22 443 0.5 0.00053 - - - -
GO:0070727 Cellular macromolecule localization 57 1929 0.27 0.00054 - - - -
GO:0071103 D- conformation change 11 115 0.78 0.00056 - - - -
GO:0072594 Establishment of protein localization to organelle 19 344 0.55 0.00056 - - - -
GO:0006119 Oxidative phosphorylation 10 93 0.84 0.00058 - - - -
GO:0010638 Positive regulation of organelle organization 25 557 0.46 0.00062 11 557 0.54 0.0405
GO:0060255 Regulation of macromolecule metabolic process 135 6089 0.15 0.00065 61 6089 0.25 0.00039
GO:0045934 Negative regulation of nucleobase-containing compound metabolic process47 1480 0.31 0.00066 - - - -
GO:0045727 Positive regulation of translation 13 169 0.69 0.00068 - - - -
GO:0051171 Regulation of nitrogen compound metabolic process 126 5595 0.16 0.00075 57 5595 0.25 0.00067
GO:0044282 Small molecule catabolic process 19 354 0.53 0.00077 - - - -
GO:0065003 Protein-containing complex assembly 43 1312 0.32 0.00078 - - - -
GO:0006913 Nucleocytoplasmic transport 16 260 0.59 0.00082 - - - -
GO:1901605 Alpha-amino acid metabolic process 14 201 0.65 0.00082 - - - -
GO:0007097 Nuclear migration 7 40 1.05 0.00083 4 40 1.24 0.0169
GO:1902850 Microtubule cytoskeleton organization involved in mitosis 11 122 0.76 0.00083 - - - -
GO:0000278 Mitotic cell cycle 27 648 0.42 0.00084 - - - -
GO:0008104 Protein localization 56 1924 0.27 0.00087 - - - -
GO:0060236 Regulation of mitotic spindle organization 7 41 1.04 0.00093 - - - -
GO:0044248 Cellular catabolic process 48 1557 0.29 0.00098 - - - -
GO:0006997 Nucleus organization 12 151 0.7 0.001 6 151 0.84 0.0322
GO:0033365 Protein localization to organelle 29 739 0.4 0.0011 13 739 0.49 0.0372
GO:0042775 Mitochondrial ATP synthesis coupled electron transport 8 61 0.92 0.0011 - - - -
GO:0048519 Negative regulation of biological process 120 5319 0.16 0.0011 49 5319 0.21 0.0253
GO:0048523 Negative regulation of cellular process 110 4752 0.17 0.0011 47 4752 0.24 0.0085
GO:0055086 Nucleobase-containing small molecule metabolic process 25 582 0.44 0.0011 - - - -
GO:0044242 Cellular lipid catabolic process 13 182 0.66 0.0012 - - - -
GO:1901575 Organic substance catabolic process 51 1714 0.28 0.0012 - - - -
GO:0009117 Nucleotide metabolic process 23 516 0.45 0.0013 - - - -
GO:0022402 Cell cycle process 31 831 0.38 0.0013 - - - -
GO:1901362 Organic cyclic compound biosynthetic process 34 957 0.35 0.0013 17 957 0.49 0.007
GO:0018130 Heterocycle biosynthetic process 31 836 0.37 0.0014 16 836 0.53 0.0053
GO:0051301 Cell division 20 412 0.49 0.0014 - - - -
GO:1901135 Carbohydrate derivative metabolic process 35 1002 0.35 0.0014 - - - -
GO:0000463 Maturation of LSU-rR- from tricistronic rR- transcript (SSU-rR-, 5.8S rR-, LSU-rR-)6 30 1.1 0.0016 - - - -
GO:0031324 Negative regulation of cellular metabolic process 61 2234 0.24 0.0018 27 2234 0.33 0.0211
GO:0061024 Membrane organization 27 684 0.4 0.0018 - - - -
GO:0080090 Regulation of primary metabolic process 127 5780 0.15 0.0018 57 5780 0.24 0.0015
GO:0048518 Positive regulation of biological process 137 6368 0.14 0.0019 60 6368 0.22 0.0026
GO:0051656 Establishment of organelle localization 19 387 0.49 0.0019 10 387 0.66 0.0143
GO:0009056 Catabolic process 56 1999 0.25 0.002 - - - -



GO:0006998 Nuclear envelope organization 7 49 0.96 0.0021 - - - -
GO:0033119 Negative regulation of R- splicing 6 32 1.08 0.0021 - - - -
GO:0072521 Purine-containing compound metabolic process 21 465 0.46 0.0022 - - - -
GO:1990542 Mitochondrial transmembrane transport 9 91 0.8 0.0022 - - - -
GO:0006103 2-oxoglutarate metabolic process 5 19 1.22 0.0024 - - - -
GO:0006325 Chromatin organization 24 584 0.42 0.0025 - - - -
GO:1903047 Mitotic cell cycle process 23 544 0.43 0.0025 - - - -
GO:0051640 Organelle localization 23 547 0.43 0.0026 11 547 0.55 0.0366
GO:0034645 Cellular macromolecule biosynthetic process 36 1089 0.32 0.0027 - - - -
GO:0006839 Mitochondrial transport 10 120 0.72 0.0029 - - - -
GO:0009260 Ribonucleotide biosynthetic process 12 175 0.64 0.003 - - - -
GO:0009636 Response to toxic substance 13 204 0.61 0.003 - - - -
GO:0006403 R- localization 12 176 0.64 0.0031 - - - -
GO:0019438 Aromatic compound biosynthetic process 30 838 0.36 0.0031 16 838 0.53 0.0054
GO:0010629 Negative regulation of gene expression 31 890 0.35 0.0037 - - - -
GO:0034654 Nucleobase-containing compound biosynthetic process 28 765 0.37 0.0038 14 765 0.51 0.0201
GO:0000470 Maturation of LSU-rR- 8 77 0.82 0.004 - - - -
GO:0031497 Chromatin assembly 12 181 0.63 0.004 - - - -
GO:0006626 Protein targeting to mitochondrion 7 57 0.89 0.0045 - - - -
GO:0010468 Regulation of gene expression 106 4725 0.15 0.0045 49 4725 0.26 0.0024
GO:0046395 Carboxylic acid catabolic process 13 214 0.59 0.0045 - - - -
GO:0140694 Non-membrane-bounded organelle assembly 19 418 0.46 0.0045 - - - -
GO:0034644 Cellular response to UV 8 79 0.81 0.0046 - - - -
GO:0009150 Purine ribonucleotide metabolic process 19 421 0.46 0.0048 - - - -
GO:0048522 Positive regulation of cellular process 124 5758 0.14 0.0048 55 5758 0.22 0.0042
GO:0070828 Heterochromatin organization 8 80 0.8 0.0049 - - - -
GO:0071702 Organic substance transport 51 1835 0.25 0.005 - - - -
GO:0060341 Regulation of cellular localization 34 1043 0.32 0.0052 16 1043 0.43 0.0358
GO:0016042 Lipid catabolic process 15 285 0.53 0.0054 - - - -
GO:0009892 Negative regulation of metabolic process 72 2911 0.2 0.0056 31 2911 0.27 0.0426
GO:0051052 Regulation of D- metabolic process 22 543 0.41 0.0056 11 543 0.55 0.0354
GO:0051168 Nuclear export 10 133 0.68 0.0057 - - - -
GO:0032392 D- geometric change 9 107 0.73 0.0058 - - - -
GO:0051246 Regulation of protein metabolic process 68 2708 0.2 0.0058 34 2708 0.34 0.0023
GO:0006107 Oxaloacetate metabolic process 4 12 1.33 0.0062 - - - -
GO:0048025 Negative regulation of mR- splicing, via spliceosome 5 25 1.1 0.0062 - - - -
GO:0000002 Mitochondrial genome mainte-nce 5 26 1.09 0.0072 - - - -
GO:0034063 Stress granule assembly 5 26 1.09 0.0072 - - - -
GO:0009165 Nucleotide biosynthetic process 13 229 0.56 0.0075 - - - -
GO:0006739 DP metabolic process 6 44 0.94 0.008 - - - -
GO:0006790 Sulfur compound metabolic process 16 333 0.49 0.0081 - - - -
GO:2001234 Negative regulation of apoptotic sig-ling pathway 13 231 0.55 0.0081 - - - -
GO:0019538 Protein metabolic process 98 4367 0.15 0.0082 - - - -
GO:0006605 Protein targeting 13 234 0.55 0.0089 - - - -



GO:0043254 Regulation of protein-containing complex assembly 18 416 0.44 0.0106 - - - -
GO:0007059 Chromosome segregation 15 307 0.49 0.0107 - - - -
GO:0010033 Response to organic substance 69 2827 0.19 0.0107 35 2827 0.34 0.0022
GO:1902275 Regulation of chromatin organization 6 48 0.9 0.0117 4 48 1.17 0.027
GO:0042273 Ribosomal large subunit biogenesis 12 210 0.56 0.0121 - - - -
GO:0072522 Purine-containing compound biosynthetic process 11 179 0.59 0.0123 - - - -
GO:0051053 Negative regulation of D- metabolic process 10 150 0.63 0.0128 - - - -
GO:0051028 mR- transport 9 122 0.67 0.013 - - - -
GO:0042981 Regulation of apoptotic process 43 1531 0.25 0.0133 - - - -
GO:0032271 Regulation of protein polymerization 12 213 0.55 0.0134 - - - -
GO:2001252 Positive regulation of chromosome organization 9 123 0.67 0.0136 - - - -
GO:0050658 R- transport 10 152 0.62 0.0138 - - - -
GO:0051253 Negative regulation of R- metabolic process 39 1344 0.27 0.0138 - - - -
GO:0032273 Positive regulation of protein polymerization 8 97 0.72 0.014 - - - -
GO:0010822 Positive regulation of mitochondrion organization 7 73 0.79 0.0146 - - - -
GO:0065007 Biological regulation 232 12586 0.07 0.0146 - - - -
GO:0019637 Organophosphate metabolic process 30 934 0.31 0.0147 - - - -
GO:0032880 Regulation of protein localization 30 939 0.31 0.0158 - - - -
GO:0045945 Positive regulation of transcription by R- polymerase III 4 17 1.18 0.0162 - - - -
GO:1901978 Positive regulation of cell cycle checkpoint 4 17 1.18 0.0162 - - - -
GO:0019646 Aerobic electron transport chain 6 53 0.86 0.0173 - - - -
GO:0009141 Nucleoside triphosphate metabolic process 13 256 0.51 0.018 - - - -
GO:0010605 Negative regulation of macromolecule metabolic process 65 2682 0.19 0.0184 30 2682 0.29 0.028
GO:0032508 D- duplex unwinding 8 103 0.69 0.0192 - - - -
GO:0009152 Purine ribonucleotide biosynthetic process 10 161 0.6 0.0197 - - - -
GO:0009062 Fatty acid catabolic process 7 79 0.75 0.0214 - - - -
GO:0006399 tR- metabolic process 11 195 0.56 0.0217 - - - -
GO:0051234 Establishment of localization 86 3839 0.15 0.022 - - - -
GO:0006338 Chromatin remodeling 14 300 0.47 0.0233 - - - -
GO:0051172 Negative regulation of nitrogen compound metabolic process 58 2342 0.2 0.0233 27 2342 0.31 0.0352
GO:0000132 Establishment of mitotic spindle orientation 5 37 0.93 0.0253 - - - -
GO:0006734 DH metabolic process 5 37 0.93 0.0253 - - - -
GO:0009416 Response to light stimulus 14 304 0.47 0.0259 - - - -
GO:0042063 Gliogenesis 13 269 0.49 0.0265 - - - -
GO:0045814 Negative regulation of gene expression, epigenetic 7 83 0.73 0.027 - - - -
GO:0006635 Fatty acid beta-oxidation 6 59 0.81 0.0272 - - - -
GO:2001233 Regulation of apoptotic sig-ling pathway 16 381 0.43 0.0272 - - - -
GO:0009408 Response to heat 9 139 0.62 0.0274 - - - -
GO:0009144 Purine nucleoside triphosphate metabolic process 12 237 0.51 0.0286 - - - -
GO:0016139 Glycoside catabolic process 3 8 1.38 0.0291 - - - -
GO:0001889 Liver development 10 172 0.57 0.0296 - - - -
GO:0009893 Positive regulation of metabolic process 87 3939 0.15 0.0296 43 3939 0.28 0.0029
GO:0032543 Mitochondrial translation 6 61 0.8 0.0308 - - - -
GO:0007052 Mitotic spindle organization 7 86 0.71 0.031 - - - -



GO:0009199 Ribonucleoside triphosphate metabolic process 12 240 0.5 0.031 - - - -
GO:0019219 Regulation of nucleobase-containing compound metabolic process 85 3835 0.15 0.031 43 3835 0.29 0.0018
GO:0031326 Regulation of cellular biosynthetic process 88 4002 0.15 0.031 45 4002 0.3 0.0011
GO:0044283 Small molecule biosynthetic process 17 428 0.4 0.0317 - - - -
GO:0044087 Regulation of cellular component biogenesis 31 1038 0.28 0.0322 - - - -
GO:0031503 Protein-containing complex localization 10 176 0.56 0.0336 - - - -
GO:0050789 Regulation of biological process 218 11860 0.07 0.034 - - - -
GO:0051179 Localization 96 4471 0.14 0.0346 - - - -
GO:0046477 Glycosylceramide catabolic process 3 9 1.33 0.0361 - - - -
GO:0051247 Positive regulation of protein metabolic process 41 1529 0.23 0.0361 - - - -
GO:0090063 Positive regulation of microtubule nucleation 3 9 1.33 0.0361 - - - -
GO:0006270 D- replication initiation 4 23 1.04 0.0365 - - - -
GO:0006999 Nuclear pore organization 4 23 1.04 0.0365 - - - -
GO:0009628 Response to abiotic stimulus 34 1190 0.26 0.0365 - - - -
GO:0140374 Antiviral in-te immune response 4 23 1.04 0.0365 - - - -
GO:0009889 Regulation of biosynthetic process 89 4090 0.14 0.0371 46 4090 0.3 0.00086
GO:0015931 Nucleobase-containing compound transport 11 213 0.52 0.0374 - - - -
GO:0031100 Animal organ regeneration 7 90 0.69 0.0374 - - - -
GO:0034504 Protein localization to nucleus 11 213 0.52 0.0374 7 213 0.76 0.031
GO:0050794 Regulation of cellular process 208 11253 0.07 0.0385 - - - -
GO:1901698 Response to nitrogen compound 33 1149 0.26 0.0388 23 1149 0.55 0.00011
GO:0007006 Mitochondrial membrane organization 7 91 0.69 0.0391 - - - -
GO:0010941 Regulation of cell death 45 1740 0.22 0.0391 24 1740 0.38 0.0088
GO:0090150 Establishment of protein localization to membrane 11 215 0.51 0.0391 - - - -
GO:0140053 Mitochondrial gene expression 7 91 0.69 0.0391 - - - -
GO:1901606 Alpha-amino acid catabolic process 7 91 0.69 0.0391 - - - -
GO:0006268 D- unwinding involved in D- replication 4 24 1.03 0.0397 - - - -
GO:0009064 Glutamine family amino acid metabolic process 6 66 0.76 0.04 - - - -
GO:1904377 Positive regulation of protein localization to cell periphery 6 66 0.76 0.04 - - - -
GO:0006629 Lipid metabolic process 34 1202 0.26 0.0402 - - - -
GO:0016032 Viral process 9 151 0.58 0.0405 - - - -
GO:0043066 Negative regulation of apoptotic process 29 967 0.28 0.0405 - - - -
GO:0051129 Negative regulation of cellular component organization 24 740 0.31 0.0405 - - - -
GO:0043280 Positive regulation of cysteine-type endopeptidase activity involved in apoptotic process8 121 0.62 0.0411 - - - -
GO:0044419 Biological process involved in interspecies interaction between organisms 37 1351 0.24 0.0416 - - - -
GO:0009112 Nucleobase metabolic process 5 44 0.86 0.0418 - - - -
GO:0031507 Heterochromatin assembly 6 67 0.76 0.0418 - - - -
GO:0051096 Positive regulation of helicase activity 3 10 1.28 0.0418 - - - -
GO:0010639 Negative regulation of organelle organization 15 367 0.42 0.0432 - - - -
GO:0033260 Nuclear D- replication 4 25 1.01 0.0434 - - - -
GO:0032787 Monocarboxylic acid metabolic process 21 615 0.34 0.0439 - - - -
GO:0051130 Positive regulation of cellular component organization 34 1212 0.25 0.0442 - - - -
GO:0051170 Import into nucleus 8 124 0.61 0.0462 - - - -
GO:0007051 Spindle organization 9 155 0.57 0.0463 - - - -



GO:0030490 Maturation of SSU-rR- 6 69 0.74 0.0467 - - - -
GO:0097305 Response to alcohol 13 297 0.45 0.0499 - - - -
GO:0032386 Regulation of intracellular transport - - - - 12 334 0.8 0.00034
GO:0010556 Regulation of macromolecule biosynthetic process - - - - 45 3816 0.32 0.00036
GO:0010604 Positive regulation of macromolecule metabolic process - - - - 42 3592 0.31 0.001
GO:0048856 A-tomical structure development - - - - 53 5157 0.26 0.0013
GO:0007275 Multicellular organism development - - - - 47 4353 0.28 0.0016
GO:0032502 Developmental process - - - - 55 5590 0.24 0.0024
GO:0010243 Response to organonitrogen compound - - - - 19 1056 0.5 0.0028
GO:0014070 Response to organic cyclic compound - - - - 18 964 0.52 0.0029
GO:0070887 Cellular response to chemical stimulus - - - - 33 2646 0.34 0.003
GO:0046719 Regulation by virus of viral protein levels in host cell - - - - 3 6 1.94 0.0034
GO:0045070 Positive regulation of viral genome replication - - - - 4 24 1.47 0.004
GO:0009891 Positive regulation of biosynthetic process - - - - 28 2100 0.37 0.0042
GO:0042221 Response to chemical - - - - 46 4477 0.26 0.0047
GO:0031328 Positive regulation of cellular biosynthetic process - - - - 27 2046 0.36 0.0065
GO:0051173 Positive regulation of nitrogen compound metabolic process - - - - 36 3188 0.3 0.007
GO:0010557 Positive regulation of macromolecule biosynthetic process - - - - 26 1945 0.37 0.0072
GO:0048731 System development - - - - 41 3916 0.26 0.0088
GO:0030154 Cell differentiation - - - - 37 3418 0.28 0.0114
GO:0022618 Ribonucleoprotein complex assembly - - - - 9 314 0.7 0.0149
GO:0048468 Cell development - - - - 24 1825 0.36 0.0163
GO:0051252 Regulation of R- metabolic process - - - - 37 3508 0.27 0.0178
GO:0045069 Regulation of viral genome replication - - - - 5 83 1.02 0.0207
GO:0031453 Positive regulation of heterochromatin assembly - - - - 3 16 1.52 0.0224
GO:0031325 Positive regulation of cellular metabolic process - - - - 34 3172 0.27 0.0242
GO:0032388 Positive regulation of intracellular transport - - - - 7 202 0.78 0.0253
GO:0032535 Regulation of cellular component size - - - - 10 433 0.61 0.027
GO:0045646 Regulation of erythrocyte differentiation - - - - 4 48 1.17 0.027
GO:0001732 Formation of cytoplasmic translation initiation complex - - - - 3 20 1.42 0.0331
GO:0043331 Response to dsR- - - - - 4 52 1.13 0.0331
GO:0046500 S-adenosylmethionine metabolic process - - - - 3 20 1.42 0.0331
GO:0099563 Modification of sy-ptic structure - - - - 3 20 1.42 0.0331
GO:0032387 Negative regulation of intracellular transport - - - - 4 53 1.12 0.0342
GO:2000278 Regulation of D- biosynthetic process - - - - 6 156 0.83 0.0355
GO:0033157 Regulation of intracellular protein transport - - - - 7 225 0.74 0.0375
GO:0050792 Regulation of viral process - - - - 6 159 0.82 0.0375
GO:2000573 Positive regulation of D- biosynthetic process - - - - 5 104 0.93 0.0403
GO:0051017 Actin filament bundle assembly - - - - 4 58 1.08 0.0426
GO:0120035 Regulation of plasma membrane bounded cell projection organization- - - - 13 760 0.48 0.0451
GO:1901700 Response to oxygen-containing compound - - - - 21 1648 0.35 0.0451
GO:0046726 Positive regulation by virus of viral protein levels in host cell - - - - 2 4 1.94 0.0455
GO:0009894 Regulation of catabolic process - - - - 15 973 0.43 0.0464
GO:0061162 Establishment of monopolar cell polarity - - - - 3 25 1.32 0.0492



PROCESS_D4_30mM_UP
#term ID term description.NIST observed gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0009987Cellular process 148 15994 0.15 4.77E-14 60 15994 0.14 0.0061
GO:0006457Protein folding 13 243 0.92 7.93E-05 - - - -
GO:0006810Transport 52 3660 0.34 7.93E-05 - - - -
GO:0044281Small molecule metabolic process 33 1690 0.48 7.93E-05 - - - -
GO:0009056Catabolic process 35 1999 0.43 0.00011 - - - -
GO:0032879Regulation of localization 38 2276 0.41 0.00011 - - - -
GO:0051179Localization 58 4471 0.3 0.00011 - - - -
GO:0008152Metabolic process 87 8581 0.19 0.00038 - - - -
GO:0071704Organic substance metabolic process83 8137 0.2 0.00071 - - - -
GO:0051049Regulation of transport 32 1906 0.41 0.00076 - - - -
GO:1901575Organic substance catabolic process 30 1714 0.43 0.00076 - - - -
GO:0048518Positive regulation of biological process69 6368 0.22 0.0014 - - - -
GO:0051050Positive regulation of transport 22 1045 0.51 0.0014 - - - -
GO:0055086Nucleobase-containing small molecule metabolic process16 582 0.63 0.0015 - - - -
GO:0070887Cellular response to chemical stimulus38 2646 0.34 0.0017 - - - -
GO:0006790Sulfur compound metabolic process 12 333 0.74 0.002 - - - -
GO:0044237Cellular metabolic process 73 7040 0.2 0.0022 - - - -
GO:1901615Organic hydroxy compound metabolic process14 473 0.66 0.0022 - - - -
GO:1902652Secondary alcohol metabolic process 8 129 0.98 0.0022 - - - -
GO:0010033Response to organic substance 39 2827 0.33 0.0024 - - - -
GO:0016192Vesicle-mediated transport 23 1231 0.46 0.0033 - - - -
GO:0044283Small molecule biosynthetic process 13 428 0.67 0.0033 - - - -
GO:0033036Macromolecule localization 34 2366 0.35 0.0044 - - - -
GO:0048522Positive regulation of cellular process 62 5758 0.22 0.0048 - - - -
GO:0051246Regulation of protein metabolic process37 2708 0.32 0.0048 25 2708 0.53 0.00021
GO:0051128Regulation of cellular component organization35 2504 0.33 0.0051 - - - -
GO:1901564Organonitrogen compound metabolic process59 5394 0.23 0.0051 - - - -
GO:0006066Alcohol metabolic process 11 325 0.72 0.0053 - - - -



GO:0008203Cholesterol metabolic process 7 113 0.98 0.0055 - - - -
GO:0044238Primary metabolic process 76 7736 0.18 0.0055 - - - -
GO:0051130Positive regulation of cellular component organization22 1212 0.45 0.0055 - - - -
GO:0065007Biological regulation 108 12586 0.12 0.0055 - - - -
GO:1901360Organic cyclic compound metabolic process41 3212 0.29 0.0055 - - - -
GO:0051248Negative regulation of protein metabolic process20 1035 0.47 0.0057 - - - -
GO:0008104Protein localization 29 1924 0.37 0.0062 - - - -
GO:0030029Actin filament-based process 15 625 0.57 0.0062 - - - -
GO:0061077Chaperone-mediated protein folding 6 78 1.07 0.0062 - - - -
GO:0065008Regulation of biological quality 46 3854 0.26 0.0064 - - - -
GO:0016051Carbohydrate biosynthetic process 7 124 0.94 0.007 - - - -
GO:0065009Regulation of molecular function 38 2956 0.3 0.008 - - - -
GO:0044248Cellular catabolic process 25 1557 0.39 0.0081 - - - -
GO:1903829Positive regulation of protein localization13 498 0.6 0.0081 - - - -
GO:0046364Monosaccharide biosynthetic process 5 51 1.18 0.0084 - - - -
GO:0050789Regulation of biological process 102 11860 0.12 0.0104 - - - -
GO:0051641Cellular localization 35 2661 0.31 0.0104 - - - -
GO:0032880Regulation of protein localization 18 939 0.47 0.0123 - - - -
GO:0006417Regulation of translation 13 531 0.58 0.0138 - - - -
GO:0060341Regulation of cellular localization 19 1043 0.45 0.0141 - - - -
GO:1901362Organic cyclic compound biosynthetic process18 957 0.46 0.0147 - - - -
GO:0010941Regulation of cell death 26 1740 0.36 0.0149 - - - -
GO:0006575Cellular modified amino acid metabolic process8 201 0.79 0.0155 - - - -
GO:0009057Macromolecule catabolic process 18 967 0.46 0.0158 - - - -
GO:0032268Regulation of cellular protein metabolic process3 10 1.66 0.0158 - - - -
GO:0032502Developmental process 58 5590 0.2 0.0158 - - - -
GO:0071310Cellular response to organic substance29 2069 0.33 0.0158 - - - -
GO:0009225Nucleotide-sugar metabolic process 4 31 1.3 0.016 - - - -
GO:0034641Cellular nitrogen compound metabolic process44 3820 0.25 0.016 - - - -
GO:0051603Proteolysis involved in protein catabolic process14 635 0.53 0.0172 - - - -



GO:1904951Positive regulation of establishment of protein localization10 334 0.66 0.0172 - - - -
GO:0010638Positive regulation of organelle organization13 557 0.56 0.0175 - - - -
GO:0042221Response to chemical 49 4477 0.23 0.0182 - - - -
GO:0050764Regulation of phagocytosis 6 108 0.93 0.0191 - - - -
GO:0030036Actin cytoskeleton organization 13 566 0.55 0.0195 - - - -
GO:1901135Carbohydrate derivative metabolic process18 1002 0.44 0.0202 - - - -
GO:0070201Regulation of establishment of protein localization13 570 0.55 0.0203 - - - -
GO:0048856A-tomical structure development 54 5157 0.21 0.0205 - - - -
GO:0030163Protein catabolic process 15 741 0.49 0.0212 - - - -
GO:0032456Endocytic recycling 5 69 1.05 0.0212 - - - -
GO:0010035Response to inorganic substance 13 577 0.54 0.0215 - - - -
GO:0019725Cellular homeostasis 14 666 0.51 0.0236 - - - -
GO:0033043Regulation of organelle organization 20 1214 0.4 0.0236 - - - -
GO:0006749Glutathione metabolic process 5 72 1.03 0.024 - - - -
GO:0006886Intracellular protein transport 14 669 0.51 0.024 - - - -
GO:0008037Cell recognition 6 117 0.9 0.0245 - - - -
GO:0050794Regulation of cellular process 96 11253 0.12 0.0254 - - - -
GO:0043277Apoptotic cell clearance 4 39 1.2 0.0267 - - - -
GO:0006807Nitrogen compound metabolic process68 7145 0.17 0.0273 - - - -
GO:0006873Cellular ion homeostasis 11 447 0.58 0.0305 - - - -
GO:0005975Carbohydrate metabolic process 12 527 0.54 0.0311 - - - -
GO:0015031Protein transport 18 1062 0.42 0.0321 - - - -
GO:0048513Animal organ development 39 3378 0.25 0.0321 - - - -
GO:1901565Organonitrogen compound catabolic process18 1061 0.42 0.0321 - - - -
GO:0051726Regulation of cell cycle 18 1071 0.41 0.0344 - - - -
GO:0010038Response to metal ion 10 384 0.6 0.0355 - - - -
GO:0006739NADP metabolic process 4 44 1.15 0.0358 - - - -
GO:0048519Negative regulation of biological process54 5319 0.19 0.0358 - - - -
GO:1901576Organic substance biosynthetic process32 2581 0.28 0.036 - - - -
GO:0006910Phagocytosis, recognition 3 17 1.43 0.037 - - - -



GO:0009226Nucleotide-sugar biosynthetic process 3 17 1.43 0.037 - - - -
GO:0072521Purine-containing compound metabolic process11 465 0.56 0.037 - - - -
GO:0006508Proteolysis 19 1197 0.39 0.0422 - - - -
GO:1901214Regulation of neuron death 10 397 0.59 0.0422 - - - -
GO:0043603Cellular amide metabolic process 18 1102 0.4 0.0429 - - - -
GO:0080090Regulation of primary metabolic process57 5780 0.18 0.043 - - - -
GO:0007010Cytoskeleton organization 20 1308 0.37 0.0451 - - - -
GO:0071702Organic substance transport 25 1835 0.32 0.0451 - - - -
GO:0022607Cellular component assembly 31 2516 0.28 0.0461 - - - -
GO:0055082Cellular chemical homeostasis 12 566 0.51 0.0467 - - - -
GO:0010811Positive regulation of cell-substrate adhesion6 143 0.81 0.0484 - - - -
GO:0016482Cytosolic transport 6 142 0.81 0.0484 - - - -
GO:0061357Positive regulation of Wnt protein secretion2 3 2.01 0.0484 - - - -
GO:0072383Plus-end-directed vesicle transport along microtubule2 3 2.01 0.0484 - - - -
GO:0030162Regulation of proteolysis - - - - 12 724 0.78 0.0037



FUNCTION_D4_10mM_DOWN
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:1901363Heterocyclic compound binding94 6088 0.4 5.93E-19 - - - -
GO:0097159Organic cyclic compound binding94 6155 0.39 6.77E-19 - - - -
GO:0005488Binding 136 13754 0.21 3.89E-18 - - - -
GO:0003723R- binding 45 1541 0.68 7.02E-16 - - - -
GO:0003676Nucleic acid binding64 3725 0.45 6.94E-13 - - - -
GO:0036094Small molecule binding53 2793 0.49 1.18E-11 - - - -
GO:0000166Nucleotide binding 49 2478 0.51 3.08E-11 - - - -
GO:0043168Anion binding 51 2671 0.49 3.08E-11 - - - -
GO:0097367Carbohydrate derivative binding47 2440 0.5 2.27E-10 - - - -
GO:0140657ATP-dependent activity24 652 0.78 1.09E-09 - - - -
GO:0032555Purine ribonucleotide binding42 2130 0.51 2.32E-09 - - - -
GO:0016887ATP hydrolysis activity17 343 0.91 1.88E-08 - - - -
GO:0032559Adenyl ribonucleotide binding36 1731 0.53 1.92E-08 - - - -
GO:0003824Catalytic activity 73 6043 0.29 4.30E-08 - - - -
GO:0035639Purine ribonucleoside triphosphate binding38 2054 0.48 1.16E-07 - - - -
GO:0016462Pyrophosphatase activity22 721 0.7 1.60E-07 - - - -
GO:0017111Nucleoside-triphosphatase activity21 670 0.71 2.19E-07 - - - -
GO:0003724R- helicase activity 9 79 1.27 4.89E-07 - - - -
GO:0005524ATP binding 32 1663 0.49 1.05E-06 - - - -
GO:0016787Hydrolase activity 40 2470 0.42 1.14E-06 - - - -
GO:0004386Helicase activity 11 174 1.01 2.35E-06 - - - -
GO:0043167Ion binding 65 5669 0.27 5.17E-06 - - - -
GO:0005515Protein binding 78 7697 0.22 1.78E-05 - - - -
GO:0140640Catalytic activity, acting on a nucleic acid17 618 0.65 4.00E-05 - - - -
GO:0019899Enzyme binding 36 2431 0.38 5.79E-05 - - - -
GO:0046983Protein dimerization activity21 1036 0.52 2.00E-04 - - - -



GO:0003725Double-stranded R- binding7 95 1.08 0.00031 4 95 1.6 0.0108
GO:0003682Chromatin binding 16 686 0.58 0.00063 - - - -
GO:0005198Structural molecule activity20 1060 0.49 0.00091 - - - -
GO:0140662ATP-dependent protein folding chaperone5 49 1.22 0.0018 - - - -
GO:0042802Identical protein binding30 2174 0.35 0.002 - - - -
GO:0044877Protein-containing complex binding25 1625 0.4 0.002 - - - -
GO:0140098Catalytic activity, acting on R-11 377 0.68 0.0023 - - - -
GO:0005200Structural constituent of cytoskeleton6 100 0.99 0.0039 - - - -
GO:0140297D--binding transcription factor binding12 517 0.58 0.0082 - - - -
GO:0016922Nuclear receptor binding7 171 0.82 0.0089 - - - -
GO:0003729mR- binding 10 385 0.63 0.0124 - - - -
GO:0030527Structural constituent of chromatin5 79 1.01 0.0124 - - - -
GO:0046982Protein heterodimerization activity9 314 0.67 0.0125 - - - -
GO:0008134Transcription factor binding13 638 0.52 0.0133 - - - -
GO:0030515snoR- binding 4 44 1.17 0.0143 - - - -
GO:0008177Succi-te dehydroge-se (ubiquinone) activity2 2 2.21 0.0146 - - - -
GO:0050660Flavin adenine dinucleotide binding5 95 0.93 0.0237 - - - -
GO:0042803Protein homodimerization activity13 712 0.47 0.0323 - - - -
GO:0005080Protein ki-se C binding4 59 1.04 0.0363 - - - -
GO:0061629R- polymerase II-specific D--binding transcription factor binding9 381 0.58 0.0405 - - - -
GO:0097100Supercoiled D- binding2 5 1.81 0.0443 - - - -



FUNCTION_D4_10mM_UP
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0000166Nucleotide binding 15 2478 0.54 0.0111 - - - -
GO:0005488Binding 38 13754 0.2 0.0111 60 13754 0.2 1.86E-06
GO:0005515Protein binding 28 7697 0.32 0.0111 45 7697 0.33 1.95E-06
GO:0016418S-acetyltransferase activity2 2 2.75 0.0111 - - - -
GO:0016462Pyrophosphatase activity8 721 0.8 0.0111 - - - -
GO:0017076Purine nucleotide binding14 2148 0.57 0.0111 - - - -
GO:0036094Small molecule binding16 2793 0.51 0.0111 - - - -
GO:0097367Carbohydrate derivative binding15 2440 0.54 0.0111 - - - -
GO:0140657ATP-dependent activity8 652 0.84 0.0111 - - - -
GO:0016787Hydrolase activity 14 2470 0.51 0.0125 - - - -
GO:0032555Purine ribonucleotide binding13 2130 0.54 0.0125 - - - -
GO:0043167Ion binding 22 5669 0.34 0.0125 - - - -
GO:0051015Actin filament binding5 245 1.06 0.0144 - - - -
GO:0043168Anion binding 14 2671 0.47 0.0222 - - - -
GO:0005178Integrin binding 4 145 1.2 0.0234 - - - -
GO:0017111Nucleoside-triphosphatase activity7 670 0.77 0.0261 - - - -
GO:0030554Adenyl nucleotide binding11 1743 0.55 0.0261 - - - -
GO:0035639Purine ribonucleoside triphosphate binding12 2054 0.52 0.0261 - - - -
GO:0008092Cytoskeletal protein binding9 1184 0.64 0.0267 - - - -
GO:0019900Ki-se binding 8 929 0.69 0.0267 - - - -
GO:0019899Enzyme binding- - - - 19 2431 0.46 0.019
GO:0019904Protein domain specific binding- - - - 11 883 0.66 0.0216



FUNCTION_D4_30mM_DOWN
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0097159Organic cyclic compound binding231 6155 0.38 8.41E-44 82 6155 0.37 4.91E-14
GO:1901363Heterocyclic compound binding229 6088 0.38 1.22E-43 82 6088 0.37 4.91E-14
GO:0005488Binding 335 13754 0.19 4.08E-38 120 13754 0.19 4.82E-12
GO:0000166Nucleotide binding120 2478 0.49 1.64E-26 36 2478 0.41 4.16E-05
GO:0003676Nucleic acid binding150 3725 0.41 1.64E-26 61 3725 0.46 7.23E-13
GO:0003723R- binding 93 1541 0.58 3.35E-26 41 1541 0.67 5.63E-14
GO:0036094Small molecule binding127 2793 0.46 3.35E-26 42 2793 0.42 1.29E-06
GO:0043168Anion binding 112 2671 0.43 1.05E-19 37 2671 0.39 6.51E-05
GO:0003824Catalytic activity 181 6043 0.28 7.63E-19 56 6043 0.21 0.0047
GO:0032553Ribonucleotide binding91 2149 0.43 1.36E-15 - - - -
GO:0032555Purine ribonucleotide binding90 2130 0.43 2.29E-15 31 2130 0.41 0.00023
GO:0097367Carbohydrate derivative binding97 2440 0.4 3.59E-15 36 2440 0.41 3.19E-05
GO:0035639Purine ribonucleoside triphosphate binding86 2054 0.43 2.06E-14 31 2054 0.42 0.00012
GO:0032559Adenyl ribonucleotide binding76 1731 0.45 1.62E-13 - - - -
GO:0005524ATP binding 72 1663 0.44 1.94E-12 24 1663 0.4 0.0033
GO:0043167Ion binding 157 5669 0.25 2.27E-12 52 5669 0.21 0.0121
GO:0140657ATP-dependent activity42 652 0.61 8.26E-12 13 652 0.54 0.0111
GO:0044877Protein-containing complex binding68 1625 0.43 4.94E-11 24 1625 0.41 0.0029
GO:0016787Hydrolase activity 87 2470 0.35 1.38E-10 - - - -
GO:0005515Protein binding 185 7697 0.18 1.09E-09 73 7697 0.22 6.51E-05
GO:0003724R- helicase activity 15 79 1.08 2.21E-09 - - - -
GO:0140640Catalytic activity, acting on a nucleic acid36 618 0.57 6.71E-09 13 618 0.57 0.007
GO:0004386Helicase activity 19 174 0.84 2.32E-08 7 174 0.85 0.0084
GO:0016874Ligase activity 18 179 0.81 2.27E-07 - - - -
GO:0140098Catalytic activity, acting on R-25 377 0.63 5.32E-07 - - - -
GO:0003729mR- binding 25 385 0.62 7.63E-07 15 385 0.84 4.24E-06



GO:0016491Oxidoreductase activity39 858 0.46 7.63E-07 - - - -
GO:0042802Identical protein binding70 2174 0.31 1.05E-06 30 2174 0.38 0.00093
GO:0017111Nucleoside-triphosphatase activity32 670 0.48 5.88E-06 15 670 0.59 0.0015
GO:0043021Ribonucleoprotein complex binding17 203 0.73 6.38E-06 7 203 0.78 0.0193
GO:0016887ATP hydrolysis activity22 343 0.61 6.55E-06 10 343 0.71 0.0042
GO:0016462Pyrophosphatase activity33 721 0.46 8.59E-06 - - - -
GO:0003682Chromatin binding 30 686 0.44 7.71E-05 15 686 0.58 0.0019
GO:0019899Enzyme binding 69 2431 0.26 0.00011 28 2431 0.31 0.022
GO:0051287#NAME? 12 138 0.74 0.00032 - - - -
GO:0090079Translation regulator activity, nucleic acid binding11 122 0.76 0.00057 - - - -
GO:0005198Structural molecule activity37 1060 0.35 0.00062 16 1060 0.42 0.032
GO:0045182Translation regulator activity12 158 0.68 0.0011 - - - -
GO:0003725Double-stranded R- binding9 95 0.78 0.0025 5 95 0.97 0.023
GO:0050660Flavin adenine dinucleotide binding9 95 0.78 0.0025 - - - -
GO:0005200Structural constituent of cytoskeleton9 100 0.76 0.0035 6 100 1.02 0.004
GO:0000049tR- binding 8 77 0.82 0.0036 - - - -
GO:0046983Protein dimerization activity34 1036 0.32 0.0042 - - - -
GO:0016667Oxidoreductase activity, acting on a sulfur group of donors7 59 0.88 0.0047 - - - -
GO:0008135Translation factor activity, R- binding9 107 0.73 0.0053 - - - -
GO:0016651Oxidoreductase activity, acting on -D(P)H8 83 0.79 0.0053 - - - -
GO:0140097Catalytic activity, acting on D-14 259 0.54 0.0062 - - - -
GO:0003677D- binding 57 2178 0.22 0.0073 - - - -
GO:0046982Protein heterodimerization activity15 314 0.48 0.0124 - - - -
GO:0016614Oxidoreductase activity, acting on CH-OH group of donors10 152 0.62 0.0132 - - - -
GO:0001069Regulatory region R- binding3 6 1.5 0.0166 - - - -
GO:0016668Oxidoreductase activity, acting on a sulfur group of donors, -D(P) as acceptor4 18 1.15 0.0188 - - - -
GO:0008094ATP-dependent activity, acting on D-9 132 0.64 0.02 - - - -
GO:0035198miR- binding 5 35 0.96 0.02 - - - -



GO:0003697Single-stranded D- binding9 133 0.63 0.0204 - - - -
GO:0030527Structural constituent of chromatin7 79 0.75 0.0204 - - - -
GO:00038573-hydroxyacyl-CoA dehydroge-se activity3 7 1.44 0.0212 - - - -
GO:0048027mR- 5-UTR binding 5 36 0.95 0.0212 - - - -
GO:0003746Translation elongation factor activity5 37 0.93 0.0232 - - - -
GO:0019904Protein domain specific binding28 883 0.31 0.0238 - - - -
GO:0061629R- polymerase II-specific D--binding transcription factor binding16 381 0.43 0.0249 - - - -
GO:0003730mR- 3-UTR binding 8 111 0.66 0.026 - - - -
GO:0003988acetyl-CoA C-acyltransferase activity3 8 1.38 0.026 - - - -
GO:0004448Isocitrate dehydroge-se [-D(P)+] activity3 8 1.38 0.026 - - - -
GO:0016885Ligase activity, forming carbon-carbon bonds3 8 1.38 0.026 - - - -
GO:0016922Nuclear receptor binding10 171 0.57 0.026 - - - -
GO:0031491Nucleosome binding 6 60 0.8 0.026 - - - -
GO:0016616Oxidoreductase activity, acting on the CH-OH group of donors, -D or -DP as acceptor9 144 0.6 0.0289 - - - -
GO:0008134Transcription factor binding22 638 0.34 0.0296 - - - -
GO:0042162Telomeric D- binding 5 43 0.87 0.037 - - - -
GO:0030515snoR- binding 5 44 0.86 0.0402 - - - -
GO:0004553Hydrolase activity, hydrolyzing O-glycosyl compounds7 94 0.68 0.0418 - - - -
GO:0015036Disulfide oxidoreductase activity5 45 0.85 0.043 - - - -
GO:0017076Purine nucleotide binding- - - - 32 2148 0.42 1.00E-04
GO:0030554Adenyl nucleotide binding- - - - 25 1743 0.4 0.0029
GO:0043531ADP binding- - - - 4 47 1.17 0.0193
GO:0005525GTP binding- - - - 10 437 0.6 0.0218
GO:0003743Translation initiation factor activity- - - - 4 60 1.07 0.0377



FUNCTION_D4_30mM_UP
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0005515Protein binding 101 7697 0.31 2.07E-13 45 7697 0.33 1.95E-06
GO:0005488Binding 134 13754 0.18 1.40E-11 60 13754 0.2 1.86E-06
GO:0140657ATP-dependent activity19 652 0.65 7.90E-05 - - - -
GO:0019899Enzyme binding 38 2431 0.38 0.00022 19 2431 0.46 0.019
GO:0042802Identical protein binding35 2174 0.39 3.00E-04 - - - -
GO:0003824Catalytic activity 67 6043 0.23 0.00055 - - - -
GO:0140662ATP-dependent protein folding chaperone6 49 1.28 0.00069 - - - -
GO:0000166Nucleotide binding 36 2478 0.35 0.001 - - - -
GO:0005102Sig-ling receptor binding26 1451 0.44 0.001 - - - -
GO:0019829ATPase-coupled cation transmembrane transporter activity6 54 1.23 0.001 - - - -
GO:0051082Unfolded protein binding8 126 0.99 0.001 - - - -
GO:0043167Ion binding 62 5669 0.23 0.0014 - - - -
GO:0044877Protein-containing complex binding27 1625 0.41 0.0015 - - - -
GO:0097367Carbohydrate derivative binding35 2440 0.34 0.0015 - - - -
GO:0008092Cytoskeletal protein binding22 1184 0.46 0.0021 - - - -
GO:0036094Small molecule binding37 2793 0.31 0.0036 - - - -
GO:0019904Protein domain specific binding18 883 0.5 0.004 11 883 0.66 0.0216
GO:0046961Proton-transporting ATPase activity, rotatio-l mechanism4 25 1.39 0.0057 - - - -
GO:0051015Actin filament binding9 245 0.75 0.006 - - - -
GO:0016787Hydrolase activity 33 2470 0.31 0.0067 - - - -
GO:0016853Isomerase activity 8 198 0.79 0.0076 - - - -
GO:0030554Adenyl nucleotide binding26 1743 0.36 0.0079 - - - -
GO:0045182Translation regulator activity7 158 0.83 0.0116 - - - -
GO:0016868Intramolecular transferase activity, phosphotransferases3 12 1.59 0.0124 - - - -
GO:0017076Purine nucleotide binding29 2148 0.32 0.0141 - - - -
GO:0032553Ribonucleotide binding29 2149 0.32 0.0141 - - - -



GO:0032559Adenyl ribonucleotide binding25 1731 0.35 0.0149 - - - -
GO:0005524ATP binding 24 1663 0.35 0.0202 - - - -
GO:0043168Anion binding 33 2671 0.28 0.0209 - - - -
GO:0044548S100 protein binding 3 16 1.46 0.0216 - - - -
GO:0008289Lipid binding 15 794 0.46 0.0218 - - - -
GO:0032555Purine ribonucleotide binding28 2130 0.31 0.0236 - - - -
GO:0035639Purine ribonucleoside triphosphate binding27 2054 0.31 0.0301 - - - -
GO:0019900Ki-se binding 16 929 0.42 0.0342 - - - -
GO:0005178Integrin binding 6 145 0.8 0.0363 - - - -
GO:0016887ATP hydrolysis activity9 343 0.61 0.038 - - - -
GO:0031625Ubiquitin protein ligase binding9 355 0.59 0.0472 - - - -



KEGG_D4_10mM_DOWN
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
cge01100 Metabolic pathways25 1132 0.55 1.09E-05 - - - -
cge01200 Carbon metabolism 9 104 1.15 1.09E-05 - - - -
cge05014 Amyotrophic lateral sclerosis12 278 0.85 2.66E-05 - - - -
cge00020 Citrate cycle (TCA cycle)5 27 1.48 0.00012 - - - -
cge04141 Protein processing in endoplasmic reticulum8 128 1.01 0.00013 - - - -
cge05012 Parkinson disease 9 183 0.9 0.00016 - - - -
cge05020 Prion disease 9 198 0.87 0.00026 - - - -
cge00280 Valine, leucine and isoleucine degradation5 42 1.29 0.00041 - - - -
cge00620 Pyruvate metabolism4 27 1.38 0.0014 - - - -
cge05016 Huntington disease 8 230 0.75 0.0037 - - - -
cge04217 Necroptosis 6 125 0.89 0.0046 - - - -
cge04714 Thermogenesis 7 179 0.8 0.0046 - - - -
cge00510 N-Glycan biosynthesis4 45 1.16 0.0059 - - - -
cge00650 Butanoate metabolism3 19 1.41 0.0075 - - - -
cge04210 Apoptosis 5 92 0.95 0.0075 3 92 1.49 0.0436
cge05010 Alzheimer disease 8 273 0.68 0.0075 - - - -
cge03008 Ribosome biogenesis in eukaryotes4 58 1.05 0.0111 - - - -
cge00190 Oxidative phosphorylation5 112 0.86 0.0143 - - - -
cge00630 Glyoxylate and dicarboxylate metabolism3 27 1.26 0.0143 - - - -
cge00640 Propanoate metabolism3 28 1.24 0.0143 - - - -
cge03040 Spliceosome 5 114 0.85 0.0143 - - - -
cge01230 Biosynthesis of amino acids4 67 0.99 0.0144 - - - -
cge05322 Systemic lupus erythematosus4 69 0.97 0.0152 - - - -
cge00380 Tryptophan metabolism3 31 1.2 0.0162 - - - -
cge00071 Fatty acid degradation3 36 1.13 0.0229 - - - -
cge00072 Synthesis and degradation of ketone bodies2 9 1.56 0.0229 - - - -



cge00330 Arginine and proline metabolism3 36 1.13 0.0229 - - - -
cge00513 Various types of N-glycan biosynthesis3 36 1.13 0.0229 - - - -
cge03013 R- transport 5 135 0.78 0.0229 - - - -
cge00310 Lysine degradation 3 41 1.07 0.0274 - - - -
cge01212 Fatty acid metabolism3 46 1.02 0.0361 - - - -
cge05017 Spinocerebellar ataxia4 105 0.79 0.0473 - - - -
cge03060 Protein export 2 15 1.34 0.0476 - - - -
cge05034 Alcoholism 4 107 0.78 0.0476 - - - -
cge05132 Salmonella infection 5 172 0.67 0.0476 - - - -
cge00010 Glycolysis / Gluconeogenesis3 55 0.95 0.0492 - - - -
cge00670 One carbon pool by folate2 16 1.31 0.0492 - - - -
cge04530 Tight junction- - - - 3 105 1.44 0.0436



KEGG_D4_10mM_UP
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTterm description.DP12observed gene count.DP12background gene count.DP12strength.DP12false discovery rate.DP12
cge00010 Glycolysis / Gluconeogenesis3 55 1.49 0.0442 - - - - -
cge01100 Metabolic pathways 9 1132 0.66 0.0442 - - - - -
cge04721 Sy-ptic vesicle cycle 3 60 1.45 0.0442 - - - - -
cge05132 Salmonella infection 4 172 1.12 0.0442 - - - - -
cge04966 Collecting duct acid secretion2 20 1.75 0.0452 - - - - -
cge01200 Carbon metabolism 3 104 1.21 0.0487 - - - - -
cge04145 Phagosome 3 106 1.21 0.0487 - - - - -
cge00620 Pyruvate metabolism2 27 1.62 0.0492 - - - - -
cge00030 Pentose phosphate pathway- - - - 3 28 1.59 0.027



KEGG_D4_30mM_DOWN
#term ID term description.NIST observed gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
cge01100 Metabolic pathways 65 1132 0.56 2.06E-16 18 1132 0.45 0.0027
cge05014 Amyotrophic lateral sclerosis 28 278 0.81 9.02E-12 9 278 0.75 0.0022
cge05012 Parkinson disease 21 183 0.86 9.77E-10 7 183 0.83 0.0027
cge01200 Carbon metabolism 16 104 0.99 4.65E-09 6 104 1.01 0.0022
cge00020 Citrate cycle (TCA cycle) 9 27 1.33 1.99E-07 3 27 1.29 0.0107
cge00280 Valine, leucine and isoleucine degradation10 42 1.18 3.41E-07 - - - -
cge05016 Huntington disease 19 230 0.72 6.43E-07 6 230 0.66 0.0283
cge05010 Alzheimer disease 20 273 0.67 1.52E-06 8 273 0.71 0.0043
cge05020 Prion disease 17 198 0.74 1.74E-06 8 198 0.85 0.0022
cge04210 Apoptosis 12 92 0.92 2.51E-06 6 92 1.06 0.0022
cge04714 Thermogenesis 15 179 0.73 1.17E-05 - - - -
cge03040 Spliceosome 12 114 0.83 1.74E-05 6 114 0.97 0.0022
cge03030 DNA replication 7 27 1.22 1.92E-05 - - - -
cge00380 Tryptophan metabolism 7 31 1.16 3.96E-05 - - - -
cge01230 Biosynthesis of amino acids 9 67 0.93 5.82E-05 - - - -
cge00190 Oxidative phosphorylation 11 112 0.8 6.71E-05 - - - -
cge03013 RNA transport 12 135 0.75 6.71E-05 7 135 0.96 0.0022
cge00620 Pyruvate metabolism 6 27 1.15 0.00019 - - - -
cge04932 Non-alcoholic fatty liver disease 10 118 0.73 0.00055 - - - -
cge00071 Fatty acid degradation 6 36 1.03 0.00072 - - - -
cge00630 Glyoxylate and dicarboxylate metabolism5 27 1.07 0.0019 - - - -
cge00640 Propanoate metabolism 5 28 1.06 0.0022 - - - -
cge04260 Cardiac muscle contraction 6 46 0.92 0.0022 - - - -
cge01210 2-Oxocarboxylic acid metabolism 4 16 1.2 0.0031 - - - -
cge04217 Necroptosis 9 125 0.66 0.0033 - - - -
cge04141 Protein processing in endoplasmic reticulum9 128 0.65 0.0037 5 128 0.84 0.0141
cge03430 Mismatch repair 4 18 1.15 0.004 - - - -



cge05164 Influenza A 9 130 0.64 0.004 - - - -
cge00330 Arginine and proline metabolism 5 36 0.95 0.0047 - - - -
cge03008 Ribosome biogenesis in eukaryotes6 58 0.82 0.0051 3 58 0.96 0.0464
cge05203 Viral carcinogenesis 9 143 0.6 0.0066 10 143 1.09 5.83E-06
cge00310 Lysine degradation 5 41 0.89 0.0073 - - - -
cge00052 Galactose metabolism 4 26 0.99 0.0113 - - - -
cge04142 Lysosome 7 101 0.64 0.0143 - - - -
cge05169 Epstein-Barr virus infection 9 163 0.55 0.0143 7 163 0.88 0.0022
cge00010 Glycolysis / Gluconeogenesis 5 55 0.76 0.0216 3 55 0.98 0.0453
cge00053 Ascorbate and aldarate metabolism3 15 1.1 0.0226 - - - -
cge00603 Glycosphingolipid biosynthesis - globo and isoglobo series3 15 1.1 0.0226 - - - -
cge03060 Protein export 3 15 1.1 0.0226 - - - -
cge00670 One carbon pool by folate 3 16 1.08 0.0245 2 16 1.34 0.0461
cge04979 Cholesterol metabolism 4 35 0.86 0.0245 - - - -
cge00970 Aminoacyl-tR- biosynthesis 4 36 0.85 0.0256 - - - -
cge03010 Ribosome 9 184 0.49 0.0256 - - - -
cge04146 Peroxisome 5 60 0.72 0.0256 - - - -
cge00040 Pentose and glucuro-te interconversions3 19 1 0.0335 - - - -
cge00270 Cysteine and methionine metabolism4 40 0.8 0.0335 3 40 1.12 0.0237
cge00650 Butanoate metabolism 3 19 1 0.0335 - - - -
cge04110 Cell cycle 6 99 0.59 0.0404 5 99 0.95 0.0059
cge04215 Apoptosis - multiple species 3 21 0.96 0.0404 - - - -
cge01212 Fatty acid metabolism 4 46 0.74 0.0492 - - - -
cge04530 Tight junction - - - - 6 105 1 0.0022
cge05161 Hepatitis B - - - - 7 130 0.98 0.0022
cge05200 Pathways in cancer - - - - 10 391 0.65 0.0027
cge05165 Human papillomavirus infection- - - - 8 251 0.75 0.0028
cge05160 Hepatitis C - - - - 6 140 0.88 0.0041
cge04810 Regulation of actin cytoskeleton- - - - 6 153 0.84 0.0058



cge05162 Measles - - - - 5 111 0.9 0.0092
cge05206 MicroR-s in cancer - - - - 5 117 0.88 0.0107
cge05216 Thyroid cancer - - - - 3 29 1.26 0.0118
cge04933 AGE-RAGE sig-ling pathway in diabetic complications- - - - 4 77 0.96 0.0162
cge05145 Toxoplasmosis - - - - 4 84 0.92 0.0211
cge05167 Kaposi sarcoma-associated herpesvirus infection- - - - 5 157 0.75 0.0283
cge05214 Glioma - - - - 3 50 1.02 0.0388
cge05223 Non-small cell lung cancer- - - - 3 50 1.02 0.0388
cge05230 Central carbon metabolism in cancer- - - - 3 53 1 0.0424
cge04917 Prolactin sig-ling pathway- - - - 3 56 0.97 0.0461
cge05212 Pancreatic cancer - - - - 3 57 0.97 0.0461



KEGG_D4_30mM_UP
#term ID term description.NIST observed gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene count.DP12strength.DP12false discovery rate.DP12
cge01100 Metabolic pathways 23 1132 0.5 0.00049 20 1132 0.49 0.0016
cge04510 Focal adhesion 8 136 0.96 0.00074 - - - -
cge03013 R- transport 7 135 0.9 0.0043 - - - -
cge01200 Carbon metabolism 6 104 0.95 0.0067 - - - -
cge04145 Phagosome 6 106 0.94 0.0067 7 106 1.06 0.0014
cge04530 Tight junction 6 105 0.94 0.0067 - - - -
cge04810 Regulation of actin cytoskeleton 7 153 0.85 0.0067 - - - -
cge05146 Amoebiasis 5 67 1.06 0.0067 - - - -
cge00520 Amino sugar and nucleotide sugar metabolism4 41 1.18 0.0075 - - - -
cge04144 Endocytosis 7 183 0.77 0.008 6 183 0.75 0.0295
cge05165 Human papillomavirus infection 8 251 0.69 0.0087 - - - -
cge04966 Collecting duct acid secretion 3 20 1.36 0.0117 - - - -
cge00480 Glutathione metabolism 4 52 1.07 0.012 - - - -
cge04512 ECM-receptor interaction 4 57 1.03 0.0155 - - - -
cge05100 Bacterial invasion of epithelial cells4 61 1 0.0184 - - - -
cge05132 Salmonella infection 6 172 0.73 0.0221 6 172 0.78 0.0271
cge00970 Aminoacyl-tR- biosynthesis 3 36 1.11 0.0396 - - - -
cge03050 Proteasome 3 37 1.1 0.0403 - - - -
cge04141 Protein processing in endoplasmic reticulum- - - - 6 128 0.91 0.014
cge04260 Cardiac muscle contraction- - - - 4 46 1.18 0.015
cge04612 Antigen processing and presentation- - - - 4 45 1.19 0.015
cge05014 Amyotrophic lateral sclerosis- - - - 8 278 0.7 0.015
cge03018 R- degradation - - - - 4 62 1.05 0.0271
cge03015 mR- surveillance pathway- - - - 4 73 0.98 0.0339
cge05010 Alzheimer disease - - - - 7 273 0.65 0.0363
cge05205 Proteoglycans in cancer - - - - 5 140 0.79 0.0422
cge04962 Vasopressin-regulated water reabsorption- - - - 3 38 1.14 0.0431



KEGG_D7_10mM_UP
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
cge01100 Metabolic pathways55 1132 0.5 5.51E-11 32 1132 0.56 1.27E-07
cge05205 Proteoglycans in cancer15 140 0.84 2.70E-06 - - - -
cge01200 Carbon metabolism12 104 0.87 2.38E-05 9 104 1.05 4.03E-05
cge04141 Protein processing in endoplasmic reticulum13 128 0.82 2.38E-05 - - - -
cge04145 Phagosome 12 106 0.86 2.38E-05 - - - -
cge05146 Amoebiasis 10 67 0.98 2.38E-05 - - - -
cge04512 ECM-receptor interaction9 57 1.01 3.25E-05 - - - -
cge04918 Thyroid hormone synthesis8 54 0.98 0.00018 - - - -
cge05418 Fluid shear stress and atherosclerosis10 100 0.81 0.00027 - - - -
cge04114 Oocyte meiosis 9 82 0.85 0.00035 - - - -
cge04144 Endocytosis 13 183 0.66 0.00035 - - - -
cge04510 Focal adhesion 11 136 0.72 0.00043 - - - -
cge05165 Human papillomavirus infection15 251 0.59 0.00043 - - - -
cge05200 Pathways in cancer 19 391 0.5 0.00047 - - - -
cge04971 Gastric acid secretion7 51 0.95 0.00061 - - - -
cge00480 Glutathione metabolism7 52 0.94 0.00064 - - - -
cge04810 Regulation of actin cytoskeleton11 153 0.67 0.00088 - - - -
cge04976 Bile secretion 7 59 0.89 0.0012 - - - -
cge00520 Amino sugar and nucleotide sugar metabolism6 41 0.98 0.0013 - - - -
cge00620 Pyruvate metabolism5 27 1.08 0.0019 3 27 1.15 0.0478
cge00980 Metabolism of xenobiotics by cytochrome P4506 45 0.94 0.0019 - - - -
cge04142 Lysosome 8 101 0.71 0.004 - - - -
cge05204 Chemical carcinogenesis6 53 0.86 0.004 - - - -
cge04216 Ferroptosis 5 34 0.98 0.0041 - - - -
cge00010 Glycolysis / Gluconeogenesis6 55 0.85 0.0043 - - - -
cge04530 Tight junction 8 105 0.69 0.0043 5 105 0.79 0.0478



cge04961 Endocrine and other factor-regulated calcium reabsorption5 35 0.97 0.0043 - - - -
cge00071 Fatty acid degradation5 36 0.95 0.0045 - - - -
cge05414 Dilated cardiomyopathy6 57 0.83 0.0045 - - - -
cge00983 Drug metabolism - other enzymes6 58 0.83 0.0047 - - - -
cge04966 Collecting duct acid secretion4 20 1.11 0.0047 - - - -
cge04261 Adrenergic sig-ling in cardiomyocytes7 85 0.73 0.0049 - - - -
cge04611 Platelet activation 7 84 0.73 0.0049 - - - -
cge04720 Long-term potentiation5 38 0.93 0.0049 - - - -
cge04925 Aldosterone synthesis and secretion6 60 0.81 0.0049 - - - -
cge04978 Mineral absorption 5 39 0.92 0.0049 - - - -
cge05100 Bacterial invasion of epithelial cells6 61 0.8 0.0049 - - - -
cge05203 Viral carcinogenesis 9 143 0.61 0.0049 7 143 0.8 0.0071
cge05323 Rheumatoid arthritis 6 64 0.78 0.0059 - - - -
cge00280 Valine, leucine and isoleucine degradation5 42 0.89 0.006 - - - -
cge05012 Parkinson disease 10 183 0.55 0.0064 - - - -
cge00630 Glyoxylate and dicarboxylate metabolism4 27 0.98 0.0095 - - - -
cge04137 Mitophagy - animal 5 51 0.8 0.0124 - - - -
cge04970 Salivary secretion 5 51 0.8 0.0124 - - - -
cge05014 Amyotrophic lateral sclerosis12 278 0.45 0.0128 - - - -
cge05132 Salmonella infection 9 172 0.53 0.0136 - - - -
cge04964 Proximal tubule bicarbo-te reclamation3 14 1.14 0.0143 - - - -
cge05170 Human immunodeficiency virus 1 infection9 174 0.52 0.0143 - - - -
cge04911 Insulin secretion 5 55 0.77 0.0148 - - - -
cge04934 Cushing syndrome 7 115 0.6 0.0178 - - - -
cge00100 Steroid biosynthesis 3 16 1.08 0.0184 - - - -
cge00970 Aminoacyl-tR- biosynthesis4 36 0.86 0.0199 - - - -
cge04146 Peroxisome 5 60 0.73 0.0199 6 60 1.11 0.001
cge04150 mTOR sig-ling pathway7 120 0.58 0.0199 - - - -



cge04151 PI3K-Akt sig-ling pathway11 261 0.44 0.0199 - - - -
cge04721 Sy-ptic vesicle cycle 5 60 0.73 0.0199 - - - -
cge00982 Drug metabolism - cytochrome P4504 37 0.84 0.02 - - - -
cge04962 Vasopressin-regulated water reabsorption4 38 0.83 0.0214 - - - -
cge01230 Biosynthesis of amino acids5 67 0.68 0.0271 6 67 1.06 0.0014
cge04070 Phosphatidylinositol sig-ling system5 67 0.68 0.0271 - - - -
cge04913 Ovarian steroidogenesis4 42 0.79 0.0271 - - - -
cge04924 Renin secretion 4 41 0.8 0.0271 - - - -
cge04972 Pancreatic secretion 5 67 0.68 0.0271 - - - -
cge05135 Yersinia infection 6 97 0.6 0.0271 - - - -
cge05225 Hepatocellular carcinoma7 131 0.54 0.0271 - - - -
cge04750 Inflammatory mediator regulation of TRP channels5 69 0.67 0.0273 - - - -
cge05222 Small cell lung cancer5 69 0.67 0.0273 - - - -
cge04140 Autophagy - animal 6 103 0.58 0.0318 - - - -
cge01212 Fatty acid metabolism4 46 0.75 0.0337 5 46 1.14 0.0022
cge04024 cAMP sig-ling pathway7 140 0.51 0.0351 - - - -
cge04730 Long-term depression4 48 0.73 0.0376 - - - -
cge04927 Cortisol synthesis and secretion4 49 0.72 0.0397 - - - -
cge00052 Galactose metabolism3 26 0.87 0.043 - - - -
cge00190 Oxidative phosphorylation6 112 0.54 0.043 - - - -
cge00020 Citrate cycle (TCA cycle)3 27 0.86 0.0464 - - - -
cge04722 Neurotrophin sig-ling pathway5 82 0.6 0.0464 - - - -
cge04726 Serotonergic sy-pse 5 82 0.6 0.0464 - - - -
cge00072 Synthesis and degradation of ketone bodies2 9 1.16 0.0471 - - - -
cge00640 Propanoate metabolism3 28 0.84 0.0471 3 28 1.14 0.0478
cge01524 Platinum drug resistance4 53 0.69 0.0471 - - - -
cge04670 Leukocyte transendothelial migration5 83 0.59 0.0471 - - - -
cge05230 Central carbon metabolism in cancer4 53 0.69 0.0471 - - - -



cge05410 Hypertrophic cardiomyopathy4 53 0.69 0.0471 - - - -
cge00051 Fructose and mannose metabolism3 29 0.83 0.0492 - - - -
cge00562 Inositol phosphate metabolism4 55 0.67 0.0492 - - - -
cge04973 Carbohydrate digestion and absorption3 29 0.83 0.0492 - - - -
cge00900 Terpenoid backbone biosynthesis- - - - 4 21 1.39 0.0021
cge00240 Pyrimidine metabolism- - - - 6 41 1.27 0.00018
cge01040 Biosynthesis of unsaturated fatty acids- - - - 3 24 1.21 0.0385
cge03320 PPAR sig-ling pathway- - - - 4 63 0.91 0.0478
cge00230 Purine metabolism- - - - 5 90 0.85 0.0319
cge00750 Vitamin B6 metabolism- - - - 2 6 1.63 0.0478



PROCESS_D7_10mM_UP
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0009987Cellular process 332 15994 0.13 9.27E-21 165 15994 0.12 4.20E-08
GO:0033036Macromolecule localization102 2366 0.45 1.06E-17 35 2366 0.28 0.0143
GO:0070727Cellular macromolecule localization90 1929 0.48 2.36E-17 - - - -
GO:0051179Localization 147 4471 0.33 2.73E-17 54 4471 0.19 0.029
GO:0051234Establishment of localization134 3839 0.35 2.73E-17 47 3839 0.2 0.0474
GO:0008104Protein localization 89 1924 0.48 3.56E-17 - - - -
GO:0051641Cellular localization107 2661 0.42 3.63E-17 41 2661 0.3 0.0024
GO:0006810Transport 129 3660 0.36 4.87E-17 - - - -
GO:0045184Establishment of protein localization67 1173 0.57 1.24E-16 - - - -
GO:0046907Intracellular transport69 1297 0.54 1.07E-15 24 1297 0.38 0.0087
GO:0015031Protein transport 62 1062 0.58 1.08E-15 - - - -
GO:0071705Nitrogen compound transport71 1456 0.5 2.18E-14 - - - -
GO:0071702Organic substance transport80 1835 0.45 6.16E-14 - - - -
GO:0016192Vesicle-mediated transport63 1231 0.52 1.87E-13 - - - -
GO:0051649Establishment of localization in cell74 1689 0.45 7.98E-13 26 1689 0.3 0.0411
GO:0032879Regulation of localization86 2276 0.39 9.02E-12 - - - -
GO:0006886Intracellular protein transport43 669 0.62 1.11E-11 - - - -
GO:0044281Small molecule metabolic process71 1690 0.43 2.16E-11 46 1690 0.54 1.03E-09
GO:0008152Metabolic process 203 8581 0.18 7.15E-11 105 8581 0.2 8.76E-06
GO:0051128Regulation of cellular component organization88 2504 0.36 1.81E-10 42 2504 0.33 0.00039
GO:0071704Organic substance metabolic process192 8137 0.18 1.02E-09 101 8137 0.2 9.15E-06
GO:0060341Regulation of cellular localization50 1043 0.49 2.21E-09 25 1043 0.49 0.00023
GO:0065007Biological regulation259 12586 0.12 4.59E-09 135 12586 0.14 1.43E-05
GO:0044237Cellular metabolic process171 7040 0.2 5.12E-09 89 7040 0.21 4.33E-05
GO:0048518Positive regulation of biological process159 6368 0.21 5.92E-09 84 6368 0.23 2.61E-05
GO:0016197Endosomal transport22 215 0.82 7.85E-09 - - - -



GO:0065008Regulation of biological quality111 3854 0.27 1.32E-08 53 3854 0.25 0.0024
GO:0048522Positive regulation of cellular process146 5758 0.21 2.43E-08 82 5758 0.26 5.91E-06
GO:0070887Cellular response to chemical stimulus85 2646 0.32 3.46E-08 38 2646 0.27 0.0132
GO:0016482Cytosolic transport 17 142 0.89 1.59E-07 - - - -
GO:0051049Regulation of transport67 1906 0.36 1.59E-07 - - - -
GO:0032880Regulation of protein localization43 939 0.47 2.19E-07 20 939 0.44 0.0061
GO:0051246Regulation of protein metabolic process84 2708 0.3 2.19E-07 49 2708 0.37 9.15E-06
GO:0065009Regulation of molecular function89 2956 0.29 2.40E-07 39 2956 0.23 0.0389
GO:0006066Alcohol metabolic process24 325 0.68 3.51E-07 15 325 0.77 2.94E-05
GO:0009056Catabolic process 68 1999 0.34 3.61E-07 - - - -
GO:0048193Golgi vesicle transport22 276 0.71 4.52E-07 - - - -
GO:0016043Cellular component organization138 5621 0.2 8.28E-07 83 5621 0.28 1.14E-06
GO:0046165Alcohol biosynthetic process14 101 0.95 8.28E-07 8 101 1.01 5.00E-04
GO:1902652Secondary alcohol metabolic process15 129 0.88 1.87E-06 11 129 1.04 8.79E-06
GO:0044238Primary metabolic process173 7736 0.16 2.12E-06 99 7736 0.22 6.85E-06
GO:0050794Regulation of cellular process229 11253 0.12 2.33E-06 122 11253 0.14 0.00011
GO:0050789Regulation of biological process238 11860 0.11 2.57E-06 124 11860 0.13 5.00E-04
GO:1901564Organonitrogen compound metabolic process132 5394 0.2 2.57E-06 - - - -
GO:0042147Retrograde transport, endosome to Golgi12 77 1 3.01E-06 - - - -
GO:1901615Organic hydroxy compound metabolic process27 473 0.57 4.40E-06 19 473 0.71 8.76E-06
GO:0060627Regulation of vesicle-mediated transport32 647 0.51 5.06E-06 - - - -
GO:0010033Response to organic substance82 2827 0.27 5.18E-06 44 2827 0.3 0.0011
GO:0006082Organic acid metabolic process40 956 0.43 6.61E-06 - - - -
GO:0019752Carboxylic acid metabolic process39 917 0.44 6.61E-06 23 917 0.51 0.00029
GO:0032456Endocytic recycling 11 69 1.01 8.90E-06 - - - -
GO:0050790Regulation of catalytic activity68 2223 0.3 1.47E-05 - - - -
GO:0008203Cholesterol metabolic process13 113 0.87 1.59E-05 10 113 1.06 2.13E-05
GO:0050896Response to stimulus174 8055 0.15 1.96E-05 - - - -



GO:0006950Response to stress 87 3187 0.25 2.08E-05 - - - -
GO:0009719Response to endogenous stimulus50 1425 0.36 2.08E-05 - - - -
GO:0010941Regulation of cell death57 1740 0.33 2.08E-05 32 1740 0.37 0.0011
GO:0033043Regulation of organelle organization45 1214 0.38 2.08E-05 24 1214 0.4 0.0039
GO:0044248Cellular catabolic process53 1557 0.34 2.08E-05 - - - -
GO:0048731System development101 3916 0.22 2.08E-05 49 3916 0.21 0.0269
GO:0051130Positive regulation of cellular component organization45 1212 0.38 2.08E-05 22 1212 0.37 0.0178
GO:0042176Regulation of protein catabolic process22 363 0.59 2.64E-05 - - - -
GO:0042221Response to chemical111 4477 0.21 2.64E-05 - - - -
GO:0032502Developmental process131 5590 0.18 2.66E-05 70 5590 0.21 0.0017
GO:0051493Regulation of cytoskeleton organization28 564 0.51 2.66E-05 - - - -
GO:1901617Organic hydroxy compound biosynthetic process15 167 0.76 2.66E-05 10 167 0.89 0.00033
GO:0048519Negative regulation of biological process125 5319 0.18 5.21E-05 72 5319 0.24 0.00012
GO:0098876Vesicle-mediated transport to the plasma membrane13 130 0.81 5.48E-05 - - - -
GO:0009894Regulation of catabolic process38 973 0.4 5.50E-05 19 973 0.4 0.019
GO:0048523Negative regulation of cellular process114 4752 0.19 8.06E-05 68 4752 0.26 4.33E-05
GO:0006888Endoplasmic reticulum to Golgi vesicle-mediated transport12 113 0.84 8.33E-05 - - - -
GO:0044283Small molecule biosynthetic process23 428 0.54 8.73E-05 18 428 0.73 8.79E-06
GO:0044087Regulation of cellular component biogenesis39 1038 0.39 9.07E-05 22 1038 0.43 0.0032
GO:0048856A-tomical structure development121 5157 0.18 9.07E-05 66 5157 0.22 0.0017
GO:0051336Regulation of hydrolase activity38 996 0.39 9.07E-05 - - - -
GO:0032386Regulation of intracellular transport20 334 0.59 9.56E-05 10 334 0.58 0.0239
GO:0051050Positive regulation of transport39 1045 0.38 1.00E-04 - - - -
GO:0006807Nitrogen compound metabolic process155 7145 0.15 0.00011 - - - -
GO:0007275Multicellular organism development106 4353 0.2 0.00011 57 4353 0.23 0.0038
GO:0032787Monocarboxylic acid metabolic process28 615 0.47 0.00011 16 615 0.52 0.0041
GO:1901575Organic substance catabolic process54 1714 0.31 0.00011 - - - -
GO:0019222Regulation of metabolic process146 6627 0.15 0.00012 86 6627 0.22 2.94E-05



GO:0033365Protein localization to organelle31 739 0.43 0.00014 - - - -
GO:0097435Supramolecular fiber organization26 549 0.49 0.00014 - - - -
GO:0006996Organelle organization92 3632 0.21 0.00015 56 3632 0.3 8.38E-05
GO:0051716Cellular response to stimulus143 6532 0.15 0.00023 - - - -
GO:0010256Endomembrane system organization24 498 0.49 0.00026 - - - -
GO:0009725Response to hormone32 809 0.41 3.00E-04 - - - -
GO:0010035Response to inorganic substance26 577 0.46 3.00E-04 - - - -
GO:0080090Regulation of primary metabolic process129 5780 0.16 0.00039 81 5780 0.25 8.76E-06
GO:0051668Localization within membrane25 550 0.47 0.00041 - - - -
GO:0040012Regulation of locomotion38 1080 0.36 0.00047 - - - -
GO:0072594Establishment of protein localization to organelle19 344 0.55 0.00047 - - - -
GO:0022604Regulation of cell morphogenesis19 347 0.55 0.00052 - - - -
GO:0010038Response to metal ion20 384 0.53 0.00058 - - - -
GO:0014070Response to organic cyclic compound35 964 0.37 0.00058 18 964 0.38 0.0362
GO:0071310Cellular response to organic substance59 2069 0.27 0.00061 31 2069 0.28 0.0233
GO:0019058Viral life cycle 11 119 0.78 0.00063 - - - -
GO:1905475Regulation of protein localization to membrane14 198 0.66 0.00063 - - - -
GO:0030162Regulation of proteolysis29 724 0.41 0.00064 - - - -
GO:0061024Membrane organization28 684 0.42 0.00064 - - - -
GO:1901700Response to oxygen-containing compound50 1648 0.29 0.00068 28 1648 0.34 0.009
GO:0001558Regulation of cell growth21 426 0.5 7.00E-04 - - - -
GO:0043067Regulation of programmed cell death48 1557 0.3 7.00E-04 - - - -
GO:0006695Cholesterol biosynthetic process7 40 1.05 0.00078 5 40 1.21 0.0032
GO:0044403Biological process involved in symbiotic interaction14 203 0.65 0.00078 - - - -
GO:0031344Regulation of cell projection organization30 776 0.4 0.00081 - - - -
GO:0007399Nervous system development60 2147 0.26 0.00083 - - - -
GO:0016032Viral process 12 151 0.71 9.00E-04 - - - -
GO:0051640Organelle localization24 547 0.45 0.00093 - - - -



GO:0007010Cytoskeleton organization42 1308 0.32 0.001 27 1308 0.42 0.00089
GO:0022607Cellular component assembly67 2516 0.24 0.001 43 2516 0.34 0.00021
GO:0006631Fatty acid metabolic process19 375 0.52 0.0012 11 375 0.58 0.0172
GO:0043603Cellular amide metabolic process37 1102 0.34 0.0014 - - - -
GO:0030036Actin cytoskeleton organization24 566 0.44 0.0015 13 566 0.47 0.0351
GO:0043254Regulation of protein-containing complex assembly20 416 0.49 0.0015 12 416 0.57 0.0117
GO:1903076Regulation of protein localization to plasma membrane10 109 0.77 0.0015 - - - -
GO:0044093Positive regulation of molecular function47 1571 0.29 0.0016 - - - -
GO:0050793Regulation of developmental process67 2555 0.23 0.0016 35 2555 0.25 0.0397
GO:0051247Positive regulation of protein metabolic process46 1529 0.29 0.0017 27 1529 0.36 0.007
GO:0042981Regulation of apoptotic process46 1531 0.29 0.0018 26 1531 0.34 0.0141
GO:0051248Negative regulation of protein metabolic process35 1035 0.34 0.002 25 1035 0.49 0.00021
GO:0051094Positive regulation of developmental process43 1402 0.3 0.0021 - - - -
GO:1904375Regulation of protein localization to cell periphery11 140 0.71 0.0021 - - - -
GO:0008202Steroid metabolic process14 229 0.6 0.0023 13 229 0.86 2.62E-05
GO:0019538Protein metabolic process100 4367 0.17 0.0023 - - - -
GO:0030029Actin filament-based process25 625 0.41 0.0023 - - - -
GO:0030030Cell projection organization40 1269 0.31 0.0023 - - - -
GO:0070507Regulation of microtubule cytoskeleton organization12 170 0.66 0.0023 - - - -
GO:0006575Cellular modified amino acid metabolic process13 201 0.62 0.0025 - - - -
GO:0043244Regulation of protein-containing complex disassembly11 144 0.69 0.0025 - - - -
GO:0009628Response to abiotic stimulus38 1190 0.32 0.0026 - - - -
GO:0033554Cellular response to stress47 1609 0.28 0.0026 - - - -
GO:0006749Glutathione metabolic process8 72 0.86 0.0027 - - - -
GO:0009636Response to toxic substance13 204 0.62 0.0028 - - - -
GO:0120035Regulation of plasma membrane bounded cell projection organization28 760 0.38 0.0029 - - - -
GO:0000902Cell morphogenesis29 803 0.37 0.003 - - - -
GO:0016050Vesicle organization15 269 0.56 0.003 - - - -



GO:0044089Positive regulation of cellular component biogenesis23 560 0.42 0.003 - - - -
GO:0072657Protein localization to membrane21 482 0.45 0.003 - - - -
GO:1902903Regulation of supramolecular fiber organization19 408 0.48 0.003 11 408 0.54 0.0283
GO:0031346Positive regulation of cell projection organization20 448 0.46 0.0032 - - - -
GO:0040008Regulation of growth26 683 0.39 0.0032 - - - -
GO:0009653A-tomical structure morphogenesis62 2377 0.23 0.0033 - - - -
GO:0060255Regulation of macromolecule metabolic process129 6089 0.14 0.0034 80 6089 0.23 6.26E-05
GO:0050807Regulation of sy-pse organization15 275 0.55 0.0036 - - - -
GO:0006457Protein folding 14 243 0.57 0.0037 9 243 0.68 0.0132
GO:0070201Regulation of establishment of protein localization23 570 0.42 0.0037 - - - -
GO:0006694Steroid biosynthetic process9 101 0.76 0.0038 8 101 1.01 5.00E-04
GO:0032268Regulation of cellular protein metabolic process4 10 1.41 0.0038 - - - -
GO:0032271Regulation of protein polymerization13 213 0.6 0.0038 - - - -
GO:0033993Response to lipid 30 861 0.35 0.0038 - - - -
GO:0071495Cellular response to endogenous stimulus36 1127 0.32 0.0038 - - - -
GO:0006897Endocytosis 19 422 0.46 0.004 13 422 0.6 0.0043
GO:0030307Positive regulation of cell growth12 184 0.63 0.004 - - - -
GO:0032886Regulation of microtubule-based process15 280 0.54 0.004 - - - -
GO:0051171Regulation of nitrogen compound metabolic process120 5595 0.14 0.004 78 5595 0.25 1.22E-05
GO:0072659Protein localization to plasma membrane13 215 0.59 0.004 - - - -
GO:0090150Establishment of protein localization to membrane13 215 0.59 0.004 - - - -
GO:0120036Plasma membrane bounded cell projection organization38 1222 0.3 0.004 - - - -
GO:0030163Protein catabolic process27 741 0.37 0.0041 - - - -
GO:0052547Regulation of peptidase activity19 423 0.46 0.0041 - - - -
GO:1903829Positive regulation of protein localization21 498 0.44 0.0041 - - - -
GO:0051656Establishment of organelle localization18 387 0.48 0.0042 - - - -
GO:0051046Regulation of secretion27 746 0.37 0.0045 - - - -
GO:0031647Regulation of protein stability18 393 0.47 0.0049 - - - -



GO:1901698Response to nitrogen compound36 1149 0.31 0.005 - - - -
GO:0052548Regulation of endopeptidase activity18 395 0.47 0.0052 - - - -
GO:0006979Response to oxidative stress17 360 0.49 0.0053 - - - -
GO:0045861Negative regulation of proteolysis16 324 0.5 0.0053 - - - -
GO:2000145Regulation of cell motility33 1017 0.32 0.0053 - - - -
GO:0006629Lipid metabolic process37 1202 0.3 0.0055 28 1202 0.48 9.57E-05
GO:0051051Negative regulation of transport20 474 0.44 0.0056 - - - -
GO:0006914Autophagy 15 292 0.52 0.0057 - - - -
GO:0044000Movement in host 8 84 0.79 0.0057 - - - -
GO:0048638Regulation of developmental growth18 399 0.47 0.0057 - - - -
GO:0051650Establishment of vesicle localization11 164 0.64 0.0057 - - - -
GO:0006518Peptide metabolic process29 850 0.34 0.0061 - - - -
GO:0006790Sulfur compound metabolic process16 333 0.49 0.0068 - - - -
GO:0009410Response to xenobiotic stimulus20 483 0.43 0.0069 12 483 0.5 0.0304
GO:0022411Cellular component disassembly15 300 0.51 0.0072 - - - -
GO:0022603Regulation of a-tomical structure morphogenesis32 993 0.32 0.0072 - - - -
GO:1901360Organic cyclic compound metabolic process76 3212 0.18 0.0074 54 3212 0.33 1.43E-05
GO:0032388Positive regulation of intracellular transport12 202 0.58 0.0077 - - - -
GO:0016477Cell migration 30 909 0.33 0.0078 - - - -
GO:0034641Cellular nitrogen compound metabolic process87 3820 0.17 0.0078 49 3820 0.22 0.0178
GO:1901888Regulation of cell junction assembly13 235 0.55 0.0078 8 235 0.64 0.0361
GO:0010811Positive regulation of cell-substrate adhesion10 143 0.66 0.008 - - - -
GO:1990778Protein localization to cell periphery14 269 0.53 0.008 - - - -
GO:1901701Cellular response to oxygen-containing compound34 1095 0.3 0.0083 - - - -
GO:0051129Negative regulation of cellular component organization26 740 0.36 0.0084 17 740 0.47 0.0086
GO:0032870Cellular response to hormone stimulus20 494 0.42 0.0086 - - - -
GO:0032956Regulation of actin cytoskeleton organization17 379 0.46 0.0086 - - - -
GO:0036295Cellular response to increased oxygen levels4 14 1.27 0.0086 - - - -



GO:0030182Neuron differentiation35 1149 0.29 0.0092 - - - -
GO:0051223Regulation of protein transport21 537 0.4 0.0092 - - - -
GO:0006890Retrograde vesicle-mediated transport, Golgi to endoplasmic reticulum6 47 0.92 0.0093 - - - -
GO:0007417Central nervous system development33 1060 0.3 0.0095 - - - -
GO:0044085Cellular component biogenesis68 2815 0.19 0.0095 - - - -
GO:0051701Biological process involved in interaction with host9 119 0.69 0.0095 - - - -
GO:1901565Organonitrogen compound catabolic process33 1061 0.3 0.0096 - - - -
GO:0016236Macroautophagy 11 178 0.6 0.0097 - - - -
GO:0048878Chemical homeostasis31 972 0.31 0.0098 - - - -
GO:0019725Cellular homeostasis24 666 0.37 0.0099 - - - -
GO:0006793Phosphorus metabolic process51 1940 0.23 0.0102 36 1940 0.38 0.00029
GO:0010951Negative regulation of endopeptidase activity12 211 0.57 0.0102 - - - -
GO:0030516Regulation of axon extension9 121 0.68 0.0102 - - - -
GO:0045920Negative regulation of exocytosis5 30 1.03 0.0104 - - - -
GO:0032970Regulation of actin filament-based process18 428 0.43 0.0109 - - - -
GO:1990748Cellular detoxification8 96 0.73 0.0112 - - - -
GO:0022008Neurogenesis 40 1408 0.26 0.0118 - - - -
GO:0030835Negative regulation of actin filament depolymerization6 50 0.89 0.0118 - - - -
GO:0032501Multicellular organismal process136 6725 0.12 0.0118 - - - -
GO:0046173Polyol biosynthetic process6 50 0.89 0.0118 - - - -
GO:0051170Import into nucleus 9 124 0.67 0.0118 6 124 0.79 0.0319
GO:0051346Negative regulation of hydrolase activity15 319 0.48 0.0118 - - - -
GO:0032535Regulation of cellular component size18 433 0.43 0.012 - - - -
GO:0050808Sy-pse organization 16 357 0.46 0.012 - - - -
GO:1901576Organic substance biosynthetic process63 2581 0.2 0.012 41 2581 0.31 0.0014
GO:0009058Biosynthetic process64 2636 0.2 0.0121 43 2636 0.32 5.00E-04
GO:0031175Neuron projection development26 765 0.34 0.0121 - - - -
GO:0019674#NAME? 5 32 1 0.0127 - - - -



GO:0010638Positive regulation of organelle organization21 557 0.39 0.0129 - - - -
GO:0007034Vacuolar transport 10 157 0.61 0.0136 - - - -
GO:0009306Protein secretion 8 100 0.71 0.0136 - - - -
GO:0045927Positive regulation of growth14 290 0.49 0.0138 - - - -
GO:0043085Positive regulation of catalytic activity34 1139 0.29 0.014 - - - -
GO:1901879Regulation of protein depolymerization8 101 0.71 0.0142 - - - -
GO:0048468Cell development 48 1825 0.23 0.0143 28 1825 0.29 0.0302
GO:0030154Cell differentiation 78 3418 0.17 0.0146 50 3418 0.27 0.0012
GO:0030334Regulation of cell migration30 961 0.31 0.0156 - - - -
GO:0010975Regulation of neuron projection development21 568 0.38 0.0158 - - - -
GO:0048545Response to steroid hormone14 295 0.49 0.0158 - - - -
GO:0006508Proteolysis 35 1197 0.28 0.016 - - - -
GO:0010243Response to organonitrogen compound32 1056 0.29 0.016 - - - -
GO:0050769Positive regulation of neurogenesis14 296 0.49 0.016 - - - -
GO:0099638Endosome to plasma membrane protein transport4 18 1.16 0.016 - - - -
GO:0045773Positive regulation of axon extension6 55 0.85 0.0166 - - - -
GO:0040017Positive regulation of locomotion22 615 0.36 0.0172 - - - -
GO:0051240Positive regulation of multicellular organismal process43 1593 0.24 0.0172 - - - -
GO:0051301Cell division 17 412 0.43 0.0173 - - - -
GO:0030004Cellular monovalent inorganic cation homeostasis8 106 0.69 0.018 - - - -
GO:0010720Positive regulation of cell development16 376 0.44 0.0182 - - - -
GO:0042592Homeostatic process40 1451 0.25 0.0182 - - - -
GO:0045597Positive regulation of cell differentiation29 928 0.31 0.0182 - - - -
GO:0090205Positive regulation of cholesterol metabolic process4 19 1.13 0.0182 - - - -
GO:0034330Cell junction organization21 578 0.37 0.0184 - - - -
GO:0048666Neuron development29 932 0.3 0.019 - - - -
GO:0070482Response to oxygen levels15 341 0.45 0.0194 - - - -
GO:0019751Polyol metabolic process8 108 0.68 0.0195 - - - -



GO:0042063Gliogenesis 13 269 0.5 0.0199 - - - -
GO:1903531Negative regulation of secretion by cell10 168 0.59 0.0199 - - - -
GO:0006734#NAME? 5 37 0.94 0.0201 - - - -
GO:0051017Actin filament bundle assembly6 58 0.83 0.0201 5 58 1.04 0.0116
GO:0006796Phosphate-containing compound metabolic process49 1919 0.22 0.0209 35 1919 0.37 5.00E-04
GO:0050821Protein stabilization13 271 0.49 0.0209 - - - -
GO:0032092Positive regulation of protein binding8 110 0.67 0.0212 - - - -
GO:1905477Positive regulation of protein localization to membrane8 110 0.67 0.0212 - - - -
GO:0061951Establishment of protein localization to plasma membrane6 59 0.82 0.0213 - - - -
GO:0010810Regulation of cell-substrate adhesion12 237 0.52 0.0214 - - - -
GO:0050804Modulation of chemical sy-ptic transmission20 546 0.37 0.0215 - - - -
GO:0000070Mitotic sister chromatid segregation9 140 0.62 0.0218 - - - -
GO:0055076Transition metal ion homeostasis9 140 0.62 0.0218 - - - -
GO:1901880Negative regulation of protein depolymerization7 84 0.73 0.0218 - - - -
GO:1903530Regulation of secretion by cell23 676 0.34 0.022 - - - -
GO:0010883Regulation of lipid storage6 60 0.81 0.0225 - - - -
GO:0046916Cellular transition metal ion homeostasis8 112 0.66 0.0225 - - - -
GO:0071248Cellular response to metal ion11 205 0.54 0.0225 - - - -
GO:1903078Positive regulation of protein localization to plasma membrane6 60 0.81 0.0225 - - - -
GO:0051603Proteolysis involved in protein catabolic process22 635 0.35 0.0226 - - - -
GO:0009893Positive regulation of metabolic process86 3939 0.15 0.0227 60 3939 0.29 4.32E-05
GO:0030003Cellular cation homeostasis17 428 0.41 0.0228 - - - -
GO:0043277Apoptotic cell clearance5 39 0.92 0.023 - - - -
GO:0010646Regulation of cell communication75 3331 0.16 0.0238 - - - -
GO:0008361Regulation of cell size12 242 0.51 0.0241 - - - -
GO:0071241Cellular response to inorganic substance12 243 0.5 0.0248 - - - -
GO:0006875Cellular metal ion homeostasis15 355 0.44 0.0251 - - - -
GO:0007033Vacuole organization10 176 0.57 0.0251 - - - -



GO:0007040Lysosome organization7 87 0.72 0.0251 - - - -
GO:0008610Lipid biosynthetic process19 515 0.38 0.0251 13 515 0.51 0.0185
GO:0030155Regulation of cell adhesion25 775 0.32 0.0251 - - - -
GO:0031116Positive regulation of microtubule polymerization5 40 0.91 0.0251 - - - -
GO:0044282Small molecule catabolic process15 354 0.44 0.0251 10 354 0.56 0.0335
GO:0051098Regulation of binding16 394 0.42 0.0251 11 394 0.55 0.0225
GO:0071453Cellular response to oxygen levels9 145 0.6 0.0251 - - - -
GO:1901362Organic cyclic compound biosynthetic process29 957 0.29 0.0251 28 957 0.57 5.91E-06
GO:1903306Negative regulation of regulated secretory pathway4 22 1.07 0.0251 - - - -
GO:0007015Actin filament organization13 281 0.48 0.0254 - - - -
GO:0008219Cell death 28 914 0.3 0.0256 - - - -
GO:0023051Regulation of sig-ling75 3347 0.16 0.0257 - - - -
GO:0006081Cellular aldehyde metabolic process6 63 0.79 0.026 - - - -
GO:1901214Regulation of neuron death16 397 0.42 0.0264 - - - -
GO:0042060Wound healing 13 283 0.47 0.0267 - - - -
GO:0012501Programmed cell death27 872 0.3 0.0269 17 872 0.4 0.0335
GO:0090407Organophosphate biosynthetic process18 479 0.39 0.0271 21 479 0.75 1.14E-06
GO:0043523Regulation of neuron apoptotic process13 284 0.47 0.0273 - - - -
GO:0099175Regulation of postsy-pse organization8 118 0.64 0.0281 - - - -
GO:0055082Cellular chemical homeostasis20 566 0.36 0.0287 - - - -
GO:0043170Macromolecule metabolic process126 6322 0.11 0.0297 - - - -
GO:1902904Negative regulation of supramolecular fiber organization10 182 0.55 0.0298 - - - -
GO:0001667Ameboidal-type cell migration11 216 0.52 0.0299 - - - -
GO:0031122Cytoplasmic microtubule organization6 66 0.77 0.0314 - - - -
GO:0051702Biological process involved in interaction with symbiont7 92 0.69 0.0314 - - - -
GO:0010639Negative regulation of organelle organization15 367 0.42 0.0322 12 367 0.62 0.0049
GO:0051592Response to calcium ion9 152 0.58 0.0322 - - - -
GO:0051962Positive regulation of nervous system development15 367 0.42 0.0322 - - - -



GO:0110053Regulation of actin filament organization13 291 0.46 0.0323 - - - -
GO:0043648Dicarboxylic acid metabolic process7 93 0.69 0.0325 - - - -
GO:0032989Cellular component morphogenesis22 661 0.33 0.0326 - - - -
GO:0034329Cell junction assembly13 292 0.46 0.0329 - - - -
GO:1902850Microtubule cytoskeleton organization involved in mitosis8 122 0.63 0.0329 8 122 0.93 0.0014
GO:0060548Negative regulation of cell death32 1125 0.26 0.033 - - - -
GO:0150115Cell-substrate junction organization5 44 0.87 0.033 - - - -
GO:0030198Extracellular matrix organization12 256 0.48 0.0332 9 256 0.65 0.0178
GO:0045732Positive regulation of protein catabolic process10 186 0.54 0.0332 - - - -
GO:1902905Positive regulation of supramolecular fiber organization10 187 0.54 0.0342 - - - -
GO:0010885Regulation of cholesterol storage4 25 1.02 0.0343 - - - -
GO:0034312Diol biosynthetic process4 25 1.02 0.0343 - - - -
GO:0030705Cytoskeleton-dependent intracellular transport10 188 0.54 0.0351 - - - -
GO:0051239Regulation of multicellular organismal process65 2847 0.17 0.0357 - - - -
GO:0120039Plasma membrane bounded cell projection morphogenesis19 538 0.36 0.0358 - - - -
GO:0044255Cellular lipid metabolic process28 944 0.28 0.0365 21 944 0.46 0.0027
GO:0050773Regulation of dendrite development8 125 0.62 0.0365 - - - -
GO:0055086Nucleobase-containing small molecule metabolic process20 582 0.35 0.0365 21 582 0.67 8.76E-06
GO:0071407Cellular response to organic cyclic compound19 541 0.36 0.0376 - - - -
GO:0032273Positive regulation of protein polymerization7 97 0.67 0.0384 - - - -
GO:0043393Regulation of protein binding11 226 0.5 0.0386 - - - -
GO:1903047Mitotic cell cycle process19 544 0.35 0.0396 14 544 0.52 0.0108
GO:0016114Terpenoid biosynthetic process3 11 1.25 0.0397 - - - -
GO:0045785Positive regulation of cell adhesion17 460 0.38 0.0397 - - - -
GO:1901699Cellular response to nitrogen compound22 676 0.32 0.0399 - - - -
GO:0031334Positive regulation of protein-containing complex assembly10 193 0.53 0.0406 8 193 0.73 0.0144
GO:0009165Nucleotide biosynthetic process11 229 0.49 0.0419 13 229 0.86 2.62E-05
GO:0018126Protein hydroxylation4 27 0.98 0.0419 - - - -



GO:0055072Iron ion homeostasis 7 99 0.66 0.0419 - - - -
GO:0051653Spindle localization 6 72 0.73 0.0424 - - - -
GO:0070301Cellular response to hydrogen peroxide6 72 0.73 0.0424 - - - -
GO:0099518Vesicle cytoskeletal trafficking6 72 0.73 0.0424 - - - -
GO:0046890Regulation of lipid biosynthetic process10 195 0.52 0.0429 - - - -
GO:0140014Mitotic nuclear division10 195 0.52 0.0429 - - - -
GO:0007528Neuromuscular junction development5 48 0.83 0.043 - - - -
GO:0090307Mitotic spindle assembly5 48 0.83 0.043 - - - -
GO:0048513Animal organ development74 3378 0.15 0.0435 - - - -
GO:0006511Ubiquitin-dependent protein catabolic process19 552 0.35 0.0442 - - - -
GO:2000147Positive regulation of cell motility20 597 0.34 0.0454 - - - -
GO:0006998Nuclear envelope organization5 49 0.82 0.0455 - - - -
GO:0007174Epidermal growth factor catabolic process2 2 1.81 0.0455 - - - -
GO:0036120Cellular response to platelet-derived growth factor stimulus4 28 0.97 0.0455 - - - -
GO:0140352Export from cell 16 427 0.38 0.0455 - - - -
GO:1904237Positive regulation of substrate-dependent cell migration, cell attachment to substrate2 2 1.81 0.0455 - - - -
GO:2001106Regulation of Rho guanyl-nucleotide exchange factor activity2 2 1.81 0.0455 - - - -
GO:0006013Mannose metabolic process3 12 1.21 0.0458 - - - -
GO:0006879Cellular iron ion homeostasis6 74 0.72 0.0458 - - - -
GO:0036376Sodium ion export across plasma membrane3 12 1.21 0.0458 - - - -
GO:0046459Short-chain fatty acid metabolic process3 12 1.21 0.0458 - - - -
GO:0006605Protein targeting 11 234 0.48 0.046 - - - -
GO:0009057Macromolecule catabolic process28 967 0.27 0.0462 - - - -
GO:0006892post-Golgi vesicle-mediated transport7 103 0.64 0.0481 - - - -
GO:0050810Regulation of steroid biosynthetic process6 75 0.71 0.0481 - - - -
GO:0000278Mitotic cell cycle 21 648 0.32 0.0492 16 648 0.5 0.0066
GO:0043162Ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway4 29 0.95 0.0492 - - - -
GO:0000302Response to reactive oxygen species9 167 0.54 0.0499 - - - -



GO:0006725Cellular aromatic compound metabolic process- - - - 45 2992 0.29 0.0017
GO:0046483Heterocycle metabolic process- - - - 44 2937 0.28 0.0022
GO:0006139Nucleobase-containing compound metabolic process- - - - 43 2791 0.3 0.0016
GO:0016071mR- metabolic process- - - - 14 625 0.46 0.0296
GO:0044249Cellular biosynthetic process- - - - 40 2480 0.32 0.0014
GO:0009117Nucleotide metabolic process- - - - 20 516 0.7 8.76E-06
GO:1901135Carbohydrate derivative metabolic process- - - - 20 1002 0.41 0.0117
GO:0044242Cellular lipid catabolic process- - - - 7 182 0.69 0.0387
GO:0010604Positive regulation of macromolecule metabolic process- - - - 51 3592 0.26 0.0017
GO:0031323Regulation of cellular metabolic process- - - - 79 5592 0.26 8.76E-06
GO:0050658R- transport- - - - - - - -
GO:1901137Carbohydrate derivative biosynthetic process- - - - - - - -
GO:0007049Cell cycle - - - - 21 1118 0.38 0.0163
GO:0071826Ribonucleoprotein complex subunit organization- - - - - - - -
GO:0009260Ribonucleotide biosynthetic process- - - - 8 175 0.77 0.009
GO:0018130Heterocycle biosynthetic process- - - - 20 836 0.49 0.0017
GO:0009150Purine ribonucleotide metabolic process- - - - 13 421 0.6 0.0042
GO:0019438Aromatic compound biosynthetic process- - - - 20 838 0.49 0.0017
GO:0006084acetyl-CoA metabolic process- - - - 5 37 1.24 0.0024
GO:0009152Purine ribonucleotide biosynthetic process- - - - - - - -
GO:0009896Positive regulation of catabolic process- - - - 12 502 0.49 0.0387
GO:0045935Positive regulation of nucleobase-containing compound metabolic process- - - - 32 2047 0.3 0.0116
GO:1904851Positive regulation of establishment of protein localization to telomere- - - - - - - -
GO:0007052Mitotic spindle organization- - - - 7 86 1.02 0.0014
GO:0019439Aromatic compound catabolic process- - - - - - - -
GO:0031325Positive regulation of cellular metabolic process- - - - 55 3172 0.35 8.76E-06
GO:1903311Regulation of mR- metabolic process- - - - 13 313 0.73 0.00041
GO:0033875Ribonucleoside bisphosphate metabolic process- - - - 6 114 0.83 0.0233



GO:0034032Purine nucleoside bisphosphate metabolic process- - - - 6 114 0.83 0.0233
GO:0046394Carboxylic acid biosynthetic process- - - - 8 247 0.62 0.0464
GO:0050684Regulation of mR- processing- - - - 9 156 0.87 0.0011
GO:2000641Regulation of early endosome to late endosome transport- - - - - - - -
GO:0034654Nucleobase-containing compound biosynthetic process- - - - 19 765 0.5 0.0017
GO:0017148Negative regulation of translation- - - - 8 160 0.81 0.0056
GO:0051726Regulation of cell cycle- - - - 20 1071 0.38 0.022
GO:0010564Regulation of cell cycle process- - - - 15 706 0.44 0.0309
GO:0031329Regulation of cellular catabolic process- - - - 16 745 0.44 0.0206
GO:0007017Microtubule-based process- - - - 17 902 0.38 0.0444
GO:0009892Negative regulation of metabolic process- - - - 47 2911 0.32 0.00025
GO:0009141Nucleoside triphosphate metabolic process- - - - 9 256 0.65 0.0178
GO:0010468Regulation of gene expression- - - - 62 4725 0.23 0.0017
GO:0048024Regulation of mR- splicing, via spliceosome- - - - 7 116 0.89 0.0056
GO:0022402Cell cycle process- - - - 18 831 0.44 0.0103
GO:0006221Pyrimidine nucleotide biosynthetic process- - - - 4 28 1.26 0.01
GO:0009112Nucleobase metabolic process- - - - 4 44 1.07 0.0312
GO:0010605Negative regulation of macromolecule metabolic process- - - - 45 2682 0.33 0.00018
GO:0051172Negative regulation of nitrogen compound metabolic process- - - - 41 2342 0.35 0.00021
GO:0009889Regulation of biosynthetic process- - - - 58 4090 0.26 5.00E-04
GO:0031326Regulation of cellular biosynthetic process- - - - 57 4002 0.26 5.00E-04
GO:0010629Negative regulation of gene expression- - - - 21 890 0.48 0.0014
GO:0019220Regulation of phosphate metabolic process- - - - 28 1434 0.4 0.0014
GO:0030261Chromosome condensation- - - - 5 39 1.22 0.003
GO:0031324Negative regulation of cellular metabolic process- - - - 36 2234 0.32 0.0032
GO:0009148Pyrimidine nucleoside triphosphate biosynthetic process- - - - 4 19 1.43 0.0035
GO:0010556Regulation of macromolecule biosynthetic process- - - - 52 3816 0.24 0.0035
GO:0031399Regulation of protein modification process- - - - 28 1588 0.35 0.0056



GO:0019219Regulation of nucleobase-containing compound metabolic process- - - - 51 3835 0.23 0.0069
GO:0008299Isoprenoid biosynthetic process- - - - 4 25 1.31 0.0073
GO:0090068Positive regulation of cell cycle process- - - - 10 273 0.67 0.0077
GO:0009142Nucleoside triphosphate biosynthetic process- - - - 6 86 0.95 0.0082
GO:0034063Stress granule assembly- - - - 4 26 1.3 0.0082
GO:0009891Positive regulation of biosynthetic process- - - - 33 2100 0.3 0.009
GO:0003158Endothelium development- - - - 6 91 0.93 0.0103
GO:0071363Cellular response to growth factor stimulus- - - - 13 472 0.55 0.0103
GO:0031327Negative regulation of cellular biosynthetic process- - - - 26 1505 0.35 0.0116
GO:0031328Positive regulation of cellular biosynthetic process- - - - 32 2046 0.3 0.0116
GO:0030855Epithelial cell differentiation- - - - 15 626 0.49 0.0126
GO:0045787Positive regulation of cell cycle- - - - 11 359 0.59 0.0129
GO:0002065Colum-r/cuboidal epithelial cell differentiation- - - - 6 100 0.89 0.0144
GO:0061028Establishment of endothelial barrier- - - - 4 34 1.18 0.0163
GO:0051252Regulation of R- metabolic process- - - - 46 3508 0.23 0.0178
GO:0090557Establishment of endothelial intesti-l barrier- - - - 3 13 1.47 0.0178
GO:0007163Establishment or mainte-nce of cell polarity- - - - 9 259 0.65 0.0185
GO:0009201Ribonucleoside triphosphate biosynthetic process- - - - 5 69 0.97 0.0198
GO:0006241CTP biosynthetic process- - - - 3 14 1.44 0.0203
GO:0030097Hemopoiesis- - - - 15 667 0.46 0.0203
GO:0032528Microvillus organization- - - - 3 14 1.44 0.0203
GO:0002064Epithelial cell development- - - - 8 211 0.69 0.022
GO:0031032Actomyosin structure organization- - - - 6 112 0.84 0.022
GO:0044092Negative regulation of molecular function- - - - 20 1072 0.38 0.022
GO:1900180Regulation of protein localization to nucleus- - - - 7 161 0.75 0.0231
GO:0010558Negative regulation of macromolecule biosynthetic process- - - - 24 1438 0.33 0.0262
GO:0045446Endothelial cell differentiation- - - - 5 77 0.92 0.0283
GO:0000226Microtubule cytoskeleton organization- - - - 14 624 0.46 0.0294



GO:0120178Steroid hormone biosynthetic process- - - - 3 17 1.36 0.0296
GO:0001932Regulation of protein phosphorylation- - - - 20 1109 0.36 0.0302
GO:0044210De novo CTP biosynthetic process- - - - 2 3 1.93 0.0344
GO:0010557Positive regulation of macromolecule biosynthetic process- - - - 29 1945 0.28 0.0351
GO:0034605Cellular response to heat- - - - 5 83 0.89 0.0354
GO:1901989Positive regulation of cell cycle phase transition- - - - 6 128 0.78 0.036
GO:1903313Positive regulation of mR- metabolic process- - - - 6 128 0.78 0.036
GO:0002066Colum-r/cuboidal epithelial cell development- - - - 4 47 1.04 0.0367
GO:0051276Chromosome organization- - - - 18 966 0.38 0.0367
GO:0009199Ribonucleoside triphosphate metabolic process- - - - 8 240 0.63 0.0397
GO:0006541Glutamine metabolic process- - - - 3 21 1.26 0.0444
GO:0006564L-serine biosynthetic process- - - - 2 4 1.81 0.0464
GO:0032959Inositol trisphosphate biosynthetic process- - - - 2 4 1.81 0.0464
GO:0042325Regulation of phosphorylation- - - - 21 1251 0.33 0.0464
GO:1903553Positive regulation of extracellular exosome assembly- - - - 2 4 1.81 0.0464
GO:0006206Pyrimidine nucleobase metabolic process- - - - 3 22 1.24 0.0474
GO:0045931Positive regulation of mitotic cell cycle- - - - 6 138 0.75 0.0474
GO:0009408Response to heat- - - - 6 139 0.74 0.0481



KEGG_D7_10mM_DOWN
#term ID term description.K1observed gene count.K1background gene count.K1strength.K1false discovery rate.K1observed gene count.DP12background gene count.DP12strength.DP12false discovery rate.DP12
cge01100 Metabolic pathways59 1132 0.52 7.83E-13 53 1132 0.69 5.77E-19
cge04142 Lysosome 18 101 1.05 6.60E-11 13 101 1.13 5.95E-09
cge00511 Other glycan degradation6 16 1.38 8.94E-05 5 16 1.51 3.47E-05
cge01200 Carbon metabolism11 104 0.83 0.00015 19 104 1.28 1.30E-15
cge03040 Spliceosome 11 114 0.79 0.00024 5 114 0.66 0.0443
cge04510 Focal adhesion 12 136 0.75 0.00024 - - - -
cge00531 Glycosaminoglycan degradation5 13 1.39 3.00E-04 4 13 1.5 0.00039
cge05100 Bacterial invasion of epithelial cells8 61 0.92 0.00047 - - - -
cge03320 PPAR sig-ling pathway8 63 0.91 0.00052 4 63 0.82 0.0329
cge00280 Valine, leucine and isoleucine degradation6 42 0.96 0.0031 8 42 1.3 8.53E-07
cge04611 Platelet activation 8 84 0.78 0.0031 - - - -
cge00480 Glutathione metabolism6 52 0.86 0.0076 - - - -
cge00982 Drug metabolism - cytochrome P4505 37 0.93 0.011 3 37 0.93 0.0471
cge00983 Drug metabolism - other enzymes6 58 0.82 0.011 4 58 0.85 0.0262
cge04512 ECM-receptor interaction6 57 0.83 0.011 - - - -
cge05020 Prion disease 11 198 0.55 0.011 15 198 0.9 1.27E-07
cge00270 Cysteine and methionine metabolism5 40 0.9 0.0125 - - - -
cge00860 Porphyrin and chlorophyll metabolism4 23 1.04 0.0139 - - - -
cge01230 Biosynthesis of amino acids6 67 0.75 0.0158 8 67 1.09 1.79E-05
cge05012 Parkinson disease 10 183 0.54 0.0158 16 183 0.96 6.18E-09
cge00980 Metabolism of xenobiotics by cytochrome P4505 45 0.85 0.0165 - - - -
cge00052 Galactose metabolism4 26 0.99 0.0171 3 26 1.08 0.0247
cge04915 Estrogen sig-ling pathway7 97 0.66 0.0172 - - - -
cge00630 Glyoxylate and dicarboxylate metabolism4 27 0.97 0.0178 4 27 1.19 0.0036
cge04141 Protein processing in endoplasmic reticulum8 128 0.6 0.0178 6 128 0.69 0.0197
cge00640 Propanoate metabolism4 28 0.96 0.018 6 28 1.35 2.10E-05



cge05418 Fluid shear stress and atherosclerosis7 100 0.65 0.018 6 100 0.79 0.0082
cge05200 Pathways in cancer 15 391 0.39 0.0216 10 391 0.42 0.0425
cge00604 Glycosphingolipid biosynthesis - ganglio series3 14 1.13 0.0233 - - - -
cge01524 Platinum drug resistance5 53 0.78 0.0233 - - - -
cge05204 Chemical carcinogenesis5 53 0.78 0.0233 - - - -
cge05205 Proteoglycans in cancer8 140 0.56 0.0233 6 140 0.65 0.0261
cge00603 Glycosphingolipid biosynthesis - globo and isoglobo series3 15 1.1 0.0255 - - - -
cge00513 Various types of N-glycan biosynthesis4 36 0.85 0.0327 3 36 0.94 0.0449
cge04614 Renin-angiotensin system3 17 1.05 0.0329 - - - -
cge04810 Regulation of actin cytoskeleton8 153 0.52 0.0344 6 153 0.61 0.0357
cge05016 Huntington disease 10 230 0.44 0.0399 15 230 0.83 6.36E-07
cge00040 Pentose and glucuro-te interconversions3 19 1 0.04 - - - -
cge00650 Butanoate metabolism3 19 1 0.04 3 19 1.21 0.0132
cge05010 Alzheimer disease 11 273 0.41 0.0418 17 273 0.81 1.50E-07
cge04270 Vascular smooth muscle contraction6 97 0.59 0.0438 - - - -
cge00020 Citrate cycle (TCA cycle)- - - - 11 27 1.63 4.99E-12
cge05014 Amyotrophic lateral sclerosis- - - - 16 278 0.78 8.78E-07
cge04714 Thermogenesis- - - - 10 179 0.76 0.00035
cge00190 Oxidative phosphorylation- - - - 8 112 0.87 0.00042
cge00062 Fatty acid elongation- - - - 4 21 1.3 0.0017
cge05017 Spinocerebellar ataxia- - - - 7 105 0.84 0.0019
cge00620 Pyruvate metabolism- - - - 4 27 1.19 0.0036
cge03030 D- replication- - - - 4 27 1.19 0.0036
cge00071 Fatty acid degradation- - - - 4 36 1.06 0.0082
cge00330 Arginine and proline metabolism- - - - 4 36 1.06 0.0082
cge00970 Aminoacyl-tR- biosynthesis- - - - 4 36 1.06 0.0082
cge03050 Proteasome- - - - 4 37 1.05 0.0082
cge01210 2-Oxocarboxylic acid metabolism- - - - 3 16 1.29 0.0091



cge03015 mR- surveillance pathway- - - - 5 73 0.85 0.0108
cge01212 Fatty acid metabolism- - - - 4 46 0.96 0.0146
cge00410 beta-Alanine metabolism- - - - 3 24 1.11 0.022
cge00010 Glycolysis / Gluconeogenesis- - - - 4 55 0.88 0.0241
cge04210 Apoptosis - - - - 5 92 0.75 0.0241
cge04110 Cell cycle - - - - 5 99 0.72 0.0283
cge00072 Synthesis and degradation of ketone bodies- - - - 2 9 1.36 0.0381
cge05169 Epstein-Barr virus infection- - - - 6 163 0.58 0.0443
cge04932 Non-alcoholic fatty liver disease- - - - 5 118 0.64 0.0471



FUNCTION_D7_10mM_UP
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0005488Binding 320 13754 0.18 4.92E-30 172 13754 0.21 8.47E-23
GO:0005515Protein binding 224 7697 0.27 1.62E-25 126 7697 0.32 1.03E-19
GO:0003824Catalytic activity 159 6043 0.23 1.51E-10 - - - -
GO:0036094Small molecule binding94 2793 0.34 2.94E-10 47 2793 0.33 8.36E-05
GO:0043167Ion binding 151 5669 0.24 2.94E-10 76 5669 0.24 6.64E-05
GO:0019899Enzyme binding 85 2431 0.35 5.91E-10 44 2431 0.37 4.78E-05
GO:0044877Protein-containing complex binding66 1625 0.42 6.08E-10 38 1625 0.48 1.07E-06
GO:0042802Identical protein binding78 2174 0.37 1.43E-09 50 2174 0.47 2.90E-09
GO:0000166Nucleotide binding 83 2478 0.34 6.80E-09 39 2478 0.31 0.0036
GO:0043168Anion binding 87 2671 0.32 6.80E-09 38 2671 0.26 0.0228
GO:0097367Carbohydrate derivative binding78 2440 0.32 2.05E-07 38 2440 0.3 0.0053
GO:0008092Cytoskeletal protein binding48 1184 0.42 6.05E-07 31 1184 0.53 2.90E-06
GO:0032553Ribonucleotide binding69 2149 0.32 1.79E-06 - - - -
GO:0017076Purine nucleotide binding68 2148 0.31 3.69E-06 - - - -
GO:0035639Purine ribonucleoside triphosphate binding66 2054 0.32 3.69E-06 - - - -
GO:0032555Purine ribonucleotide binding67 2130 0.31 5.53E-06 - - - -
GO:0016491Oxidoreductase activity36 858 0.43 2.30E-05 - - - -
GO:0016787Hydrolase activity 72 2470 0.28 2.57E-05 - - - -
GO:0046872Metal ion binding 94 3580 0.23 2.57E-05 49 3580 0.24 0.0081
GO:0043169Cation binding 95 3679 0.22 4.18E-05 - - - -
GO:0003779Actin binding 25 481 0.53 4.45E-05 - - - -
GO:0017111Nucleoside-triphosphatase activity30 670 0.46 5.85E-05 - - - -
GO:0019829ATPase-coupled cation transmembrane transporter activity9 54 1.03 6.27E-05 - - - -
GO:0140657ATP-dependent activity28 652 0.44 0.00028 - - - -
GO:0051015Actin filament binding16 245 0.63 0.00032 - - - -
GO:0005524ATP binding 51 1663 0.3 0.00037 - - - -



GO:0032559Adenyl ribonucleotide binding52 1731 0.29 5.00E-04 28 1731 0.32 0.0228
GO:1901363Heterocyclic compound binding131 6088 0.14 0.0015 81 6088 0.23 4.31E-05
GO:0046983Protein dimerization activity35 1036 0.34 0.0019 - - - -
GO:0005102Sig-ling receptor binding44 1451 0.29 0.0021 29 1451 0.41 0.00084
GO:0016853Isomerase activity 13 198 0.63 0.0021 - - - -
GO:0042803Protein homodimerization activity27 712 0.39 0.0024 16 712 0.46 0.0219
GO:0097159Organic cyclic compound binding131 6155 0.14 0.0024 81 6155 0.23 5.32E-05
GO:0004177Aminopeptidase activity6 39 1 0.005 - - - -
GO:0048029Monosaccharide binding8 83 0.79 0.0062 - - - -
GO:0043394Proteoglycan binding 6 43 0.96 0.0065 4 43 1.08 0.0456
GO:0046914Transition metal ion binding34 1072 0.31 0.0065 - - - -
GO:0046961Proton-transporting ATPase activity, rotatio-l mechanism5 25 1.11 0.0065 - - - -
GO:0050750Low-density lipoprotein particle receptor binding5 25 1.11 0.0065 - - - -
GO:0051020GTPase binding 17 364 0.48 0.0065 - - - -
GO:0061135Endopeptidase regulator activity11 165 0.63 0.0065 - - - -
GO:0005509Calcium ion binding25 686 0.37 0.0067 - - - -
GO:0061134Peptidase regulator activity12 199 0.59 0.0067 - - - -
GO:0070006Metalloaminopeptidase activity5 27 1.08 0.0072 - - - -
GO:0005178Integrin binding 10 145 0.65 0.0082 - - - -
GO:0016887ATP hydrolysis activity16 343 0.48 0.0082 - - - -
GO:0050840Extracellular matrix binding7 68 0.82 0.0084 - - - -
GO:0019904Protein domain specific binding29 883 0.33 0.0094 24 883 0.54 5.61E-05
GO:0004364Glutathione transferase activity5 30 1.03 0.0099 - - - -
GO:0016614Oxidoreductase activity, acting on CH-OH group of donors10 152 0.63 0.0108 - - - -
GO:0005518Collagen binding 7 72 0.8 0.0109 - - - -
GO:0031267Small GTPase binding15 330 0.47 0.0154 - - - -
GO:0008289Lipid binding 26 794 0.33 0.0197 17 794 0.44 0.0228
GO:0005391P-type sodium:potassium-exchanging transporter activity3 7 1.44 0.02 - - - -



GO:0019003GDP binding 7 81 0.75 0.02 - - - -
GO:0072341Modified amino acid binding7 84 0.73 0.0234 - - - -
GO:0004301Epoxide hydrolase activity3 8 1.38 0.0252 - - - -
GO:0008235Metalloexopeptidase activity6 61 0.8 0.0253 - - - -
GO:0030246Carbohydrate binding12 241 0.51 0.0253 - - - -
GO:0005543Phospholipid binding19 512 0.38 0.0255 - - - -
GO:0004866Endopeptidase inhibitor activity9 144 0.61 0.0262 - - - -
GO:0015662P-type ion transporter activity4 22 1.07 0.027 - - - -
GO:0005525GTP binding 17 437 0.4 0.0287 - - - -
GO:0016874Ligase activity 10 179 0.56 0.0287 - - - -
GO:0043236Laminin binding 5 41 0.9 0.0287 - - - -
GO:0043237laminin-1 binding 3 9 1.33 0.0294 - - - -
GO:0003924GTPase activity 14 325 0.45 0.0316 - - - -
GO:0019900Ki-se binding 28 929 0.29 0.0328 - - - -
GO:0016765Transferase activity, transferring alkyl or aryl (other than methyl) groups6 67 0.76 0.0351 - - - -
GO:0019901Protein ki-se binding26 845 0.3 0.0363 - - - -
GO:0008238Exopeptidase activity7 95 0.68 0.0376 - - - -
GO:0050839Cell adhesion molecule binding14 335 0.43 0.0389 11 335 0.62 0.0133
GO:0003723R- binding - - - - 30 1541 0.4 0.00087
GO:0030554Adenyl nucleotide binding- - - - 29 1743 0.33 0.0142
GO:0003676Nucleic acid binding- - - - 47 3725 0.21 0.0456
GO:0003729mR- binding- - - - 14 385 0.67 0.00075
GO:0015631Tubulin binding- - - - 12 459 0.53 0.0327
GO:0003988acetyl-CoA C-acyltransferase activity- - - - 3 8 1.68 0.0118
GO:0019842Vitamin binding- - - - 9 136 0.93 0.00055
GO:0031406Carboxylic acid binding- - - - 7 159 0.75 0.0327
GO:0043177Organic acid binding- - - - 7 143 0.8 0.0217
GO:0003725Double-stranded R- binding- - - - 6 95 0.91 0.0186



GO:0033592R- strand annealing activity- - - - 3 11 1.54 0.0205
GO:0008022Protein C-terminus binding- - - - 9 252 0.66 0.0228



FUNCTION_D7_10mM_DOWN
#term ID term description.K1observed gene count.K1background gene count.K1strength.K1false discovery rate.K1observed gene count.DP12background gene count.DP12strength.DP12false discovery rate.DP12
GO:0003824Catalytic activity 195 6043 0.31 3.56E-24 136 6043 0.37 1.42E-23
GO:0005488Binding 315 13754 0.16 4.69E-24 194 13754 0.17 6.26E-15
GO:0005515Protein binding 201 7697 0.22 3.58E-14 110 7697 0.17 7.55E-05
GO:0016787Hydrolase activity 96 2470 0.39 9.77E-14 72 2470 0.48 6.30E-15
GO:0036094Small molecule binding94 2793 0.33 8.45E-10 77 2793 0.46 6.30E-15
GO:0000166Nucleotide binding 85 2478 0.34 4.53E-09 71 2478 0.47 1.44E-14
GO:0044877Protein-containing complex binding65 1625 0.4 4.53E-09 45 1625 0.46 2.93E-08
GO:0097367Carbohydrate derivative binding80 2440 0.32 1.22E-07 68 2440 0.46 2.29E-13
GO:0097159Organic cyclic compound binding152 6155 0.2 1.90E-07 105 6155 0.25 1.34E-08
GO:0019899Enzyme binding 79 2431 0.31 1.99E-07 52 2431 0.35 4.21E-06
GO:0017076Purine nucleotide binding72 2148 0.33 3.52E-07 62 2148 0.48 1.28E-12
GO:1901363Heterocyclic compound binding148 6088 0.19 9.12E-07 105 6088 0.25 7.13E-09
GO:0043168Anion binding 82 2671 0.29 9.17E-07 75 2671 0.46 6.30E-15
GO:0032555Purine ribonucleotide binding70 2130 0.32 1.11E-06 61 2130 0.47 2.95E-12
GO:0043167Ion binding 138 5669 0.19 3.28E-06 112 5669 0.31 1.11E-13
GO:0042802Identical protein binding68 2174 0.3 1.05E-05 50 2174 0.38 9.82E-07
GO:0035639Purine ribonucleoside triphosphate binding65 2054 0.3 1.37E-05 59 2054 0.47 6.89E-12
GO:0003723R- binding 53 1541 0.34 2.08E-05 44 1541 0.47 1.98E-08
GO:0017111Nucleoside-triphosphatase activity31 670 0.47 3.10E-05 26 670 0.61 4.65E-07
GO:0030554Adenyl nucleotide binding57 1743 0.32 3.10E-05 52 1743 0.49 7.36E-11
GO:0016462Pyrophosphatase activity32 721 0.45 4.34E-05 - - - -
GO:0140640Catalytic activity, acting on a nucleic acid29 618 0.47 5.17E-05 22 618 0.57 2.62E-05
GO:0033218Amide binding 23 417 0.54 5.68E-05 - - - -
GO:0004553Hydrolase activity, hydrolyzing O-glycosyl compounds11 94 0.87 8.58E-05 7 94 0.89 0.0039
GO:0032559Adenyl ribonucleotide binding55 1731 0.3 9.35E-05 51 1731 0.49 1.95E-10
GO:0140098Catalytic activity, acting on R-21 377 0.55 0.00014 12 377 0.52 0.0219



GO:0016798Hydrolase activity, acting on glycosyl bonds12 128 0.77 0.00021 8 128 0.81 0.0038
GO:0046983Protein dimerization activity38 1036 0.37 0.00022 - - - -
GO:0016491Oxidoreductase activity33 858 0.39 4.00E-04 20 858 0.38 0.0178
GO:0004386Helicase activity 13 174 0.68 0.00075 14 174 0.92 5.11E-07
GO:0140657ATP-dependent activity27 652 0.42 0.00083 32 652 0.71 2.73E-11
GO:0005524ATP binding 50 1663 0.28 0.0011 49 1663 0.49 5.68E-10
GO:0016765Transferase activity, transferring alkyl or aryl (other than methyl) groups8 67 0.88 0.0019 5 67 0.89 0.0301
GO:0042803Protein homodimerization activity27 712 0.38 0.0034 18 712 0.42 0.015
GO:0019904Protein domain specific binding31 883 0.35 0.0036 - - - -
GO:0003724R- helicase activity 8 79 0.81 0.0051 7 79 0.96 0.0015
GO:0016887ATP hydrolysis activity16 343 0.47 0.0134 20 343 0.78 5.22E-08
GO:0008092Cytoskeletal protein binding36 1184 0.29 0.0135 24 1184 0.32 0.0281
GO:0004364Glutathione transferase activity5 30 1.02 0.0145 4 30 1.14 0.0177
GO:0005528FK506 binding 3 5 1.58 0.0145 - - - -
GO:0016740Transferase activity 61 2430 0.2 0.0157 - - - -
GO:0003924GTPase activity 15 325 0.47 0.0212 - - - -
GO:0043169Cation binding 83 3679 0.16 0.0307 63 3679 0.25 0.00027
GO:0016651Oxidoreductase activity, acting on -D(P)H7 83 0.73 0.034 - - - -
GO:0003729mR- binding 16 385 0.42 0.0356 - - - -
GO:0003730mR- 3-UTR binding 8 111 0.66 0.0356 - - - -
GO:0019901Protein ki-se binding27 845 0.31 0.0356 - - - -
GO:0048306Calcium-dependent protein binding7 84 0.72 0.0356 - - - -
GO:0004563beta-N-acetylhexosaminidase activity3 9 1.33 0.0439 - - - -
GO:0003899D--directed 5-3 R- polymerase activity4 23 1.04 0.0443 - - - -
GO:0005509Calcium ion binding23 686 0.33 0.0444 17 686 0.41 0.0238
GO:0046872Metal ion binding 80 3580 0.15 0.0444 61 3580 0.25 0.00046
GO:0005525GTP binding 17 437 0.39 0.0448 - - - -
GO:0016874Ligase activity- - - - 17 179 0.99 1.29E-09



GO:0003678D- helicase activity- - - - 8 80 1.02 2.00E-04
GO:0051015Actin filament binding- - - - 12 245 0.71 0.00067
GO:0008094ATP-dependent activity, acting on D-- - - - 9 132 0.85 0.00078
GO:0043531ADP binding- - - - 6 47 1.12 0.00097
GO:0140097Catalytic activity, acting on D-- - - - 12 259 0.68 0.0011
GO:0000104Succi-te dehydroge-se activity- - - - 3 3 2.02 0.0014
GO:0008233Peptidase activity- - - - 18 613 0.48 0.003
GO:0003697Single-stranded D- binding- - - - 8 133 0.8 0.0046
GO:0052689Carboxylic ester hydrolase activity- - - - 9 180 0.72 0.0062
GO:0016885Ligase activity, forming carbon-carbon bonds- - - - 3 8 1.59 0.0092
GO:0000049tR- binding - - - - 6 77 0.91 0.0097
GO:0004812aminoacyl-tR- ligase activity- - - - 5 51 1.01 0.0128
GO:0016627Oxidoreductase activity, acting on the CH-CH group of donors- - - - 5 53 0.99 0.0146
GO:0051087Chaperone binding- - - - 7 124 0.77 0.0164
GO:0051082Unfolded protein binding- - - - 7 126 0.76 0.0177
GO:0003676Nucleic acid binding- - - - 56 3725 0.19 0.0226
GO:0016811Hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides- - - - 5 61 0.93 0.0232
GO:0046933Proton-transporting ATP synthase activity, rotatio-l mechanism- - - - 3 13 1.38 0.0237
GO:00005143-sulfino-L-alanine: proton, glutamate antiporter activity- - - - 2 2 2.02 0.0281
GO:0000515Aspartate:glutamate, proton antiporter activity- - - - 2 2 2.02 0.0281
GO:0004658propionyl-CoA carboxylase activity- - - - 2 2 2.02 0.0281
GO:0008177Succi-te dehydroge-se (ubiquinone) activity- - - - 2 2 2.02 0.0281
GO:0030246Carbohydrate binding- - - - 9 241 0.59 0.033
GO:0002161aminoacyl-tR- editing activity- - - - 3 16 1.29 0.0344
GO:0008237Metallopeptidase activity- - - - 8 196 0.63 0.0359
GO:0016877Ligase activity, forming carbon-sulfur bonds- - - - 4 40 1.02 0.0362
GO:0004180Carboxypeptidase activity- - - - 4 41 1.01 0.0389
GO:0004185Serine-type carboxypeptidase activity- - - - 2 3 1.84 0.0389



GO:0004822isoleucine-tR- ligase activity- - - - 2 3 1.84 0.0389
GO:0036121Double-stranded D- helicase activity- - - - 2 3 1.84 0.0389
GO:0003779Actin binding- - - - 13 481 0.45 0.0395
GO:0004175Endopeptidase activity- - - - 12 420 0.47 0.0395
GO:0016903Oxidoreductase activity, acting on the aldehyde or oxo group of donors- - - - 6 112 0.75 0.0395
GO:0004222Metalloendopeptidase activity- - - - 6 116 0.73 0.0452



PROCESS_D7_10mM_DOWN
#term ID term description.K1observed gene count.K1background gene count.K1strength.K1false discovery rate.K1observed gene count.DP12background gene count.DP12strength.DP12false discovery rate.DP12
GO:0008152Metabolic process 237 8581 0.24 4.78E-22 165 8581 0.3 3.30E-24
GO:0071704Organic substance metabolic process224 8137 0.24 8.50E-20 162 8137 0.32 7.22E-25
GO:0009987Cellular process 333 15994 0.12 1.82E-18 204 15994 0.12 3.42E-11
GO:0044238Primary metabolic process206 7736 0.23 2.15E-15 154 7736 0.32 6.80E-23
GO:0044237Cellular metabolic process192 7040 0.24 8.45E-15 137 7040 0.31 1.62E-17
GO:0006807Nitrogen compound metabolic process193 7145 0.23 1.54E-14 135 7145 0.29 6.16E-16
GO:0034641Cellular nitrogen compound metabolic process121 3820 0.3 2.22E-11 85 3820 0.36 2.70E-11
GO:1901564Organonitrogen compound metabolic process149 5394 0.24 2.70E-10 107 5394 0.31 3.18E-12
GO:1901575Organic substance catabolic process67 1714 0.39 1.48E-08 51 1714 0.49 8.34E-10
GO:0033036Macromolecule localization81 2366 0.34 4.10E-08 NA NA NA NA
GO:0009056Catabolic process 72 1999 0.36 6.82E-08 55 1999 0.46 1.61E-09
GO:0071840Cellular component organization or biogenesis148 5887 0.2 3.42E-07 90 5887 0.2 0.00026
GO:0070727Cellular macromolecule localization68 1929 0.35 5.32E-07 NA NA NA NA
GO:0051179Localization 120 4471 0.23 8.67E-07 NA NA NA NA
GO:0008104Protein localization 67 1924 0.34 1.03E-06 NA NA NA NA
GO:0046483Heterocycle metabolic process89 2937 0.28 1.03E-06 66 2937 0.37 2.14E-08
GO:0043170Macromolecule metabolic process151 6322 0.18 5.40E-06 104 6322 0.23 4.06E-07
GO:0051641Cellular localization81 2661 0.29 5.40E-06 NA NA NA NA
GO:1901360Organic cyclic compound metabolic process92 3212 0.26 6.41E-06 71 3212 0.36 8.43E-09
GO:0006139Nucleobase-containing compound metabolic process83 2791 0.28 8.01E-06 65 2791 0.38 9.31E-09
GO:0033365Protein localization to organelle35 739 0.48 1.07E-05 NA NA NA NA
GO:0044085Cellular component biogenesis83 2815 0.27 1.07E-05 51 2815 0.27 0.0013
GO:0072594Establishment of protein localization to organelle23 344 0.63 1.07E-05 NA NA NA NA
GO:0046907Intracellular transport49 1297 0.38 1.36E-05 NA NA NA NA
GO:0006725Cellular aromatic compound metabolic process86 2992 0.26 1.49E-05 69 2992 0.38 3.23E-09
GO:0016043Cellular component organization136 5621 0.19 1.66E-05 84 5621 0.19 0.0013



GO:0006886Intracellular protein transport32 669 0.48 2.84E-05 NA NA NA NA
GO:0045184Establishment of protein localization45 1173 0.39 3.01E-05 24 1173 0.33 0.0398
GO:0043603Cellular amide metabolic process43 1102 0.39 3.66E-05 32 1102 0.48 1.52E-05
GO:1901565Organonitrogen compound catabolic process42 1061 0.4 3.66E-05 26 1061 0.41 0.0028
GO:0071705Nitrogen compound transport51 1456 0.35 5.35E-05 30 1456 0.33 0.01
GO:0044281Small molecule metabolic process56 1690 0.32 6.89E-05 60 1690 0.57 2.40E-15
GO:1901136Carbohydrate derivative catabolic process14 150 0.77 0.00011 NA NA NA NA
GO:0006996Organelle organization95 3632 0.22 0.00014 58 3632 0.22 0.0077
GO:0044248Cellular catabolic process52 1557 0.33 0.00015 39 1557 0.41 1.84E-05
GO:0051234Establishment of localization98 3839 0.21 0.00024 58 3839 0.2 0.025
GO:0006810Transport 94 3660 0.21 0.00033 NA NA NA NA
GO:0022607Cellular component assembly71 2516 0.25 0.00042 45 2516 0.27 0.0054
GO:0016042Lipid catabolic process18 285 0.6 0.00045 10 285 0.56 0.0425
GO:0046479Glycosphingolipid catabolic process6 18 1.33 0.00045 NA NA NA NA
GO:0015031Protein transport 39 1062 0.37 0.00047 NA NA NA NA
GO:0048519Negative regulation of biological process124 5319 0.17 0.00047 NA NA NA NA
GO:0051649Establishment of localization in cell53 1689 0.3 0.00055 NA NA NA NA
GO:0044242Cellular lipid catabolic process14 182 0.69 0.00071 8 182 0.66 0.0397
GO:1901135Carbohydrate derivative metabolic process37 1002 0.37 0.00071 35 1002 0.56 4.57E-08
GO:0010467Gene expression 67 2399 0.25 0.001 44 2399 0.28 0.0041
GO:0048523Negative regulation of cellular process112 4752 0.18 0.001 NA NA NA NA
GO:0010941Regulation of cell death53 1740 0.29 0.0011 NA NA NA NA
GO:0016070RNA metabolic process49 1558 0.3 0.0012 29 1558 0.29 0.0436
GO:0071702Organic substance transport55 1835 0.28 0.0012 NA NA NA NA
GO:0046514Ceramide catabolic process6 24 1.2 0.0014 NA NA NA NA
GO:0090304Nucleic acid metabolic process63 2240 0.25 0.0015 40 2240 0.27 0.013
GO:0006575Cellular modified amino acid metabolic process14 201 0.65 0.0017 9 201 0.67 0.0191
GO:0051128Regulation of cellular component organization68 2504 0.24 0.0018 NA NA NA NA



GO:0010035Response to inorganic substance25 577 0.44 0.0021 18 577 0.51 0.003
GO:0009058Biosynthetic process70 2636 0.23 0.0025 NA NA NA NA
GO:0061640Cytoskeleton-dependent cytokinesis10 104 0.79 0.0025 NA NA NA NA
GO:1901576Organic substance biosynthetic process69 2581 0.23 0.0025 50 2581 0.3 0.00034
GO:0042981Regulation of apoptotic process47 1531 0.29 0.0029 NA NA NA NA
GO:0009410Response to xenobiotic stimulus22 483 0.46 0.0031 17 483 0.56 0.0012
GO:0009057Macromolecule catabolic process34 967 0.35 0.0035 24 967 0.41 0.0044
GO:0010243Response to organonitrogen compound36 1056 0.34 0.0037 NA NA NA NA
GO:0019538Protein metabolic process102 4367 0.17 0.0037 72 4367 0.23 0.00037
GO:0032502Developmental process123 5590 0.15 0.0057 NA NA NA NA
GO:0060548Negative regulation of cell death37 1125 0.32 0.0057 NA NA NA NA
GO:0006749Glutathione metabolic process8 72 0.85 0.0061 NA NA NA NA
GO:0010033Response to organic substance72 2827 0.21 0.0061 49 2827 0.26 0.0052
GO:0006605Protein targeting 14 234 0.58 0.0064 NA NA NA NA
GO:0006689Ganglioside catabolic process4 9 1.45 0.0064 NA NA NA NA
GO:0006790Sulfur compound metabolic process17 333 0.51 0.0064 17 333 0.72 1.73E-05
GO:1901698Response to nitrogen compound37 1149 0.31 0.0077 NA NA NA NA
GO:0006396RNA processing 32 941 0.33 0.0095 NA NA NA NA
GO:0051248Negative regulation of protein metabolic process34 1035 0.32 0.0106 22 1035 0.34 0.0415
GO:0032879Regulation of localization60 2276 0.22 0.0109 NA NA NA NA
GO:0044249Cellular biosynthetic process64 2480 0.21 0.0109 47 2480 0.29 0.001
GO:0022613Ribonucleoprotein complex biogenesis24 616 0.39 0.011 NA NA NA NA
GO:0006397mRNA processing 20 462 0.44 0.0112 NA NA NA NA
GO:0030163Protein catabolic process27 741 0.36 0.0112 19 741 0.43 0.0143
GO:0051129Negative regulation of cellular component organization27 740 0.36 0.0112 18 740 0.4 0.0326
GO:0019752Carboxylic acid metabolic process31 917 0.33 0.0125 35 917 0.6 7.36E-09
GO:0016192Vesicle-mediated transport38 1231 0.29 0.0126 NA NA NA NA
GO:0065008Regulation of biological quality89 3854 0.17 0.0171 59 3854 0.2 0.0163



GO:0051664Nuclear pore localization3 4 1.68 0.0176 NA NA NA NA
GO:0006664Glycolipid metabolic process8 89 0.76 0.019 NA NA NA NA
GO:0000398mRNA splicing, via spliceosome14 267 0.52 0.0192 NA NA NA NA
GO:1990542Mitochondrial transmembrane transport8 91 0.75 0.0207 8 91 0.96 0.00092
GO:0019693Ribose phosphate metabolic process19 456 0.42 0.023 23 456 0.72 1.32E-07
GO:0009313Oligosaccharide catabolic process4 15 1.23 0.0237 NA NA NA NA
GO:0010038Response to metal ion17 384 0.45 0.025 14 384 0.58 0.0046
GO:0007160Cell-matrix adhesion 9 121 0.67 0.0252 NA NA NA NA
GO:0043066Negative regulation of apoptotic process31 967 0.31 0.0261 NA NA NA NA
GO:0043086Negative regulation of catalytic activity25 707 0.35 0.0265 NA NA NA NA
GO:0072521Purine-containing compound metabolic process19 465 0.41 0.0275 24 465 0.73 3.83E-08
GO:1902904Negative regulation of supramolecular fiber organization11 182 0.58 0.0275 NA NA NA NA
GO:0006629Lipid metabolic process36 1202 0.28 0.0279 26 1202 0.35 0.0133
GO:0050808Synapse organization16 357 0.45 0.0311 NA NA NA NA
GO:0006518Peptide metabolic process28 850 0.32 0.0325 21 850 0.41 0.0114
GO:0007010Cytoskeleton organization38 1308 0.27 0.0325 NA NA NA NA
GO:1901657Glycosyl compound metabolic process7 75 0.77 0.0328 NA NA NA NA
GO:0006163Purine nucleotide metabolic process18 436 0.42 0.033 23 436 0.74 5.94E-08
GO:1901700Response to oxygen-containing compound45 1648 0.24 0.033 33 1648 0.32 0.008
GO:0007275Multicellular organism development96 4353 0.15 0.0341 NA NA NA NA
GO:0033554Cellular response to stress44 1609 0.24 0.0364 NA NA NA NA
GO:0048856Anatomical structure development110 5157 0.13 0.0371 NA NA NA NA
GO:0009259Ribonucleotide metabolic process18 443 0.41 0.0375 NA NA NA NA
GO:0031344Regulation of cell projection organization26 776 0.33 0.0383 NA NA NA NA
GO:1901362Organic cyclic compound biosynthetic process30 957 0.3 0.0403 21 957 0.36 0.0383
GO:0009628Response to abiotic stimulus35 1190 0.27 0.0416 NA NA NA NA
GO:0061684Chaperone-mediated autophagy3 7 1.43 0.0425 NA NA NA NA
GO:0070887Cellular response to chemical stimulus64 2646 0.19 0.0425 NA NA NA NA



GO:0006508Proteolysis 35 1197 0.27 0.045 31 1197 0.43 0.00021
GO:0022402Cell cycle process 27 831 0.31 0.045 NA NA NA NA
GO:0099563Modification of synaptic structure4 20 1.1 0.0478 NA NA NA NA
GO:0018130Heterocycle biosynthetic process27 836 0.31 0.048 19 836 0.37 0.0435
GO:0048518Positive regulation of biological process130 6368 0.11 0.049 NA NA NA NA
GO:0006099Tricarboxylic acid cycleNA NA NA NA 10 35 1.47 9.69E-09
GO:0045333Cellular respirationNA NA NA NA 16 166 1 1.62E-08
GO:0006091Generation of precursor metabolites and energyNA NA NA NA 22 416 0.74 1.32E-07
GO:0009060Aerobic respirationNA NA NA NA 14 139 1.02 1.32E-07
GO:0009150Purine ribonucleotide metabolic processNA NA NA NA 22 421 0.73 1.56E-07
GO:0015980Energy derivation by oxidation of organic compoundsNA NA NA NA 17 235 0.88 1.68E-07
GO:0055086Nucleobase-containing small molecule metabolic processNA NA NA NA 25 582 0.65 4.06E-07
GO:0072522Purine-containing compound biosynthetic processNA NA NA NA 13 179 0.88 1.59E-05
GO:0019637Organophosphate metabolic processNA NA NA NA 29 934 0.51 1.67E-05
GO:0043648Dicarboxylic acid metabolic processNA NA NA NA 10 93 1.05 1.84E-05
GO:0009144Purine nucleoside triphosphate metabolic processNA NA NA NA 14 237 0.79 4.69E-05
GO:0051246Regulation of protein metabolic processNA NA NA NA 54 2708 0.32 5.88E-05
GO:0006164Purine nucleotide biosynthetic processNA NA NA NA 12 171 0.86 6.25E-05
GO:0034248Regulation of cellular amide metabolic processNA NA NA NA 21 592 0.57 0.00014
GO:0046390Ribose phosphate biosynthetic processNA NA NA NA 12 186 0.83 0.00014
GO:0009205Purine ribonucleoside triphosphate metabolic processNA NA NA NA 13 232 0.76 2.00E-04
GO:0009152Purine ribonucleotide biosynthetic processNA NA NA NA 11 161 0.85 0.00023
GO:0032508DNA duplex unwindingNA NA NA NA 9 103 0.96 0.00032
GO:0046034ATP metabolic processNA NA NA NA 12 205 0.78 0.00032
GO:0006417Regulation of translationNA NA NA NA 19 531 0.57 0.00037
GO:1901566Organonitrogen compound biosynthetic processNA NA NA NA 36 1579 0.37 0.00038
GO:0006950Response to stressNA NA NA NA 57 3187 0.27 0.00055
GO:0044282Small molecule catabolic processNA NA NA NA 15 354 0.64 0.00061



GO:2000112Regulation of cellular macromolecule biosynthetic processNA NA NA NA 20 613 0.53 0.00064
GO:0010608Post-transcriptional regulation of gene expressionNA NA NA NA 20 623 0.52 0.00079
GO:0009145Purine nucleoside triphosphate biosynthetic processNA NA NA NA 7 63 1.06 0.00089
GO:0042776Proton motive force-driven mitochondrial ATP synthesisNA NA NA NA 5 22 1.37 0.00094
GO:0045862Positive regulation of proteolysisNA NA NA NA 14 361 0.6 0.0028
GO:0000727Double-strand break repair via break-induced replicationNA NA NA NA 4 13 1.5 0.0029
GO:0006754ATP biosynthetic processNA NA NA NA 6 53 1.07 0.0034
GO:0033875Ribonucleoside bisphosphate metabolic processNA NA NA NA 8 114 0.86 0.0037
GO:0034032Purine nucleoside bisphosphate metabolic processNA NA NA NA 8 114 0.86 0.0037
GO:0006793Phosphorus metabolic processNA NA NA NA 38 1940 0.31 0.0041
GO:0044271Cellular nitrogen compound biosynthetic processNA NA NA NA 34 1662 0.33 0.0046
GO:0044260Cellular macromolecule metabolic processNA NA NA NA 49 2825 0.26 0.0051
GO:0006520Cellular amino acid metabolic processNA NA NA NA 12 293 0.63 0.0055
GO:0006637acyl-CoA metabolic processNA NA NA NA 7 90 0.91 0.0055
GO:0032787Monocarboxylic acid metabolic processNA NA NA NA 18 615 0.48 0.0055
GO:0006796Phosphate-containing compound metabolic processNA NA NA NA 37 1919 0.3 0.0062
GO:0019318Hexose metabolic processNA NA NA NA 10 208 0.7 0.0064
GO:0043933Protein-containing complex organizationNA NA NA NA 31 1505 0.33 0.0081
GO:1902975Mitotic DNA replication initiationNA NA NA NA 3 6 1.72 0.0086
GO:0005975Carbohydrate metabolic processNA NA NA NA 16 527 0.5 0.0087
GO:0065003Protein-containing complex assemblyNA NA NA NA 28 1312 0.35 0.01
GO:0090407Organophosphate biosynthetic processNA NA NA NA 15 479 0.51 0.0102
GO:0006105Succinate metabolic processNA NA NA NA 3 7 1.65 0.0113
GO:0030162Regulation of proteolysisNA NA NA NA 19 724 0.44 0.0115
GO:0006270DNA replication initiationNA NA NA NA 4 23 1.26 0.013
GO:1901137Carbohydrate derivative biosynthetic processNA NA NA NA 16 550 0.48 0.013
GO:0010952Positive regulation of peptidase activityNA NA NA NA 9 188 0.7 0.0132
GO:0007005Mitochondrion organizationNA NA NA NA 14 439 0.52 0.0133



GO:0006268DNA unwinding involved in DNA replicationNA NA NA NA 4 24 1.24 0.0144
GO:0051560Mitochondrial calcium ion homeostasisNA NA NA NA 4 24 1.24 0.0144
GO:0016052Carbohydrate catabolic processNA NA NA NA 9 192 0.69 0.0146
GO:0061024Membrane organizationNA NA NA NA 18 684 0.44 0.0153
GO:0006399tRNA metabolic processNA NA NA NA 9 195 0.68 0.016
GO:0033260Nuclear DNA replicationNA NA NA NA 4 25 1.22 0.016
GO:0006418tRNA aminoacylation for protein translationNA NA NA NA 5 49 1.02 0.0163
GO:0015810Aspartate transmembrane transportNA NA NA NA 3 9 1.54 0.0174
GO:0022904Respiratory electron transport chainNA NA NA NA 6 84 0.87 0.0218
GO:0006104succinyl-CoA metabolic processNA NA NA NA 3 10 1.49 0.0219
GO:0007007Inner mitochondrial membrane organizationNA NA NA NA 4 28 1.17 0.0224
GO:2000114Regulation of establishment of cell polarityNA NA NA NA 4 29 1.16 0.0247
GO:1903311Regulation of mRNA metabolic processNA NA NA NA 11 313 0.56 0.0275
GO:0046395Carboxylic acid catabolic processNA NA NA NA 9 214 0.64 0.0277
GO:0044419Biological process involved in interspecies interaction between organismsNA NA NA NA 27 1351 0.32 0.0286
GO:0032760Positive regulation of tumor necrosis factor productionNA NA NA NA 6 91 0.84 0.0302
GO:0043467Regulation of generation of precursor metabolites and energyNA NA NA NA 7 129 0.75 0.0302
GO:0051702Biological process involved in interaction with symbiontNA NA NA NA 6 92 0.83 0.0313
GO:0042063GliogenesisNA NA NA NA 10 269 0.59 0.032
GO:0006119Oxidative phosphorylationNA NA NA NA 6 93 0.83 0.0326
GO:0044788Modulation by host of viral processNA NA NA NA 4 33 1.1 0.0351
GO:0070613Regulation of protein processingNA NA NA NA 5 61 0.93 0.0351
GO:0030048Actin filament-based movementNA NA NA NA 6 96 0.81 0.0362
GO:0044794Positive regulation by host of viral processNA NA NA NA 3 13 1.38 0.0362
GO:1903729Regulation of plasma membrane organizationNA NA NA NA 3 13 1.38 0.0362
GO:0030029Actin filament-based processNA NA NA NA 16 625 0.42 0.038
GO:0006428isoleucyl-tRNA aminoacylationNA NA NA NA 2 2 2.02 0.0417
GO:0042221Response to chemicalNA NA NA NA 64 4477 0.17 0.0417



GO:1903923Positive regulation of protein processing in phagocytic vesicleNA NA NA NA 2 2 2.02 0.0417
GO:1904024Negative regulation of glucose catabolic process to lactate via pyruvateNA NA NA NA 2 2 2.02 0.0417
GO:2000378Negative regulation of reactive oxygen species metabolic processNA NA NA NA 5 65 0.9 0.0417
GO:0043065Positive regulation of apoptotic processNA NA NA NA 15 577 0.43 0.0441
GO:0106074aminoacyl-tRNA metabolism involved in translational fidelityNA NA NA NA 3 15 1.32 0.0458
GO:0022604Regulation of cell morphogenesisNA NA NA NA 11 347 0.52 0.0499



KEGG_D7_30mM_UP
#term ID term description.NIST observed gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
cge01100 Metabolic pathways 102 1132 0.58 5.49E-27 56 1132 0.57 1.65E-14
cge04144 Endocytosis 33 183 0.88 1.64E-15 11 183 0.66 0.001
cge04145 Phagosome 23 106 0.96 3.44E-12 9 106 0.81 0.00058
cge03050 Proteasome 14 37 1.2 5.83E-10 6 37 1.09 0.00058
cge01200 Carbon metabolism 20 104 0.91 6.82E-10 10 104 0.86 0.00012
cge04810 Regulation of actin cytoskeleton 23 153 0.8 1.41E-09 NA NA NA NA
cge00480 Glutathione metabolism 15 52 1.08 1.47E-09 5 52 0.86 0.0098
cge05020 Prion disease 25 198 0.72 4.25E-09 15 198 0.76 8.33E-06
cge05012 Parkinson disease 24 183 0.74 4.44E-09 15 183 0.79 4.79E-06
cge04141 Protein processing in endoplasmic reticulum20 128 0.82 8.47E-09 16 128 0.98 8.32E-09
cge05170 Human immunodeficiency virus 1 infection23 174 0.74 8.47E-09 NA NA NA NA
cge05010 Alzheimer disease 28 273 0.63 1.71E-08 13 273 0.56 0.002
cge05132 Salmonella infection 22 172 0.73 2.79E-08 8 172 0.55 0.0211
cge05205 Proteoglycans in cancer 20 140 0.78 2.79E-08 NA NA NA NA
cge05016 Huntington disease 25 230 0.66 3.87E-08 13 230 0.63 0.00058
cge05200 Pathways in cancer 33 391 0.55 3.87E-08 NA NA NA NA
cge05146 Amoebiasis 14 67 0.94 1.02E-07 NA NA NA NA
cge00983 Drug metabolism - other enzymes 13 58 0.97 1.64E-07 NA NA NA NA
cge05418 Fluid shear stress and atherosclerosis16 100 0.83 2.19E-07 NA NA NA NA
cge04142 Lysosome 16 101 0.82 2.36E-07 NA NA NA NA
cge05017 Spinocerebellar ataxia 16 105 0.8 3.66E-07 NA NA NA NA
cge00980 Metabolism of xenobiotics by cytochrome P45011 45 1.01 8.48E-07 NA NA NA NA
cge05014 Amyotrophic lateral sclerosis 25 278 0.58 8.48E-07 23 278 0.8 2.20E-09
cge04140 Autophagy - animal 15 103 0.79 1.50E-06 NA NA NA NA
cge05165 Human papillomavirus infection 23 251 0.58 1.86E-06 9 251 0.43 0.0472
cge01524 Platinum drug resistance 11 53 0.94 3.12E-06 NA NA NA NA
cge05204 Chemical carcinogenesis 11 53 0.94 3.12E-06 NA NA NA NA
cge00010 Glycolysis / Gluconeogenesis 11 55 0.92 4.02E-06 6 55 0.92 0.0025



cge04510 Focal adhesion 16 136 0.69 6.53E-06 NA NA NA NA
cge04961 Endocrine and other factor-regulated calcium reabsorption9 35 1.03 7.26E-06 5 35 1.03 0.0028
cge00982 Drug metabolism - cytochrome P4509 37 1.01 1.05E-05 NA NA NA NA
cge04910 Insulin signaling pathway 13 101 0.73 2.75E-05 NA NA NA NA
cge04666 Fc gamma R-mediated phagocytosis11 70 0.82 2.81E-05 NA NA NA NA
cge04512 ECM-receptor interaction 10 57 0.87 3.22E-05 NA NA NA NA
cge04120 Ubiquitin mediated proteolysis 13 104 0.72 3.37E-05 7 104 0.71 0.008
cge04919 Thyroid hormone signaling pathway12 89 0.75 3.84E-05 6 89 0.71 0.0152
cge04721 Synaptic vesicle cycle 10 60 0.84 4.45E-05 NA NA NA NA
cge04540 Gap junction 10 63 0.82 6.38E-05 NA NA NA NA
cge05225 Hepatocellular carcinoma 14 131 0.65 6.78E-05 NA NA NA NA
cge04915 Estrogen signaling pathway 12 97 0.71 7.67E-05 NA NA NA NA
cge04962 Vasopressin-regulated water reabsorption8 38 0.95 8.06E-05 4 38 0.9 0.0184
cge04151 PI3K-Akt signaling pathway 20 261 0.51 8.82E-05 NA NA NA NA
cge05211 Renal cell carcinoma 9 52 0.86 8.82E-05 NA NA NA NA
cge01230 Biosynthesis of amino acids 10 67 0.8 8.95E-05 8 67 0.96 0.00025
cge05163 Human cytomegalovirus infection 16 177 0.58 9.56E-05 NA NA NA NA
cge04261 Adrenergic signaling in cardiomyocytes11 85 0.73 0.00011 6 85 0.73 0.0133
cge04966 Collecting duct acid secretion 6 20 1.1 0.00017 NA NA NA NA
cge04612 Antigen processing and presentation8 45 0.87 2.00E-04 NA NA NA NA
cge05100 Bacterial invasion of epithelial cells 9 61 0.79 0.00024 NA NA NA NA
cge04216 Ferroptosis 7 34 0.94 0.00027 6 34 1.12 0.00046
cge04730 Long-term depression 8 48 0.84 0.00029 NA NA NA NA
cge05323 Rheumatoid arthritis 9 64 0.77 0.00031 NA NA NA NA
cge00071 Fatty acid degradation 7 36 0.91 0.00035 4 36 0.92 0.0171
cge04114 Oocyte meiosis 10 82 0.71 0.00035 NA NA NA NA
cge04150 mTOR signaling pathway 12 120 0.62 0.00038 NA NA NA NA
cge04971 Gastric acid secretion 8 51 0.82 0.00038 5 51 0.87 0.0093
cge04720 Long-term potentiation 7 38 0.89 0.00044 NA NA NA NA
cge05203 Viral carcinogenesis 13 143 0.58 0.00045 NA NA NA NA



cge00052 Galactose metabolism 6 26 0.99 0.00047 3 26 0.94 0.0417
cge05230 Central carbon metabolism in cancer8 53 0.8 0.00047 4 53 0.76 0.0427
cge04918 Thyroid hormone synthesis 8 54 0.79 0.00051 7 54 0.99 0.00048
cge04014 Ras signaling pathway 14 170 0.54 6.00E-04 NA NA NA NA
cge00520 Amino sugar and nucleotide sugar metabolism7 41 0.85 0.00061 NA NA NA NA
cge00030 Pentose phosphate pathway 6 28 0.95 0.00063 3 28 0.91 0.0472
cge04071 Sphingolipid signaling pathway 10 92 0.66 7.00E-04 NA NA NA NA
cge04935 Growth hormone synthesis, secretion and action10 93 0.65 0.00075 NA NA NA NA
cge04976 Bile secretion 8 59 0.75 8.00E-04 5 59 0.81 0.0151
cge03013 RNA transport 12 135 0.57 0.00087 10 135 0.75 0.00058
cge01212 Fatty acid metabolism 7 46 0.8 0.0011 5 46 0.91 0.0073
cge03320 PPAR signaling pathway 8 63 0.73 0.0011 NA NA NA NA
cge04012 ErbB signaling pathway 8 62 0.73 0.0011 NA NA NA NA
cge04921 Oxytocin signaling pathway 10 98 0.63 0.0011 7 98 0.73 0.007
cge04726 Serotonergic synapse 9 82 0.66 0.0012 NA NA NA NA
cge05169 Epstein-Barr virus infection 13 163 0.52 0.0012 NA NA NA NA
cge00900 Terpenoid backbone biosynthesis 5 21 1 0.0013 5 21 1.25 0.00058
cge00061 Fatty acid biosynthesis 4 11 1.18 0.0014 NA NA NA NA
cge05152 Tuberculosis 11 124 0.57 0.0014 NA NA NA NA
cge00500 Starch and sucrose metabolism 5 22 0.98 0.0015 NA NA NA NA
cge04922 Glucagon signaling pathway 8 72 0.67 0.0023 6 72 0.8 0.0073
cge00562 Inositol phosphate metabolism 7 55 0.73 0.0024 NA NA NA NA
cge04152 AMPK signaling pathway 9 92 0.61 0.0024 6 92 0.69 0.0171
cge04934 Cushing syndrome 10 115 0.56 0.0029 NA NA NA NA
cge05414 Dilated cardiomyopathy 7 57 0.71 0.0029 4 57 0.72 0.05
cge00240 Pyrimidine metabolism 6 41 0.79 0.003 NA NA NA NA
cge04062 Chemokine signaling pathway 11 138 0.52 0.003 NA NA NA NA
cge04912 GnRH signaling pathway 7 58 0.7 0.003 NA NA NA NA
cge00620 Pyruvate metabolism 5 27 0.89 0.0031 4 27 1.05 0.0081
cge05142 Chagas disease 8 77 0.64 0.0031 NA NA NA NA



cge04146 Peroxisome 7 60 0.69 0.0035 7 60 0.95 0.00058
cge04925 Aldosterone synthesis and secretion7 60 0.69 0.0035 6 60 0.88 0.0035
cge00051 Fructose and mannose metabolism 5 29 0.86 0.0039 3 29 0.89 0.05
cge05134 Legionellosis 6 45 0.75 0.0042 5 45 0.92 0.007
cge04022 cGMP-PKG signaling pathway 9 103 0.56 0.0045 NA NA NA NA
cge04670 Leukocyte transendothelial migration8 83 0.61 0.0046 NA NA NA NA
cge04530 Tight junction 9 105 0.56 0.0049 NA NA NA NA
cge04611 Platelet activation 8 84 0.6 0.0049 NA NA NA NA
cge04066 HIF-1 signaling pathway 8 86 0.59 0.0055 6 86 0.72 0.0137
cge04360 Axon guidance 10 129 0.51 0.0055 NA NA NA NA
cge04927 Cortisol synthesis and secretion 6 49 0.71 0.0057 NA NA NA NA
cge04972 Pancreatic secretion 7 67 0.64 0.0057 NA NA NA NA
cge04660 T cell receptor signaling pathway 7 69 0.63 0.0065 NA NA NA NA
cge04916 Melanogenesis 7 69 0.63 0.0065 NA NA NA NA
cge00230 Purine metabolism 8 90 0.57 0.0067 NA NA NA NA
cge04137 Mitophagy - animal 6 51 0.69 0.0067 NA NA NA NA
cge00190 Oxidative phosphorylation 9 112 0.53 0.0068 NA NA NA NA
cge04728 Dopaminergic synapse 8 91 0.57 0.007 NA NA NA NA
cge04210 Apoptosis 8 92 0.56 0.0074 NA NA NA NA
cge04650 Natural killer cell mediated cytotoxicity7 72 0.61 0.0076 NA NA NA NA
cge04024 cAMP signaling pathway 10 140 0.48 0.0085 7 140 0.58 0.0252
cge05160 Hepatitis C 10 140 0.48 0.0085 NA NA NA NA
cge05206 MicroRNAs in cancer 9 117 0.51 0.0085 NA NA NA NA
cge04911 Insulin secretion 6 55 0.66 0.0087 4 55 0.74 0.0472
cge04371 Apelin signaling pathway 8 96 0.54 0.0089 NA NA NA NA
cge04270 Vascular smooth muscle contraction8 97 0.54 0.0094 NA NA NA NA
cge04015 Rap1 signaling pathway 10 144 0.46 0.0098 NA NA NA NA
cge04926 Relaxin signaling pathway 8 99 0.53 0.0103 NA NA NA NA
cge00270 Cysteine and methionine metabolism5 40 0.72 0.0109 NA NA NA NA
cge04924 Renin secretion 5 41 0.71 0.0119 NA NA NA NA



cge04928 Parathyroid hormone synthesis, secretion and action7 80 0.56 0.0119 NA NA NA NA
cge04913 Ovarian steroidogenesis 5 42 0.7 0.0128 4 42 0.86 0.0239
cge04072 Phospholipase D signaling pathway 8 104 0.51 0.0131 NA NA NA NA
cge04722 Neurotrophin signaling pathway 7 82 0.55 0.0131 NA NA NA NA
cge04714 Thermogenesis 11 179 0.41 0.014 8 179 0.53 0.0252
cge05145 Toxoplasmosis 7 84 0.54 0.0145 NA NA NA NA
cge05161 Hepatitis B 9 130 0.46 0.0145 NA NA NA NA
cge00630 Glyoxylate and dicarboxylate metabolism4 27 0.79 0.0146 NA NA NA NA
cge05034 Alcoholism 8 107 0.5 0.0146 NA NA NA NA
cge05412 Arrhythmogenic right ventricular cardiomyopathy5 44 0.68 0.0146 NA NA NA NA
cge04713 Circadian entrainment 6 64 0.59 0.015 NA NA NA NA
cge04010 MAPK signaling pathway 12 209 0.38 0.0152 NA NA NA NA
cge04725 Cholinergic synapse 7 86 0.53 0.0154 NA NA NA NA
cge04260 Cardiac muscle contraction 5 46 0.66 0.0166 4 46 0.82 0.0296
cge05133 Pertussis 5 46 0.66 0.0166 NA NA NA NA
cge04964 Proximal tubule bicarbonate reclamation3 14 0.95 0.0167 NA NA NA NA
cge00250 Alanine, aspartate and glutamate metabolism4 29 0.76 0.0172 NA NA NA NA
cge04973 Carbohydrate digestion and absorption4 29 0.76 0.0172 NA NA NA NA
cge04070 Phosphatidylinositol signaling system6 67 0.57 0.0173 NA NA NA NA
cge04929 GnRH secretion 5 47 0.65 0.0173 NA NA NA NA
cge05215 Prostate cancer 6 68 0.57 0.0182 NA NA NA NA
cge00380 Tryptophan metabolism 4 31 0.73 0.0205 NA NA NA NA
cge00100 Steroid biosynthesis 3 16 0.9 0.0218 3 16 1.15 0.0171
cge04970 Salivary secretion 5 51 0.61 0.0228 4 51 0.77 0.0391
cge05416 Viral myocarditis 5 51 0.61 0.0228 NA NA NA NA
cge03015 mRNA surveillance pathway 6 73 0.54 0.0239 6 73 0.79 0.0076
cge05135 Yersinia infection 7 97 0.48 0.0252 NA NA NA NA
cge05410 Hypertrophic cardiomyopathy 5 53 0.6 0.0256 NA NA NA NA
cge04213 Longevity regulating pathway - multiple species5 54 0.59 0.0272 NA NA NA NA
cge04933 AGE-RAGE signaling pathway in diabetic complications6 77 0.51 0.0292 NA NA NA NA



cge00040 Pentose and glucuronate interconversions3 19 0.82 0.0307 NA NA NA NA
cge00330 Arginine and proline metabolism 4 36 0.67 0.0307 NA NA NA NA
cge00650 Butanoate metabolism 3 19 0.82 0.0307 NA NA NA NA
cge00970 Aminoacyl-tRNA biosynthesis 4 36 0.67 0.0307 NA NA NA NA
cge04020 Calcium signaling pathway 8 129 0.41 0.0329 NA NA NA NA
cge04724 Glutamatergic synapse 6 81 0.49 0.0348 NA NA NA NA
cge05167 Kaposi sarcoma-associated herpesvirus infection9 157 0.38 0.0348 NA NA NA NA
cge00062 Fatty acid elongation 3 21 0.78 0.0375 NA NA NA NA
cge04978 Mineral absorption 4 39 0.63 0.0375 4 39 0.89 0.0196
cge03018 RNA degradation 5 62 0.53 0.0421 NA NA NA NA
cge04914 Progesterone-mediated oocyte maturation5 62 0.53 0.0421 NA NA NA NA
cge00280 Valine, leucine and isoleucine degradation4 42 0.6 0.0458 NA NA NA NA
cge04370 VEGF signaling pathway 4 42 0.6 0.0458 NA NA NA NA
cge01040 Biosynthesis of unsaturated fatty acids3 24 0.72 0.0499 3 24 0.98 0.0354
cge03040 Spliceosome NA NA NA NA 12 114 0.9 6.87E-06
cge00513 Various types of N-glycan biosynthesisNA NA NA NA 4 36 0.92 0.0171
cge00510 N-Glycan biosynthesis NA NA NA NA 4 45 0.83 0.0281
cge00860 Porphyrin and chlorophyll metabolismNA NA NA NA 3 23 0.99 0.0325



KEGG_D7_30mM_DOWN
#term ID term description.NIST observed gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
cge03008 Ribosome biogenesis in eukaryotes 11 58 1.02 1.08E-05 NA NA NA NA
cge03040 Spliceosome 14 114 0.84 1.08E-05 7 114 0.59 0.0282
cge03013 RNA transport 13 135 0.73 0.00026 NA NA NA NA
cge01100 Metabolic pathways 41 1132 0.31 0.0018 64 1132 0.56 6.34E-16
cge03030 DNA replication 6 27 1.09 0.0018 NA NA NA NA
cge05014 Amyotrophic lateral sclerosis 17 278 0.53 0.0018 13 278 0.48 0.0094
cge03010 Ribosome 13 184 0.6 0.0024 NA NA NA NA
cge00970 Aminoacyl-tRNA biosynthesis 6 36 0.97 0.0037 6 36 1.03 0.00099
cge04714 Thermogenesis 11 179 0.54 0.0214 NA NA NA NA
cge00270 Cysteine and methionine metabolism 5 40 0.84 0.0376 NA NA NA NA
cge00280 Valine, leucine and isoleucine degradation 5 42 0.82 0.0417 12 42 1.26 2.35E-09
cge04142 Lysosome NA NA NA NA 10 101 0.8 0.00032
cge01200 Carbon metabolism NA NA NA NA 18 104 1.04 8.97E-11
cge00020 Citrate cycle (TCA cycle) NA NA NA NA 11 27 1.42 9.05E-10
cge00640 Propanoate metabolism NA NA NA NA 8 28 1.26 3.34E-06
cge00071 Fatty acid degradation NA NA NA NA 9 36 1.2 1.58E-06
cge00531 Glycosaminoglycan degradation NA NA NA NA 3 13 1.17 0.0199
cge01212 Fatty acid metabolism NA NA NA NA 6 46 0.92 0.0028
cge00650 Butanoate metabolism NA NA NA NA 5 19 1.23 0.00084
cge00380 Tryptophan metabolism NA NA NA NA 5 31 1.01 0.0039
cge00980 Metabolism of xenobiotics by cytochrome P450NA NA NA NA 5 45 0.85 0.0124
cge00620 Pyruvate metabolism NA NA NA NA 6 27 1.15 0.00033
cge05012 Parkinson disease NA NA NA NA 12 183 0.62 0.0012
cge00630 Glyoxylate and dicarboxylate metabolismNA NA NA NA 7 27 1.22 3.44E-05
cge01230 Biosynthesis of amino acids NA NA NA NA 6 67 0.76 0.0117
cge04210 Apoptosis NA NA NA NA 7 92 0.69 0.0117
cge04979 Cholesterol metabolism NA NA NA NA 6 35 1.04 0.00093
cge00410 beta-Alanine metabolism NA NA NA NA 4 24 1.03 0.0117
cge00983 Drug metabolism - other enzymes NA NA NA NA 6 58 0.82 0.0071
cge00310 Lysine degradation NA NA NA NA 5 41 0.89 0.0099



cge05205 Proteoglycans in cancer NA NA NA NA 8 140 0.56 0.0235
cge04510 Focal adhesion NA NA NA NA 10 136 0.67 0.0019
cge05016 Huntington disease NA NA NA NA 14 230 0.59 0.00084
cge05200 Pathways in cancer NA NA NA NA 14 391 0.36 0.0408
cge04810 Regulation of actin cytoskeleton NA NA NA NA 13 153 0.74 7.89E-05
cge04217 Necroptosis NA NA NA NA 9 125 0.66 0.0041
cge04530 Tight junction NA NA NA NA 8 105 0.69 0.0061
cge05322 Systemic lupus erythematosus NA NA NA NA 6 69 0.75 0.0124
cge04670 Leukocyte transendothelial migrationNA NA NA NA 6 83 0.67 0.0271
cge00670 One carbon pool by folate NA NA NA NA 3 16 1.08 0.0293
cge04962 Vasopressin-regulated water reabsorptionNA NA NA NA 4 38 0.83 0.038
cge05146 Amoebiasis NA NA NA NA 5 67 0.68 0.0466



PROCESS_D7_30mM_DOWN
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0046483Heterocycle metabolic process180 2937 0.53 4.65E-48 98 2937 0.33 4.03E-10
GO:1901360Organic cyclic compound metabolic process187 3212 0.51 1.25E-47 102 3212 0.31 1.26E-09
GO:0006725Cellular aromatic compound metabolic process180 2992 0.53 2.08E-47 98 2992 0.32 7.28E-10
GO:0006139Nucleobase-containing compound metabolic process173 2791 0.54 7.37E-47 94 2791 0.33 5.95E-10
GO:0034641Cellular nitrogen compound metabolic process201 3820 0.47 3.99E-46 126 3820 0.32 9.08E-14
GO:0090304Nucleic acid metabolic process154 2240 0.58 6.61E-46 71 2240 0.31 3.50E-06
GO:0016070RNA metabolic process124 1558 0.65 1.97E-41 58 1558 0.38 5.24E-07
GO:0010467Gene expression 145 2399 0.53 1.72E-36 81 2399 0.33 2.23E-08
GO:0006396RNA processing 90 941 0.73 2.85E-34 39 941 0.42 1.77E-05
GO:0044237Cellular metabolic process254 7040 0.3 1.02E-33 201 7040 0.26 5.78E-19
GO:0071840Cellular component organization or biogenesis224 5887 0.33 6.79E-31 169 5887 0.26 1.28E-14
GO:0006807Nitrogen compound metabolic process249 7145 0.29 4.35E-30 197 7145 0.25 1.24E-16
GO:0008152Metabolic process 277 8581 0.26 5.07E-30 234 8581 0.24 1.25E-21
GO:0071704Organic substance metabolic process268 8137 0.26 8.52E-30 226 8137 0.25 1.55E-21
GO:0044238Primary metabolic process258 7736 0.27 9.39E-29 211 7736 0.24 4.17E-18
GO:0042254Ribosome biogenesis60 459 0.86 1.65E-28 23 459 0.51 3.00E-04
GO:0034660ncRNA metabolic process67 605 0.79 2.98E-28 30 605 0.5 1.76E-05
GO:0022613Ribonucleoprotein complex biogenesis67 616 0.78 7.48E-28 32 616 0.52 2.55E-06
GO:0009987Cellular process 387 15994 0.13 6.01E-27 338 15994 0.13 1.41E-22
GO:0044085Cellular component biogenesis139 2815 0.44 4.08E-26 95 2815 0.33 4.37E-10
GO:0016072rRNA metabolic process49 320 0.93 9.97E-26 21 320 0.62 2.24E-05
GO:0043170Macromolecule metabolic process220 6322 0.29 1.19E-24 164 6322 0.22 4.27E-10
GO:0006364rRNA processing 45 296 0.93 2.21E-23 20 296 0.64 2.76E-05
GO:0034470ncRNA processing 53 469 0.8 2.47E-22 23 469 0.5 0.00041
GO:0006996Organelle organization147 3632 0.35 1.53E-19 112 3632 0.3 5.25E-10
GO:0051276Chromosome organization61 966 0.55 3.67E-14 NA NA NA NA



GO:0016043Cellular component organization175 5621 0.24 1.30E-12 152 5621 0.24 2.78E-10
GO:0016071mRNA metabolic process45 625 0.6 7.31E-12 NA NA NA NA
GO:1903311Regulation of mRNA metabolic process30 313 0.73 2.86E-10 NA NA NA NA
GO:0008380RNA splicing 32 372 0.68 6.79E-10 15 372 0.41 0.0476
GO:0051656Establishment of organelle localization32 387 0.66 1.74E-09 22 387 0.56 8.46E-05
GO:0019219Regulation of nucleobase-containing compound metabolic process125 3835 0.26 4.55E-09 NA NA NA NA
GO:0051252Regulation of RNA metabolic process117 3508 0.27 6.52E-09 NA NA NA NA
GO:0006397mRNA processing 34 462 0.61 6.59E-09 NA NA NA NA
GO:0051640Organelle localization37 547 0.58 7.88E-09 23 547 0.43 0.0027
GO:0140694Non-membrane-bounded organelle assembly32 418 0.63 9.71E-09 NA NA NA NA
GO:0042273Ribosomal large subunit biogenesis23 210 0.79 1.02E-08 12 210 0.56 0.012
GO:0010468Regulation of gene expression143 4725 0.23 1.35E-08 110 4725 0.17 0.00072
GO:0140014Mitotic nuclear division22 195 0.8 1.55E-08 NA NA NA NA
GO:0010605Negative regulation of macromolecule metabolic process94 2682 0.29 8.55E-08 67 2682 0.2 0.0069
GO:0031324Negative regulation of cellular metabolic process83 2234 0.32 8.55E-08 56 2234 0.21 0.0206
GO:0007049Cell cycle 53 1118 0.42 9.67E-08 NA NA NA NA
GO:0045934Negative regulation of nucleobase-containing compound metabolic process63 1480 0.38 1.13E-07 NA NA NA NA
GO:0051172Negative regulation of nitrogen compound metabolic process84 2342 0.3 3.12E-07 58 2342 0.2 0.0215
GO:0022607Cellular component assembly88 2516 0.29 3.67E-07 75 2516 0.28 1.44E-05
GO:0043484Regulation of RNA splicing19 174 0.78 4.58E-07 NA NA NA NA
GO:0000278Mitotic cell cycle 37 648 0.5 5.05E-07 NA NA NA NA
GO:0045935Positive regulation of nucleobase-containing compound metabolic process76 2047 0.32 5.05E-07 NA NA NA NA
GO:0050684Regulation of mRNA processing18 156 0.81 5.23E-07 NA NA NA NA
GO:0000398mRNA splicing, via spliceosome23 267 0.68 5.79E-07 NA NA NA NA
GO:0060255Regulation of macromolecule metabolic process165 6089 0.18 7.04E-07 133 6089 0.15 0.0012
GO:0009892Negative regulation of metabolic process96 2911 0.26 8.64E-07 75 2911 0.22 0.0012
GO:0044271Cellular nitrogen compound biosynthetic process65 1662 0.34 1.17E-06 54 1662 0.32 8.43E-05
GO:0051171Regulation of nitrogen compound metabolic process154 5595 0.19 1.17E-06 118 5595 0.13 0.0132



GO:0010558Negative regulation of macromolecule biosynthetic process59 1438 0.36 1.23E-06 NA NA NA NA
GO:0051301Cell division 28 412 0.58 1.28E-06 18 412 0.45 0.0094
GO:0000470Maturation of LSU-rRNA13 77 0.97 1.35E-06 10 77 0.92 0.00016
GO:0031327Negative regulation of cellular biosynthetic process60 1505 0.35 2.34E-06 NA NA NA NA
GO:0051254Positive regulation of RNA metabolic process68 1816 0.32 2.37E-06 NA NA NA NA
GO:1903047Mitotic cell cycle process32 544 0.52 2.57E-06 NA NA NA NA
GO:0044260Cellular macromolecule metabolic process92 2825 0.26 3.14E-06 74 2825 0.22 0.00086
GO:0031323Regulation of cellular metabolic process152 5592 0.18 3.20E-06 118 5592 0.13 0.013
GO:0006325Chromatin organization33 584 0.5 3.60E-06 NA NA NA NA
GO:0010556Regulation of macromolecule biosynthetic process114 3816 0.22 3.83E-06 NA NA NA NA
GO:1902850Microtubule cytoskeleton organization involved in mitosis15 122 0.84 3.95E-06 NA NA NA NA
GO:0043933Protein-containing complex organization59 1505 0.34 4.93E-06 NA NA NA NA
GO:0080090Regulation of primary metabolic process155 5780 0.17 4.93E-06 123 5780 0.13 0.007
GO:0010629Negative regulation of gene expression42 890 0.42 5.16E-06 36 890 0.41 7.88E-05
GO:0031325Positive regulation of cellular metabolic process99 3172 0.24 5.34E-06 72 3172 0.16 0.0391
GO:0051173Positive regulation of nitrogen compound metabolic process99 3188 0.24 6.72E-06 73 3188 0.17 0.03
GO:0010564Regulation of cell cycle process36 706 0.45 8.37E-06 NA NA NA NA
GO:0006520Cellular amino acid metabolic process22 293 0.62 8.58E-06 20 293 0.64 2.41E-05
GO:0051253Negative regulation of RNA metabolic process54 1344 0.35 8.58E-06 NA NA NA NA
GO:0048522Positive regulation of cellular process153 5758 0.17 1.05E-05 133 5758 0.17 9.11E-05
GO:0000280Nuclear division 23 324 0.6 1.07E-05 NA NA NA NA
GO:0048523Negative regulation of cellular process132 4752 0.19 1.16E-05 113 4752 0.18 0.00024
GO:0010604Positive regulation of macromolecule metabolic process107 3592 0.22 1.19E-05 84 3592 0.18 0.0072
GO:0048024Regulation of mRNA splicing, via spliceosome14 116 0.83 1.19E-05 NA NA NA NA
GO:0048518Positive regulation of biological process165 6368 0.16 1.19E-05 146 6368 0.17 3.15E-05
GO:0010608Post-transcriptional regulation of gene expression33 623 0.47 1.20E-05 33 623 0.53 1.04E-06
GO:0019222Regulation of metabolic process170 6627 0.16 1.23E-05 145 6627 0.15 0.00041
GO:0051726Regulation of cell cycle46 1071 0.38 1.33E-05 NA NA NA NA



GO:0017148Negative regulation of translation16 160 0.75 1.46E-05 NA NA NA NA
GO:0034728Nucleosome organization16 161 0.74 1.56E-05 NA NA NA NA
GO:0000070Mitotic sister chromatid segregation15 140 0.78 1.57E-05 NA NA NA NA
GO:0007059Chromosome segregation22 307 0.6 1.57E-05 NA NA NA NA
GO:0000819Sister chromatid segregation16 162 0.74 1.64E-05 NA NA NA NA
GO:0018130Heterocycle biosynthetic process39 836 0.42 1.72E-05 26 836 0.3 0.0437
GO:0007010Cytoskeleton organization52 1308 0.35 1.77E-05 47 1308 0.36 3.80E-05
GO:0006259DNA metabolic process37 770 0.43 1.79E-05 NA NA NA NA
GO:0007052Mitotic spindle organization12 86 0.89 2.13E-05 NA NA NA NA
GO:0006337Nucleosome disassembly7 18 1.34 2.44E-05 NA NA NA NA
GO:0009058Biosynthetic process84 2636 0.25 2.56E-05 69 2636 0.22 0.0017
GO:0033043Regulation of organelle organization49 1214 0.35 2.60E-05 39 1214 0.31 0.0024
GO:0048519Negative regulation of biological process142 5319 0.17 2.60E-05 126 5319 0.18 6.61E-05
GO:0006974Cellular response to DNA damage stimulus35 720 0.43 2.88E-05 NA NA NA NA
GO:0009889Regulation of biosynthetic process116 4090 0.2 2.90E-05 NA NA NA NA
GO:0031326Regulation of cellular biosynthetic process114 4002 0.2 3.07E-05 NA NA NA NA
GO:0044249Cellular biosynthetic process80 2480 0.26 3.12E-05 65 2480 0.22 0.0027
GO:0000463Maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)8 30 1.17 3.25E-05 8 30 1.23 2.36E-05
GO:0022402Cell cycle process 38 831 0.41 3.52E-05 NA NA NA NA
GO:0006338Chromatin remodeling21 300 0.59 3.65E-05 NA NA NA NA
GO:1901576Organic substance biosynthetic process82 2581 0.25 3.76E-05 67 2581 0.22 0.0027
GO:0007051Spindle organization15 155 0.73 4.31E-05 NA NA NA NA
GO:1901362Organic cyclic compound biosynthetic process41 957 0.38 5.74E-05 NA NA NA NA
GO:0051225Spindle assembly 12 98 0.83 6.40E-05 NA NA NA NA
GO:0009893Positive regulation of metabolic process111 3939 0.2 7.19E-05 96 3939 0.19 6.00E-04
GO:0034504Protein localization to nucleus17 213 0.65 8.46E-05 NA NA NA NA
GO:0065003Protein-containing complex assembly50 1312 0.33 8.46E-05 36 1312 0.24 0.0441
GO:0098813Nuclear chromosome segregation18 238 0.63 8.46E-05 NA NA NA NA



GO:0006281DNA repair 26 470 0.49 9.70E-05 NA NA NA NA
GO:0006260DNA replication 16 192 0.67 1.00E-04 NA NA NA NA
GO:0043487Regulation of RNA stability15 168 0.7 1.00E-04 NA NA NA NA
GO:0051303Establishment of chromosome localization11 85 0.86 0.00011 NA NA NA NA
GO:0006399tRNA metabolic process16 195 0.66 0.00012 NA NA NA NA
GO:0009059Macromolecule biosynthetic process57 1615 0.29 0.00013 NA NA NA NA
GO:0030490Maturation of SSU-rRNA10 69 0.91 0.00013 NA NA NA NA
GO:0006997Nucleus organization14 151 0.71 0.00014 9 151 0.58 0.0414
GO:0034063Stress granule assembly7 26 1.18 0.00014 NA NA NA NA
GO:1903313Positive regulation of mRNA metabolic process13 128 0.75 0.00014 NA NA NA NA
GO:0002218Activation of innate immune response8 39 1.06 0.00015 NA NA NA NA
GO:0007097Nuclear migration 8 40 1.05 0.00017 7 40 1.05 0.00084
GO:0071824protein-DNA complex subunit organization17 228 0.62 0.00018 NA NA NA NA
GO:0043488Regulation of mRNA stability14 155 0.7 0.00019 NA NA NA NA
GO:0000226Microtubule cytoskeleton organization30 624 0.43 2.00E-04 NA NA NA NA
GO:0006261DNA-templated DNA replication13 135 0.73 0.00022 NA NA NA NA
GO:0034654Nucleobase-containing compound biosynthetic process34 765 0.39 0.00022 NA NA NA NA
GO:0051649Establishment of localization in cell58 1689 0.28 0.00022 56 1689 0.33 3.07E-05
GO:0010557Positive regulation of macromolecule biosynthetic process64 1945 0.26 0.00025 NA NA NA NA
GO:0042274Ribosomal small subunit biogenesis12 115 0.76 0.00025 NA NA NA NA
GO:0051310Metaphase plate congression10 77 0.86 0.00028 NA NA NA NA
GO:2001141Regulation of RNA biosynthetic process92 3195 0.21 0.00031 NA NA NA NA
GO:0000018Regulation of DNA recombination13 144 0.7 4.00E-04 NA NA NA NA
GO:0051128Regulation of cellular component organization76 2504 0.23 0.00044 78 2504 0.3 1.32E-06
GO:0006355Regulation of transcription, DNA-templated91 3184 0.2 0.00046 NA NA NA NA
GO:0019438Aromatic compound biosynthetic process35 838 0.37 0.00052 NA NA NA NA
GO:0006418tRNA aminoacylation for protein translation8 49 0.96 0.00058 6 49 0.89 0.0127
GO:0007080Mitotic metaphase plate congression9 66 0.88 0.00058 NA NA NA NA



GO:0051053Negative regulation of DNA metabolic process13 150 0.68 0.00058 NA NA NA NA
GO:0006417Regulation of translation26 531 0.44 0.00062 32 531 0.59 1.13E-07
GO:0033365Protein localization to organelle32 739 0.38 0.00064 32 739 0.44 8.43E-05
GO:0006913Nucleocytoplasmic transport17 260 0.56 0.00079 NA NA NA NA
GO:0009451RNA modification 13 156 0.67 0.00082 NA NA NA NA
GO:0031497Chromatin assembly14 181 0.63 0.00082 13 181 0.66 0.0012
GO:0007017Microtubule-based process36 902 0.35 0.00092 NA NA NA NA
GO:2000112Regulation of cellular macromolecule biosynthetic process28 613 0.41 0.00092 34 613 0.55 2.30E-07
GO:0000462Maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)8 54 0.92 0.001 NA NA NA NA
GO:0031328Positive regulation of cellular biosynthetic process64 2046 0.24 0.001 NA NA NA NA
GO:0071103DNA conformation change11 115 0.73 0.0011 NA NA NA NA
GO:0043242Negative regulation of protein-containing complex disassembly10 94 0.77 0.0012 NA NA NA NA
GO:0045892Negative regulation of transcription, DNA-templated44 1227 0.3 0.0012 NA NA NA NA
GO:1902680Positive regulation of RNA biosynthetic process55 1686 0.26 0.0014 NA NA NA NA
GO:0060236Regulation of mitotic spindle organization7 41 0.98 0.0015 NA NA NA NA
GO:0032774RNA biosynthetic process22 432 0.45 0.0016 NA NA NA NA
GO:0070507Regulation of microtubule cytoskeleton organization13 170 0.63 0.0017 NA NA NA NA
GO:0046831Regulation of RNA export from nucleus5 16 1.24 0.002 NA NA NA NA
GO:0051052Regulation of DNA metabolic process25 543 0.41 0.0022 NA NA NA NA
GO:1901605Alpha-amino acid metabolic process14 201 0.59 0.0022 13 201 0.62 0.0027
GO:0006403RNA localization 13 176 0.61 0.0023 10 176 0.56 0.0333
GO:0045893Positive regulation of transcription, DNA-templated54 1678 0.25 0.0023 NA NA NA NA
GO:0070925Organelle assembly34 872 0.34 0.0023 NA NA NA NA
GO:0006351Transcription, DNA-templated21 418 0.45 0.0027 NA NA NA NA
GO:0044281Small molecule metabolic process54 1690 0.25 0.0027 75 1690 0.45 7.70E-13
GO:1901880Negative regulation of protein depolymerization9 84 0.78 0.0027 NA NA NA NA
GO:0000460Maturation of 5.8S rRNA7 47 0.92 0.0029 NA NA NA NA
GO:0001510RNA methylation 9 85 0.77 0.0029 NA NA NA NA



GO:0090307Mitotic spindle assembly7 48 0.91 0.0032 NA NA NA NA
GO:0051493Regulation of cytoskeleton organization25 564 0.39 0.0035 NA NA NA NA
GO:0010639Negative regulation of organelle organization19 367 0.46 0.0041 15 367 0.42 0.0437
GO:0051246Regulation of protein metabolic process76 2708 0.19 0.0044 82 2708 0.29 1.59E-06
GO:0051641Cellular localization75 2661 0.2 0.0044 85 2661 0.31 8.36E-08
GO:0031060Regulation of histone methylation10 114 0.69 0.0046 NA NA NA NA
GO:0061014Positive regulation of mRNA catabolic process9 92 0.74 0.0048 NA NA NA NA
GO:0033044Regulation of chromosome organization15 249 0.53 0.0049 12 249 0.49 0.0385
GO:0070849Response to epidermal growth factor7 52 0.88 0.0049 NA NA NA NA
GO:0006606Protein import into nucleus10 116 0.68 0.0051 NA NA NA NA
GO:0032886Regulation of microtubule-based process16 280 0.5 0.0051 NA NA NA NA
GO:0072594Establishment of protein localization to organelle18 344 0.47 0.0053 19 344 0.55 0.00055
GO:0044087Regulation of cellular component biogenesis37 1038 0.3 0.0054 34 1038 0.32 0.0048
GO:1901566Organonitrogen compound biosynthetic process50 1579 0.25 0.0058 48 1579 0.29 0.0012
GO:0001825Blastocyst formation 8 74 0.78 0.0061 NA NA NA NA
GO:0043244Regulation of protein-containing complex disassembly11 144 0.63 0.0061 NA NA NA NA
GO:0006412Translation 28 700 0.35 0.0065 26 700 0.38 0.0053
GO:0043254Regulation of protein-containing complex assembly20 416 0.43 0.0065 21 416 0.51 0.00061
GO:0046907Intracellular transport43 1297 0.27 0.0069 48 1297 0.37 1.47E-05
GO:1903312Negative regulation of mRNA metabolic process9 99 0.71 0.0076 NA NA NA NA
GO:0033554Cellular response to stress50 1609 0.24 0.0087 NA NA NA NA
GO:0033962P-body assembly 4 12 1.27 0.0087 NA NA NA NA
GO:0043604Amide biosynthetic process31 830 0.32 0.0088 33 830 0.41 0.00027
GO:0051098Regulation of binding19 394 0.43 0.0088 NA NA NA NA
GO:0022411Cellular component disassembly16 300 0.47 0.0099 NA NA NA NA
GO:0051248Negative regulation of protein metabolic process36 1035 0.29 0.01 32 1035 0.3 0.0161
GO:0009303rRNA transcription 4 13 1.23 0.0108 NA NA NA NA
GO:0000002Mitochondrial genome maintenance5 26 1.03 0.011 NA NA NA NA



GO:0021801Cerebral cortex radial glia-guided migration5 26 1.03 0.011 NA NA NA NA
GO:0045814Negative regulation of gene expression, epigenetic8 83 0.73 0.0116 8 83 0.79 0.0063
GO:0032786Positive regulation of DNA-templated transcription, elongation6 43 0.89 0.0119 NA NA NA NA
GO:0051130Positive regulation of cellular component organization40 1212 0.27 0.0122 41 1212 0.34 6.00E-04
GO:0006518Peptide metabolic process31 850 0.31 0.0124 34 850 0.41 0.00017
GO:0043414Macromolecule methylation15 276 0.48 0.0124 NA NA NA NA
GO:0006446Regulation of translational initiation7 63 0.79 0.0127 NA NA NA NA
GO:0051168Nuclear export 10 133 0.62 0.0127 NA NA NA NA
GO:1990830Cellular response to leukemia inhibitory factor10 133 0.62 0.0127 NA NA NA NA
GO:0033120Positive regulation of RNA splicing6 45 0.87 0.0144 NA NA NA NA
GO:0043603Cellular amide metabolic process37 1102 0.27 0.0147 49 1102 0.45 5.71E-08
GO:0065007Biological regulation262 12586 0.06 0.0147 234 12586 0.08 0.0054
GO:0022618Ribonucleoprotein complex assembly16 314 0.45 0.0148 NA NA NA NA
GO:0021817Nucleokinesis involved in cell motility in cerebral cortex radial glia guided migration3 5 1.52 0.0152 NA NA NA NA
GO:0050789Regulation of biological process249 11860 0.07 0.0153 225 11860 0.08 0.0025
GO:0032259Methylation 16 316 0.45 0.0157 NA NA NA NA
GO:0009064Glutamine family amino acid metabolic process7 66 0.77 0.0158 NA NA NA NA
GO:0032784Regulation of DNA-templated transcription, elongation7 66 0.77 0.0158 NA NA NA NA
GO:0016570Histone modification20 454 0.39 0.0166 NA NA NA NA
GO:0002637Regulation of immunoglobulin production7 67 0.77 0.017 NA NA NA NA
GO:0006357Regulation of transcription by RNA polymerase II65 2341 0.19 0.017 NA NA NA NA
GO:0009161Ribonucleoside monophosphate metabolic process7 67 0.77 0.017 NA NA NA NA
GO:0031507Heterochromatin assembly7 67 0.77 0.017 6 67 0.76 0.0435
GO:0045910Negative regulation of DNA recombination6 47 0.85 0.017 NA NA NA NA
GO:0071364Cellular response to epidermal growth factor stimulus6 47 0.85 0.017 NA NA NA NA
GO:0006360Transcription by RNA polymerase I5 30 0.97 0.0174 NA NA NA NA
GO:0010569Regulation of double-strand break repair via homologous recombination8 90 0.7 0.0174 NA NA NA NA
GO:0031056Regulation of histone modification13 226 0.51 0.0174 NA NA NA NA



GO:0045911Positive regulation of DNA recombination8 90 0.7 0.0174 NA NA NA NA
GO:1902275Regulation of chromatin organization6 48 0.84 0.0182 NA NA NA NA
GO:0031453Positive regulation of heterochromatin assembly4 16 1.14 0.0183 NA NA NA NA
GO:0019752Carboxylic acid metabolic process32 917 0.29 0.0186 47 917 0.52 1.86E-09
GO:0046822Regulation of nucleocytoplasmic transport10 142 0.59 0.0186 NA NA NA NA
GO:0002639Positive regulation of immunoglobulin production6 49 0.83 0.0198 NA NA NA NA
GO:0006998Nuclear envelope organization6 49 0.83 0.0198 7 49 0.96 0.0023
GO:0006400tRNA modification 8 93 0.68 0.0204 NA NA NA NA
GO:0030835Negative regulation of actin filament depolymerization6 50 0.83 0.0214 6 50 0.89 0.0137
GO:0045947Negative regulation of translational initiation4 17 1.12 0.0215 NA NA NA NA
GO:0031445Regulation of heterochromatin assembly5 32 0.94 0.0216 NA NA NA NA
GO:0032968Positive regulation of transcription elongation from RNA polymerase II promoter5 32 0.94 0.0216 NA NA NA NA
GO:0090501RNA phosphodiester bond hydrolysis10 146 0.58 0.0218 NA NA NA NA
GO:0061157mRNA destabilization7 72 0.73 0.0229 NA NA NA NA
GO:0000469Cleavage involved in rRNA processing5 33 0.93 0.0241 NA NA NA NA
GO:0016572Histone phosphorylation5 33 0.93 0.0241 NA NA NA NA
GO:0045191Regulation of isotype switching5 33 0.93 0.0241 NA NA NA NA
GO:0050686Negative regulation of mRNA processing5 33 0.93 0.0241 NA NA NA NA
GO:0032386Regulation of intracellular transport16 334 0.43 0.0243 NA NA NA NA
GO:0051494Negative regulation of cytoskeleton organization11 177 0.54 0.0243 NA NA NA NA
GO:0051129Negative regulation of cellular component organization27 740 0.31 0.0256 26 740 0.35 0.0106
GO:0000154rRNA modification 5 34 0.91 0.0264 NA NA NA NA
GO:0000466Maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)5 34 0.91 0.0264 NA NA NA NA
GO:0043388Positive regulation of DNA binding6 53 0.8 0.0266 NA NA NA NA
GO:0051646Mitochondrion localization6 53 0.8 0.0266 NA NA NA NA
GO:0031062Positive regulation of histone methylation7 75 0.72 0.0272 NA NA NA NA
GO:1902903Regulation of supramolecular fiber organization18 408 0.39 0.0272 NA NA NA NA
GO:0031110Regulation of microtubule polymerization or depolymerization8 99 0.65 0.0273 NA NA NA NA



GO:0050658RNA transport 10 152 0.56 0.0273 NA NA NA NA
GO:0006886Intracellular protein transport25 669 0.32 0.0281 28 669 0.43 0.00056
GO:0071425Hematopoietic stem cell proliferation4 19 1.07 0.0281 NA NA NA NA
GO:0010638Positive regulation of organelle organization22 557 0.34 0.029 20 557 0.36 0.035
GO:0032271Regulation of protein polymerization12 213 0.5 0.0296 13 213 0.59 0.0044
GO:0051054Positive regulation of DNA metabolic process16 343 0.42 0.0297 NA NA NA NA
GO:0031123RNA 3-end processing8 101 0.65 0.0299 NA NA NA NA
GO:0009156Ribonucleoside monophosphate biosynthetic process5 36 0.89 0.0312 NA NA NA NA
GO:0000027Ribosomal large subunit assembly8 102 0.64 0.0313 NA NA NA NA
GO:0051100Negative regulation of binding10 156 0.55 0.0314 NA NA NA NA
GO:0002700Regulation of production of molecular mediator of immune response10 157 0.55 0.0328 NA NA NA NA
GO:0010835Regulation of protein ADP-ribosylation3 8 1.32 0.0335 NA NA NA NA
GO:0006950Response to stress 81 3187 0.15 0.0349 78 3187 0.19 0.0037
GO:0050794Regulation of cellular process235 11253 0.07 0.0349 NA NA NA NA
GO:0072384Organelle transport along microtubule7 80 0.69 0.0359 NA NA NA NA
GO:0006541Glutamine metabolic process4 21 1.03 0.0366 NA NA NA NA
GO:0010256Endomembrane system organization20 498 0.35 0.0392 25 498 0.51 0.00012
GO:0031057Negative regulation of histone modification6 59 0.75 0.0403 NA NA NA NA
GO:0051101Regulation of DNA binding8 107 0.62 0.0403 NA NA NA NA
GO:0031023Microtubule organizing center organization8 109 0.61 0.0449 NA NA NA NA
GO:0001824Blastocyst development10 167 0.52 0.0485 NA NA NA NA
GO:0006270DNA replication initiation4 23 0.99 0.0485 NA NA NA NA
GO:0006352DNA-templated transcription, initiation7 85 0.66 0.0485 NA NA NA NA
GO:0006999Nuclear pore organization4 23 0.99 0.0485 NA NA NA NA
GO:0031058Positive regulation of histone modification9 138 0.56 0.0485 NA NA NA NA
GO:0006356Regulation of transcription by RNA polymerase I5 41 0.83 0.0495 NA NA NA NA
GO:0006302Double-strand break repair11 198 0.49 0.0496 NA NA NA NA
GO:0009056Catabolic processNA NA NA NA 72 1999 0.36 2.23E-08



GO:1901575Organic substance catabolic processNA NA NA NA 67 1714 0.4 4.21E-09
GO:0044248Cellular catabolic processNA NA NA NA 58 1557 0.38 5.24E-07
GO:0032787Monocarboxylic acid metabolic processNA NA NA NA 24 615 0.4 0.0049
GO:0046395Carboxylic acid catabolic processNA NA NA NA 14 214 0.62 0.0014
GO:1901564Organonitrogen compound metabolic processNA NA NA NA 147 5394 0.24 4.27E-10
GO:0015980Energy derivation by oxidation of organic compoundsNA NA NA NA 14 235 0.58 0.0031
GO:0044242Cellular lipid catabolic processNA NA NA NA NA NA NA NA
GO:0016042Lipid catabolic processNA NA NA NA NA NA NA NA
GO:1901135Carbohydrate derivative metabolic processNA NA NA NA 35 1002 0.35 0.0013
GO:0044282Small molecule catabolic processNA NA NA NA 21 354 0.58 8.43E-05
GO:0006629Lipid metabolic processNA NA NA NA NA NA NA NA
GO:0045333Cellular respirationNA NA NA NA 11 166 0.63 0.0073
GO:0006099Tricarboxylic acid cycleNA NA NA NA 9 35 1.22 5.68E-06
GO:0009062Fatty acid catabolic processNA NA NA NA NA NA NA NA
GO:0006631Fatty acid metabolic processNA NA NA NA NA NA NA NA
GO:0006635Fatty acid beta-oxidationNA NA NA NA 8 59 0.94 0.00096
GO:0006091Generation of precursor metabolites and energyNA NA NA NA 20 416 0.49 0.0016
GO:0007005Mitochondrion organizationNA NA NA NA 19 439 0.44 0.0073
GO:0009060Aerobic respirationNA NA NA NA 10 139 0.66 0.0079
GO:0043648Dicarboxylic acid metabolic processNA NA NA NA 12 93 0.92 2.05E-05
GO:0044255Cellular lipid metabolic processNA NA NA NA NA NA NA NA
GO:1901565Organonitrogen compound catabolic processNA NA NA NA 37 1061 0.35 0.00085
GO:0065008Regulation of biological qualityNA NA NA NA 96 3854 0.2 0.00029
GO:0051179LocalizationNA NA NA NA 117 4471 0.22 1.54E-06
GO:0006790Sulfur compound metabolic processNA NA NA NA 23 333 0.65 2.69E-06
GO:0009083Branched-chain amino acid catabolic processNA NA NA NA 5 20 1.2 0.0031
GO:0005975Carbohydrate metabolic processNA NA NA NA NA NA NA NA
GO:0033036Macromolecule localizationNA NA NA NA 79 2366 0.33 6.10E-08



GO:0051234Establishment of localizationNA NA NA NA 101 3839 0.23 1.77E-05
GO:0030258Lipid modificationNA NA NA NA NA NA NA NA
GO:0033875Ribonucleoside bisphosphate metabolic processNA NA NA NA 11 114 0.79 0.00053
GO:0034032Purine nucleoside bisphosphate metabolic processNA NA NA NA 11 114 0.79 0.00053
GO:0034982Mitochondrial protein processingNA NA NA NA NA NA NA NA
GO:0045184Establishment of protein localizationNA NA NA NA 48 1173 0.42 9.19E-07
GO:0006508Proteolysis NA NA NA NA 36 1197 0.28 0.0121
GO:0006637acyl-CoA metabolic processNA NA NA NA 10 90 0.85 0.00048
GO:0006810Transport NA NA NA NA 91 3660 0.2 0.00055
GO:0055086Nucleobase-containing small molecule metabolic processNA NA NA NA 27 582 0.47 0.00017
GO:0061024Membrane organizationNA NA NA NA 30 684 0.45 0.00014
GO:0009063Cellular amino acid catabolic processNA NA NA NA NA NA NA NA
GO:0008104Protein localizationNA NA NA NA 67 1924 0.35 3.56E-07
GO:0009150Purine ribonucleotide metabolic processNA NA NA NA 21 421 0.5 7.00E-04
GO:0009117Nucleotide metabolic processNA NA NA NA 26 516 0.51 7.82E-05
GO:0019693Ribose phosphate metabolic processNA NA NA NA 23 456 0.51 0.00028
GO:0071705Nitrogen compound transportNA NA NA NA 49 1456 0.33 0.00011
GO:0015031Protein transportNA NA NA NA 41 1062 0.39 4.11E-05
GO:0019637Organophosphate metabolic processNA NA NA NA 29 934 0.3 0.0267
GO:0032879Regulation of localizationNA NA NA NA 63 2276 0.25 9.00E-04
GO:0071702Organic substance transportNA NA NA NA 52 1835 0.26 0.0027
GO:0010033Response to organic substanceNA NA NA NA 73 2827 0.22 0.0015
GO:0006104succinyl-CoA metabolic processNA NA NA NA 3 10 1.28 0.0437
GO:0009057Macromolecule catabolic processNA NA NA NA 32 967 0.33 0.0063
GO:0006550Isoleucine catabolic processNA NA NA NA 3 6 1.51 0.017
GO:0006105Succinate metabolic processNA NA NA NA 4 7 1.56 0.0017
GO:0016192Vesicle-mediated transportNA NA NA NA 38 1231 0.3 0.0057
GO:0051647Nucleus localizationNA NA NA NA NA NA NA NA



GO:0006552Leucine catabolic processNA NA NA NA 3 8 1.38 0.0293
GO:0007040Lysosome organizationNA NA NA NA NA NA NA NA
GO:0046390Ribose phosphate biosynthetic processNA NA NA NA 10 186 0.54 0.0441
GO:0009152Purine ribonucleotide biosynthetic processNA NA NA NA NA NA NA NA
GO:0048193Golgi vesicle transportNA NA NA NA NA NA NA NA
GO:0051050Positive regulation of transportNA NA NA NA 37 1045 0.36 0.00065
GO:0070887Cellular response to chemical stimulusNA NA NA NA 62 2646 0.18 0.0435
GO:0009719Response to endogenous stimulusNA NA NA NA NA NA NA NA
GO:0009725Response to hormoneNA NA NA NA NA NA NA NA
GO:1990542Mitochondrial transmembrane transportNA NA NA NA NA NA NA NA
GO:0006119Oxidative phosphorylationNA NA NA NA NA NA NA NA
GO:0032880Regulation of protein localizationNA NA NA NA 32 939 0.34 0.0041
GO:0010038Response to metal ionNA NA NA NA 18 384 0.48 0.0048
GO:1901698Response to nitrogen compoundNA NA NA NA 34 1149 0.28 0.0218
GO:0060341Regulation of cellular localizationNA NA NA NA 36 1043 0.34 0.0013
GO:0007275Multicellular organism developmentNA NA NA NA 93 4353 0.14 0.0413
GO:0010243Response to organonitrogen compoundNA NA NA NA 32 1056 0.29 0.0218
GO:0019538Protein metabolic processNA NA NA NA 106 4367 0.19 0.00024
GO:0006627Protein processing involved in protein targeting to mitochondrionNA NA NA NA 3 4 1.68 0.0086
GO:0010941Regulation of cell deathNA NA NA NA 54 1740 0.3 0.00027
GO:0060548Negative regulation of cell deathNA NA NA NA 37 1125 0.32 0.0024
GO:0060627Regulation of vesicle-mediated transportNA NA NA NA 25 647 0.39 0.0042
GO:0010035Response to inorganic substanceNA NA NA NA 22 577 0.39 0.0114
GO:0051668Localization within membraneNA NA NA NA 20 550 0.37 0.0308
GO:0044275Cellular carbohydrate catabolic processNA NA NA NA 5 32 1 0.015
GO:0044788Modulation by host of viral processNA NA NA NA 6 33 1.07 0.0025
GO:0006457Protein foldingNA NA NA NA 12 243 0.5 0.033
GO:0016139Glycoside catabolic processNA NA NA NA 3 8 1.38 0.0293



GO:0006082Organic acid metabolic processNA NA NA NA 49 956 0.52 7.17E-10
GO:0034248Regulation of cellular amide metabolic processNA NA NA NA 35 592 0.58 2.98E-08
GO:0030036Actin cytoskeleton organizationNA NA NA NA 28 566 0.5 4.11E-05
GO:0030029Actin filament-based processNA NA NA NA 29 625 0.47 8.14E-05
GO:0010628Positive regulation of gene expressionNA NA NA NA 44 1226 0.36 8.46E-05
GO:0072521Purine-containing compound metabolic processNA NA NA NA 23 465 0.5 0.00036
GO:0006163Purine nucleotide metabolic processNA NA NA NA 22 436 0.51 0.00043
GO:0008360Regulation of cell shapeNA NA NA NA 13 161 0.71 0.00047
GO:0043067Regulation of programmed cell deathNA NA NA NA 49 1557 0.3 0.00051
GO:0009259Ribonucleotide metabolic processNA NA NA NA 22 443 0.5 0.00052
GO:0022604Regulation of cell morphogenesisNA NA NA NA 19 347 0.54 0.00059
GO:0042981Regulation of apoptotic processNA NA NA NA 48 1531 0.3 0.00063
GO:0045807Positive regulation of endocytosisNA NA NA NA 11 121 0.76 0.00077
GO:0099515Actin filament-based transportNA NA NA NA 6 25 1.19 8.00E-04
GO:0045862Positive regulation of proteolysisNA NA NA NA 19 361 0.53 9.00E-04
GO:0031329Regulation of cellular catabolic processNA NA NA NA 29 745 0.4 0.0012
GO:0097435Supramolecular fiber organizationNA NA NA NA 24 549 0.45 0.0012
GO:1902882Regulation of response to oxidative stressNA NA NA NA 9 86 0.83 0.0016
GO:0009894Regulation of catabolic processNA NA NA NA 34 973 0.35 0.0017
GO:0048549Positive regulation of pinocytosisNA NA NA NA 4 9 1.45 0.0031
GO:0031330Negative regulation of cellular catabolic processNA NA NA NA 14 237 0.58 0.0033
GO:0050793Regulation of developmental processNA NA NA NA 66 2555 0.22 0.0034
GO:0030050Vesicle transport along actin filamentNA NA NA NA 5 21 1.18 0.0037
GO:0043043Peptide biosynthetic processNA NA NA NA 27 724 0.38 0.0038
GO:0030100Regulation of endocytosisNA NA NA NA 14 248 0.56 0.0049
GO:0070129Regulation of mitochondrial translationNA NA NA NA 5 24 1.12 0.0058
GO:0000910CytokinesisNA NA NA NA 9 107 0.73 0.0061
GO:0051293Establishment of spindle localizationNA NA NA NA 7 61 0.87 0.0063



GO:2000377Regulation of reactive oxygen species metabolic processNA NA NA NA 11 167 0.62 0.0076
GO:0030162Regulation of proteolysisNA NA NA NA 26 724 0.36 0.0081
GO:0044794Positive regulation by host of viral processNA NA NA NA 4 13 1.29 0.0081
GO:0051664Nuclear pore localizationNA NA NA NA 3 4 1.68 0.0086
GO:0032502Developmental processNA NA NA NA 119 5590 0.13 0.0091
GO:0022603Regulation of anatomical structure morphogenesisNA NA NA NA 32 993 0.31 0.0092
GO:1904377Positive regulation of protein localization to cell peripheryNA NA NA NA 7 66 0.83 0.0092
GO:0050821Protein stabilizationNA NA NA NA 14 271 0.52 0.0101
GO:0007009Plasma membrane organizationNA NA NA NA 10 147 0.64 0.0113
GO:1903829Positive regulation of protein localizationNA NA NA NA 20 498 0.41 0.0116
GO:0030833Regulation of actin filament polymerizationNA NA NA NA 10 148 0.64 0.0117
GO:0051247Positive regulation of protein metabolic processNA NA NA NA 43 1529 0.26 0.0121
GO:0070125Mitochondrial translational elongationNA NA NA NA 3 5 1.58 0.0125
GO:0030048Actin filament-based movementNA NA NA NA 8 96 0.73 0.0133
GO:0006413Translational initiationNA NA NA NA 7 72 0.79 0.0137
GO:0099518Vesicle cytoskeletal traffickingNA NA NA NA 7 72 0.79 0.0137
GO:0051240Positive regulation of multicellular organismal processNA NA NA NA 44 1593 0.25 0.014
GO:0031647Regulation of protein stabilityNA NA NA NA 17 393 0.44 0.0143
GO:0048856Anatomical structure developmentNA NA NA NA 110 5157 0.14 0.015
GO:1902883Negative regulation of response to oxidative stressNA NA NA NA 5 32 1 0.015
GO:0043069Negative regulation of programmed cell deathNA NA NA NA 31 988 0.3 0.0158
GO:0009895Negative regulation of catabolic processNA NA NA NA 15 328 0.47 0.0182
GO:0051650Establishment of vesicle localizationNA NA NA NA 10 164 0.59 0.022
GO:0034250Positive regulation of cellular amide metabolic processNA NA NA NA 11 196 0.56 0.0222
GO:0035357Peroxisome proliferator activated receptor signaling pathwayNA NA NA NA 3 7 1.44 0.0228
GO:0051693Actin filament cappingNA NA NA NA 5 36 0.95 0.0228
GO:0034330Cell junction organizationNA NA NA NA 21 578 0.37 0.0247
GO:0051017Actin filament bundle assemblyNA NA NA NA 6 58 0.82 0.0254



GO:0099563Modification of synaptic structureNA NA NA NA 4 20 1.11 0.0258
GO:1902175Regulation of oxidative stress-induced intrinsic apoptotic signaling pathwayNA NA NA NA 4 20 1.11 0.0258
GO:1903076Regulation of protein localization to plasma membraneNA NA NA NA 8 109 0.67 0.0258
GO:0045727Positive regulation of translationNA NA NA NA 10 169 0.58 0.0264
GO:1904375Regulation of protein localization to cell peripheryNA NA NA NA 9 140 0.61 0.0284
GO:1903078Positive regulation of protein localization to plasma membraneNA NA NA NA 6 60 0.81 0.029
GO:0042182Ketone catabolic processNA NA NA NA 4 21 1.09 0.0292
GO:2000643Positive regulation of early endosome to late endosome transportNA NA NA NA 3 8 1.38 0.0293
GO:0043277Apoptotic cell clearanceNA NA NA NA 5 39 0.91 0.0296
GO:0040029Regulation of gene expression, epigeneticNA NA NA NA 9 142 0.61 0.03
GO:0007015Actin filament organizationNA NA NA NA 13 281 0.47 0.035
GO:0050808Synapse organizationNA NA NA NA 15 357 0.43 0.036
GO:0006521Regulation of cellular amino acid metabolic processNA NA NA NA 3 9 1.33 0.0363
GO:0044089Positive regulation of cellular component biogenesisNA NA NA NA 20 560 0.36 0.0365
GO:0072522Purine-containing compound biosynthetic processNA NA NA NA 10 179 0.55 0.0365
GO:0140374Antiviral innate immune responseNA NA NA NA 4 23 1.05 0.0365
GO:0051239Regulation of multicellular organismal processNA NA NA NA 66 2847 0.17 0.0393
GO:0140053Mitochondrial gene expressionNA NA NA NA 7 91 0.69 0.0394
GO:0043066Negative regulation of apoptotic processNA NA NA NA 29 967 0.28 0.0401
GO:0048583Regulation of response to stimulusNA NA NA NA 84 3843 0.15 0.0407
GO:0051702Biological process involved in interaction with symbiontNA NA NA NA 7 92 0.69 0.0413
GO:0030010Establishment of cell polarityNA NA NA NA 9 153 0.58 0.0437
GO:0050790Regulation of catalytic activityNA NA NA NA 54 2223 0.19 0.0437
GO:0080134Regulation of response to stressNA NA NA NA 35 1261 0.25 0.0437
GO:0090235Regulation of metaphase plate congressionNA NA NA NA 3 10 1.28 0.0437
GO:0098885Modification of postsynaptic actin cytoskeletonNA NA NA NA 3 10 1.28 0.0437
GO:0010952Positive regulation of peptidase activityNA NA NA NA 10 188 0.53 0.0473
GO:0030705Cytoskeleton-dependent intracellular transportNA NA NA NA 10 188 0.53 0.0473



PROCESS_D7_30mM_UP
#term ID term description.NIST observed gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0009987Cellular process 524 15994 0.14 8.31E-41 289 15994 0.14 1.32E-20
GO:0009056Catabolic process 149 1999 0.49 2.74E-31 63 1999 0.38 8.90E-08
GO:0051641Cellular localization 170 2661 0.43 4.84E-29 77 2661 0.34 2.72E-08
GO:0033036Macromolecule localization 158 2366 0.45 1.19E-28 79 2366 0.4 2.75E-11
GO:0008104Protein localization 140 1924 0.48 2.37E-28 67 1924 0.42 5.72E-10
GO:0008152Metabolic process 342 8581 0.22 1.74E-27 191 8581 0.23 8.87E-15
GO:0046907Intracellular transport 110 1297 0.55 1.38E-26 56 1297 0.51 2.45E-11
GO:0051179Localization 223 4471 0.32 7.27E-26 100 4471 0.23 1.16E-05
GO:1901575Organic substance catabolic process 126 1714 0.49 1.18E-25 59 1714 0.42 1.59E-08
GO:0006810Transport 196 3660 0.35 1.78E-25 89 3660 0.26 2.34E-06
GO:0051234Establishment of localization 201 3839 0.34 3.87E-25 92 3839 0.26 2.34E-06
GO:0015031Protein transport 96 1062 0.58 7.61E-25 47 1062 0.52 8.91E-10
GO:0045184Establishment of protein localization 101 1173 0.56 8.40E-25 49 1173 0.5 1.94E-09
GO:0071704Organic substance metabolic process 323 8137 0.22 1.03E-24 184 8137 0.23 1.18E-14
GO:0044248Cellular catabolic process 114 1557 0.49 7.51E-23 47 1557 0.36 4.00E-05
GO:0051649Establishment of localization in cell 119 1689 0.47 1.09E-22 62 1689 0.44 5.72E-10
GO:0071705Nitrogen compound transport 109 1456 0.5 1.84E-22 59 1456 0.49 4.73E-11
GO:0032879Regulation of localization 140 2276 0.41 5.29E-22 50 2276 0.22 0.0234
GO:0016192Vesicle-mediated transport 98 1231 0.52 9.95E-22 40 1231 0.39 5.48E-05
GO:0044237Cellular metabolic process 285 7040 0.23 2.07E-21 167 7040 0.25 2.07E-14
GO:0071702Organic substance transport 122 1835 0.44 2.14E-21 65 1835 0.43 5.72E-10
GO:0006886Intracellular protein transport 69 669 0.64 3.22E-20 37 669 0.62 6.89E-10
GO:0044238Primary metabolic process 298 7736 0.21 1.76E-19 175 7736 0.23 1.54E-13
GO:0044281Small molecule metabolic process 112 1690 0.44 2.74E-19 68 1690 0.48 6.99E-13
GO:1901564Organonitrogen compound metabolic process 233 5394 0.26 2.82E-19 122 5394 0.23 8.90E-08
GO:0010033Response to organic substance 153 2827 0.36 2.95E-19 67 2827 0.25 0.00029
GO:0030163Protein catabolic process 70 741 0.6 1.19E-18 27 741 0.44 0.00048
GO:0009057Macromolecule catabolic process 79 967 0.53 9.17E-18 35 967 0.44 3.44E-05
GO:1901565Organonitrogen compound catabolic process 82 1061 0.51 3.70E-17 32 1061 0.36 0.002
GO:0051128Regulation of cellular component organization 136 2504 0.36 8.10E-17 53 2504 0.2 0.0329
GO:0051049Regulation of transport 114 1906 0.4 1.66E-16 44 1906 0.24 0.0209
GO:0070887Cellular response to chemical stimulus 138 2646 0.34 1.09E-15 60 2646 0.23 0.0029
GO:0051603Proteolysis involved in protein catabolic process 58 635 0.58 1.36E-14 NA NA NA NA
GO:0006508Proteolysis 82 1197 0.46 2.59E-14 NA NA NA NA
GO:0048518Positive regulation of biological process 244 6368 0.21 6.36E-14 124 6368 0.17 0.00016
GO:0065007Biological regulation 397 12586 0.12 1.01E-13 209 12586 0.1 0.00018
GO:0065008Regulation of biological quality 171 3854 0.27 1.07E-13 NA NA NA NA
GO:0006457Protein folding 35 243 0.78 1.61E-13 17 243 0.72 1.88E-05



GO:0042221Response to chemical 189 4477 0.25 1.69E-13 NA NA NA NA
GO:0016197Endosomal transport 33 215 0.81 2.06E-13 12 215 0.62 0.0046
GO:0006807Nitrogen compound metabolic process 262 7145 0.19 4.00E-13 153 7145 0.21 4.48E-09
GO:0006511Ubiquitin-dependent protein catabolic process 51 552 0.59 6.36E-13 23 552 0.5 0.00034
GO:0044265Cellular macromolecule catabolic process 60 755 0.52 1.06E-12 31 755 0.49 1.71E-05
GO:0060341Regulation of cellular localization 72 1043 0.46 1.33E-12 NA NA NA NA
GO:0048522Positive regulation of cellular process 222 5758 0.21 1.86E-12 110 5758 0.16 0.0016
GO:0050789Regulation of biological process 375 11860 0.12 3.20E-12 189 11860 0.08 0.0166
GO:0065009Regulation of molecular function 137 2956 0.29 9.73E-12 61 2956 0.19 0.0243
GO:0051246Regulation of protein metabolic process 129 2708 0.3 9.98E-12 65 2708 0.26 0.00029
GO:0016043Cellular component organization 215 5621 0.2 1.46E-11 114 5621 0.19 9.01E-05
GO:0032880Regulation of protein localization 65 939 0.46 2.51E-11 NA NA NA NA
GO:0060627Regulation of vesicle-mediated transport 52 647 0.53 4.53E-11 NA NA NA NA
GO:0010498Proteasomal protein catabolic process 39 379 0.63 5.17E-11 NA NA NA NA
GO:0044087Regulation of cellular component biogenesis 68 1038 0.44 6.94E-11 NA NA NA NA
GO:0048193Golgi vesicle transport 33 276 0.7 8.84E-11 15 276 0.61 0.00087
GO:0051050Positive regulation of transport 68 1045 0.44 8.99E-11 NA NA NA NA
GO:0019538Protein metabolic process 176 4367 0.23 1.26E-10 84 4367 0.16 0.0159
GO:0033043Regulation of organelle organization 74 1214 0.41 1.51E-10 33 1214 0.31 0.0087
GO:0046165Alcohol biosynthetic process 21 101 0.94 1.74E-10 11 101 0.92 5.48E-05
GO:0071840Cellular component organization or biogenesis 218 5887 0.19 2.02E-10 119 5887 0.18 5.47E-05
GO:0071310Cellular response to organic substance 104 2069 0.32 2.06E-10 51 2069 0.27 0.0017
GO:1901698Response to nitrogen compound 71 1149 0.41 2.40E-10 NA NA NA NA
GO:0010243Response to organonitrogen compound 67 1056 0.42 3.58E-10 NA NA NA NA
GO:0010941Regulation of cell death 92 1740 0.35 3.71E-10 NA NA NA NA
GO:0044283Small molecule biosynthetic process 39 428 0.58 1.35E-09 28 428 0.69 1.01E-08
GO:0051493Regulation of cytoskeleton organization 45 564 0.52 2.06E-09 NA NA NA NA
GO:0050794Regulation of cellular process 349 11253 0.11 3.14E-09 179 11253 0.08 0.0327
GO:0006066Alcohol metabolic process 33 325 0.63 4.08E-09 19 325 0.65 3.92E-05
GO:0006749Glutathione metabolic process 17 72 1 4.08E-09 7 72 0.87 0.0071
GO:0050790Regulation of catalytic activity 105 2223 0.3 4.94E-09 NA NA NA NA
GO:1901615Organic hydroxy compound metabolic process 40 473 0.55 5.52E-09 25 473 0.6 4.09E-06
GO:0006790Sulfur compound metabolic process 33 333 0.62 7.01E-09 13 333 0.47 0.0432
GO:0016482Cytosolic transport 22 142 0.81 7.01E-09 NA NA NA NA
GO:0050896Response to stimulus 268 8055 0.14 1.12E-08 NA NA NA NA
GO:0019752Carboxylic acid metabolic process 58 917 0.42 1.19E-08 39 917 0.51 1.61E-07
GO:0048519Negative regulation of biological process 195 5319 0.19 1.46E-08 NA NA NA NA
GO:0006082Organic acid metabolic process 59 956 0.41 1.94E-08 NA NA NA NA
GO:0014070Response to organic cyclic compound 59 964 0.41 2.57E-08 NA NA NA NA
GO:0043254Regulation of protein-containing complex assembly 36 416 0.56 2.72E-08 NA NA NA NA



GO:1901135Carbohydrate derivative metabolic process 60 1002 0.4 3.88E-08 34 1002 0.41 0.00016
GO:0006950Response to stress 132 3187 0.24 3.96E-08 65 3187 0.19 0.0209
GO:0055086Nucleobase-containing small molecule metabolic process 43 582 0.49 4.57E-08 27 582 0.54 1.28E-05
GO:0019637Organophosphate metabolic process 57 934 0.41 5.60E-08 35 934 0.45 1.83E-05
GO:0042147Retrograde transport, endosome to Golgi 16 77 0.94 6.55E-08 6 77 0.77 0.0475
GO:0043603Cellular amide metabolic process 63 1102 0.38 7.33E-08 NA NA NA NA
GO:1905475Regulation of protein localization to membrane 24 198 0.71 7.33E-08 NA NA NA NA
GO:0048523Negative regulation of cellular process 176 4752 0.19 8.41E-08 NA NA NA NA
GO:1901617Organic hydroxy compound biosynthetic process 22 167 0.74 9.22E-08 13 167 0.77 0.00015
GO:0022607Cellular component assembly 110 2516 0.26 9.53E-08 57 2516 0.23 0.0046
GO:0043161Proteasome-mediated ubiquitin-dependent protein catabolic process 31 334 0.59 9.61E-08 16 334 0.56 0.0018
GO:0009719Response to endogenous stimulus 74 1425 0.34 1.11E-07 35 1425 0.27 0.0289
GO:0019222Regulation of metabolic process 226 6627 0.15 1.30E-07 119 6627 0.13 0.0084
GO:0051130Positive regulation of cellular component organization 66 1212 0.36 1.65E-07 NA NA NA NA
GO:1902903Regulation of supramolecular fiber organization 34 408 0.54 1.84E-07 NA NA NA NA
GO:0032787Monocarboxylic acid metabolic process 43 615 0.47 1.91E-07 27 615 0.52 2.98E-05
GO:0033365Protein localization to organelle 48 739 0.43 1.98E-07 30 739 0.49 2.98E-05
GO:0070201Regulation of establishment of protein localization 41 570 0.48 2.12E-07 NA NA NA NA
GO:0005975Carbohydrate metabolic process 39 527 0.49 2.54E-07 22 527 0.5 0.00051
GO:0006629Lipid metabolic process 65 1202 0.36 2.73E-07 35 1202 0.34 0.0017
GO:0009894Regulation of catabolic process 56 973 0.38 4.91E-07 27 973 0.32 0.024
GO:0061077Chaperone-mediated protein folding 15 78 0.91 4.91E-07 NA NA NA NA
GO:0030036Actin cytoskeleton organization 40 566 0.47 5.13E-07 NA NA NA NA
GO:0042176Regulation of protein catabolic process 31 363 0.55 5.31E-07 NA NA NA NA
GO:1903829Positive regulation of protein localization 37 498 0.49 5.68E-07 NA NA NA NA
GO:0032271Regulation of protein polymerization 23 213 0.66 1.03E-06 NA NA NA NA
GO:0006793Phosphorus metabolic process 88 1940 0.28 1.14E-06 51 1940 0.3 0.00038
GO:0008203Cholesterol metabolic process 17 113 0.8 1.15E-06 13 113 0.94 4.09E-06
GO:0080090Regulation of primary metabolic process 199 5780 0.16 1.15E-06 107 5780 0.15 0.0071
GO:0006897Endocytosis 33 422 0.52 1.19E-06 16 422 0.46 0.0185
GO:1902652Secondary alcohol metabolic process 18 129 0.77 1.19E-06 14 129 0.91 2.34E-06
GO:0033554Cellular response to stress 77 1609 0.3 1.24E-06 NA NA NA NA
GO:0006996Organelle organization 139 3632 0.2 1.31E-06 83 3632 0.24 6.92E-05
GO:0043170Macromolecule metabolic process 213 6322 0.15 1.38E-06 117 6322 0.15 0.0029
GO:0043067Regulation of programmed cell death 75 1557 0.3 1.48E-06 NA NA NA NA
GO:1901700Response to oxygen-containing compound 78 1648 0.3 1.50E-06 NA NA NA NA
GO:0051046Regulation of secretion 46 746 0.41 1.65E-06 NA NA NA NA
GO:0048856Anatomical structure development 181 5157 0.17 1.92E-06 NA NA NA NA
GO:0051668Localization within membrane 38 550 0.46 1.93E-06 NA NA NA NA
GO:0019693Ribose phosphate metabolic process 34 456 0.49 1.96E-06 NA NA NA NA



GO:0030029Actin filament-based process 41 625 0.44 2.01E-06 NA NA NA NA
GO:0044085Cellular component biogenesis 114 2815 0.23 2.14E-06 62 2815 0.22 0.0046
GO:0032502Developmental process 192 5590 0.16 2.69E-06 NA NA NA NA
GO:0009117Nucleotide metabolic process 36 516 0.47 3.49E-06 25 516 0.56 1.80E-05
GO:0007033Vacuole organization 20 176 0.68 3.75E-06 NA NA NA NA
GO:0051336Regulation of hydrolase activity 54 996 0.36 5.02E-06 NA NA NA NA
GO:0032456Endocytic recycling 13 69 0.9 5.21E-06 NA NA NA NA
GO:0009725Response to hormone 47 809 0.39 5.65E-06 NA NA NA NA
GO:0098876Vesicle-mediated transport to the plasma membrane 17 130 0.74 6.10E-06 NA NA NA NA
GO:0009410Response to xenobiotic stimulus 34 483 0.47 6.54E-06 NA NA NA NA
GO:0048731System development 144 3916 0.19 6.54E-06 NA NA NA NA
GO:0010638Positive regulation of organelle organization 37 557 0.44 6.78E-06 NA NA NA NA
GO:0007275Multicellular organism development 156 4353 0.18 7.40E-06 NA NA NA NA
GO:0044089Positive regulation of cellular component biogenesis 37 560 0.44 7.59E-06 NA NA NA NA
GO:0044093Positive regulation of molecular function 73 1571 0.29 7.91E-06 NA NA NA NA
GO:0051223Regulation of protein transport 36 537 0.45 8.03E-06 NA NA NA NA
GO:0034976Response to endoplasmic reticulum stress 21 206 0.63 8.56E-06 10 206 0.56 0.0382
GO:0009259Ribonucleotide metabolic process 32 443 0.48 8.72E-06 21 443 0.55 0.00016
GO:0006796Phosphate-containing compound metabolic process 84 1919 0.26 8.87E-06 50 1919 0.29 0.00057
GO:0006631Fatty acid metabolic process 29 375 0.51 9.08E-06 15 375 0.48 0.0168
GO:0051716Cellular response to stimulus 214 6532 0.14 9.93E-06 NA NA NA NA
GO:0032386Regulation of intracellular transport 27 334 0.53 1.09E-05 13 334 0.47 0.0442
GO:1904951Positive regulation of establishment of protein localization 27 334 0.53 1.09E-05 NA NA NA NA
GO:0042981Regulation of apoptotic process 71 1531 0.29 1.23E-05 NA NA NA NA
GO:0032970Regulation of actin filament-based process 31 428 0.48 1.25E-05 NA NA NA NA
GO:0097435Supramolecular fiber organization 36 549 0.44 1.25E-05 NA NA NA NA
GO:0007034Vacuolar transport 18 157 0.68 1.35E-05 NA NA NA NA
GO:0006695Cholesterol biosynthetic process 10 40 1.02 1.62E-05 8 40 1.18 4.36E-05
GO:1903076Regulation of protein localization to plasma membrane 15 109 0.76 1.74E-05 NA NA NA NA
GO:0051129Negative regulation of cellular component organization 43 740 0.39 1.80E-05 NA NA NA NA
GO:0006091Generation of precursor metabolites and energy 30 416 0.48 2.07E-05 19 416 0.54 0.00066
GO:0051047Positive regulation of secretion 29 394 0.49 2.19E-05 NA NA NA NA
GO:0008610Lipid biosynthetic process 34 515 0.44 2.28E-05 20 515 0.47 0.0029
GO:0009150Purine ribonucleotide metabolic process 30 421 0.47 2.57E-05 20 421 0.55 0.00027
GO:0060255Regulation of macromolecule metabolic process 200 6089 0.14 2.69E-05 107 6089 0.12 0.0406
GO:0009058Biosynthetic process 104 2636 0.22 2.73E-05 77 2636 0.34 1.84E-08
GO:1903530Regulation of secretion by cell 40 676 0.39 2.97E-05 NA NA NA NA
GO:0010256Endomembrane system organization 33 498 0.44 3.06E-05 21 498 0.5 0.00066
GO:0032956Regulation of actin cytoskeleton organization 28 379 0.49 3.14E-05 NA NA NA NA
GO:0060548Negative regulation of cell death 56 1125 0.32 3.18E-05 NA NA NA NA



GO:1901576Organic substance biosynthetic process 102 2581 0.22 3.27E-05 74 2581 0.34 9.70E-08
GO:0016050Vesicle organization 23 269 0.55 3.29E-05 NA NA NA NA
GO:0110053Regulation of actin filament organization 24 291 0.54 3.38E-05 NA NA NA NA
GO:0010035Response to inorganic substance 36 577 0.42 3.41E-05 NA NA NA NA
GO:0019882Antigen processing and presentation 13 85 0.81 3.44E-05 NA NA NA NA
GO:0006914Autophagy 24 292 0.54 3.51E-05 NA NA NA NA
GO:0010038Response to metal ion 28 384 0.48 3.81E-05 NA NA NA NA
GO:0006518Peptide metabolic process 46 850 0.36 4.03E-05 NA NA NA NA
GO:0032535Regulation of cellular component size 30 433 0.46 4.06E-05 NA NA NA NA
GO:0022411Cellular component disassembly 24 300 0.53 5.29E-05 NA NA NA NA
GO:0044255Cellular lipid metabolic process 49 944 0.34 5.29E-05 26 944 0.32 0.0319
GO:0033993Response to lipid 46 861 0.35 5.49E-05 NA NA NA NA
GO:0072521Purine-containing compound metabolic process 31 465 0.45 5.54E-05 NA NA NA NA
GO:1904375Regulation of protein localization to cell periphery 16 140 0.68 5.67E-05 NA NA NA NA
GO:0051171Regulation of nitrogen compound metabolic process 185 5595 0.14 5.68E-05 NA NA NA NA
GO:1903543Positive regulation of exosomal secretion 7 17 1.24 6.12E-05 NA NA NA NA
GO:0030834Regulation of actin filament depolymerization 11 62 0.87 6.66E-05 NA NA NA NA
GO:0019751Polyol metabolic process 14 108 0.73 6.93E-05 NA NA NA NA
GO:0012501Programmed cell death 46 872 0.34 7.31E-05 NA NA NA NA
GO:0006575Cellular modified amino acid metabolic process 19 201 0.6 7.46E-05 13 201 0.69 0.00066
GO:0051247Positive regulation of protein metabolic process 68 1529 0.27 7.60E-05 38 1529 0.27 0.0148
GO:0046173Polyol biosynthetic process 10 50 0.92 7.74E-05 NA NA NA NA
GO:0044403Biological process involved in symbiotic interaction 19 203 0.59 8.33E-05 NA NA NA NA
GO:0061024Membrane organization 39 684 0.38 8.33E-05 NA NA NA NA
GO:0090407Organophosphate biosynthetic process 31 479 0.43 9.23E-05 24 479 0.58 1.80E-05
GO:0008219Cell death 47 914 0.33 1.00E-04 NA NA NA NA
GO:0008202Steroid metabolic process 20 229 0.56 0.00012 16 229 0.72 3.97E-05
GO:0016032Viral process 16 151 0.65 0.00013 NA NA NA NA
GO:0036503ERAD pathway 13 98 0.74 0.00013 NA NA NA NA
GO:0008064Regulation of actin polymerization or depolymerization 17 171 0.62 0.00014 NA NA NA NA
GO:0009628Response to abiotic stimulus 56 1190 0.29 0.00014 NA NA NA NA
GO:0072594Establishment of protein localization to organelle 25 344 0.48 0.00014 18 344 0.6 0.00025
GO:0006986Response to unfolded protein 13 101 0.73 0.00016 NA NA NA NA
GO:0007041Lysosomal transport 14 118 0.7 0.00016 NA NA NA NA
GO:0023051Regulation of signaling 121 3347 0.18 0.00016 NA NA NA NA
GO:0044260Cellular macromolecule metabolic process 106 2825 0.2 0.00016 65 2825 0.24 0.00088
GO:0007015Actin filament organization 22 281 0.52 0.00018 NA NA NA NA
GO:0019058Viral life cycle 14 119 0.69 0.00018 9 119 0.76 0.0046
GO:0044262Cellular carbohydrate metabolic process 17 175 0.61 0.00018 NA NA NA NA
GO:0051051Negative regulation of transport 30 474 0.42 0.00019 NA NA NA NA



GO:0010646Regulation of cell communication 120 3331 0.18 2.00E-04 NA NA NA NA
GO:0019674NAD metabolic process 8 32 1.02 2.00E-04 NA NA NA NA
GO:0016236Macroautophagy 17 178 0.6 0.00021 NA NA NA NA
GO:0007010Cytoskeleton organization 59 1308 0.28 0.00024 NA NA NA NA
GO:0019725Cellular homeostasis 37 666 0.37 0.00024 NA NA NA NA
GO:0035966Response to topologically incorrect protein 14 123 0.68 0.00024 NA NA NA NA
GO:1901701Cellular response to oxygen-containing compound 52 1095 0.3 0.00024 NA NA NA NA
GO:0030004Cellular monovalent inorganic cation homeostasis 13 106 0.71 0.00025 NA NA NA NA
GO:0071495Cellular response to endogenous stimulus 53 1127 0.29 0.00025 NA NA NA NA
GO:0072657Protein localization to membrane 30 482 0.42 0.00025 NA NA NA NA
GO:1903532Positive regulation of secretion by cell 25 359 0.46 0.00026 NA NA NA NA
GO:0006048UDP-N-acetylglucosamine biosynthetic process 5 7 1.48 0.00027 NA NA NA NA
GO:0006979Response to oxidative stress 25 360 0.46 0.00027 17 360 0.55 0.0012
GO:0051222Positive regulation of protein transport 23 313 0.49 0.00027 NA NA NA NA
GO:1902904Negative regulation of supramolecular fiber organization 17 182 0.59 0.00027 NA NA NA NA
GO:0017157Regulation of exocytosis 22 291 0.5 0.00028 NA NA NA NA
GO:0043933Protein-containing complex organization 65 1505 0.26 0.00028 37 1505 0.27 0.0209
GO:0009636Response to toxic substance 18 204 0.57 0.00029 NA NA NA NA
GO:0009893Positive regulation of metabolic process 136 3939 0.16 3.00E-04 NA NA NA NA
GO:0071407Cellular response to organic cyclic compound 32 541 0.39 0.00031 NA NA NA NA
GO:1905477Positive regulation of protein localization to membrane 13 110 0.69 0.00034 NA NA NA NA
GO:0061136Regulation of proteasomal protein catabolic process 17 187 0.58 0.00036 NA NA NA NA
GO:0005996Monosaccharide metabolic process 19 230 0.54 0.00037 11 230 0.56 0.0258
GO:0030833Regulation of actin filament polymerization 15 148 0.63 0.00037 NA NA NA NA
GO:0031647Regulation of protein stability 26 393 0.44 0.00037 NA NA NA NA
GO:0051640Organelle localization 32 547 0.39 0.00037 NA NA NA NA
GO:0051693Actin filament capping 8 36 0.97 0.00037 NA NA NA NA
GO:1902115Regulation of organelle assembly 19 230 0.54 0.00037 NA NA NA NA
GO:0006915Apoptotic process 42 826 0.33 4.00E-04 NA NA NA NA
GO:0034641Cellular nitrogen compound metabolic process 132 3820 0.16 4.00E-04 93 3820 0.26 9.37E-07
GO:1901360Organic cyclic compound metabolic process 115 3212 0.18 4.00E-04 85 3212 0.3 1.40E-07
GO:1905952Regulation of lipid localization 16 170 0.6 0.00042 NA NA NA NA
GO:1905954Positive regulation of lipid localization 13 113 0.68 0.00042 NA NA NA NA
GO:0006734NADH metabolic process 8 37 0.96 0.00043 NA NA NA NA
GO:0046365Monosaccharide catabolic process 8 37 0.96 0.00043 NA NA NA NA
GO:0006605Protein targeting 19 234 0.53 0.00044 NA NA NA NA
GO:0030835Negative regulation of actin filament depolymerization 9 50 0.88 0.00044 NA NA NA NA
GO:0016052Carbohydrate catabolic process 17 192 0.57 0.00045 10 192 0.59 0.0253
GO:0033875Ribonucleoside bisphosphate metabolic process 13 114 0.68 0.00045 NA NA NA NA
GO:0034032Purine nucleoside bisphosphate metabolic process 13 114 0.68 0.00045 NA NA NA NA



GO:0009896Positive regulation of catabolic process 30 502 0.4 0.00046 NA NA NA NA
GO:0031334Positive regulation of protein-containing complex assembly 17 193 0.57 0.00048 NA NA NA NA
GO:0030433Ubiquitin-dependent ERAD pathway 11 81 0.75 0.00049 NA NA NA NA
GO:0051084De novo post-translational protein folding 8 38 0.95 0.00049 NA NA NA NA
GO:0048513Animal organ development 119 3378 0.17 0.00051 NA NA NA NA
GO:0030162Regulation of proteolysis 38 724 0.34 0.00052 NA NA NA NA
GO:0044282Small molecule catabolic process 24 354 0.45 0.00052 NA NA NA NA
GO:2000112Regulation of cellular macromolecule biosynthetic process 34 613 0.37 0.00052 NA NA NA NA
GO:0043085Positive regulation of catalytic activity 52 1139 0.28 0.00056 NA NA NA NA
GO:0006694Steroid biosynthetic process 12 101 0.7 0.00064 11 101 0.92 5.48E-05
GO:0051701Biological process involved in interaction with host 13 119 0.66 0.00064 NA NA NA NA
GO:1901879Regulation of protein depolymerization 12 101 0.7 0.00064 NA NA NA NA
GO:0045931Positive regulation of mitotic cell cycle 14 138 0.63 0.00065 NA NA NA NA
GO:0051016Barbed-end actin filament capping 6 18 1.14 7.00E-04 NA NA NA NA
GO:0007040Lysosome organization 11 87 0.72 0.00085 NA NA NA NA
GO:2000641Regulation of early endosome to late endosome transport 6 19 1.12 0.00089 NA NA NA NA
GO:0031329Regulation of cellular catabolic process 38 745 0.33 9.00E-04 22 745 0.35 0.0352
GO:0044419Biological process involved in interspecies interaction between organisms 58 1351 0.25 0.00092 NA NA NA NA
GO:0071248Cellular response to metal ion 17 205 0.54 0.00092 NA NA NA NA
GO:0031344Regulation of cell projection organization 39 776 0.32 0.00095 NA NA NA NA
GO:1901992Positive regulation of mitotic cell cycle phase transition 12 106 0.68 0.00096 NA NA NA NA
GO:0043244Regulation of protein-containing complex disassembly 14 144 0.61 0.00097 NA NA NA NA
GO:0022604Regulation of cell morphogenesis 23 347 0.44 0.001 NA NA NA NA
GO:0042592Homeostatic process 61 1451 0.25 0.001 NA NA NA NA
GO:0045732Positive regulation of protein catabolic process 16 186 0.56 0.001 NA NA NA NA
GO:1901362Organic cyclic compound biosynthetic process 45 957 0.29 0.001 33 957 0.42 0.00016
GO:0006637acyl-CoA metabolic process 11 90 0.71 0.0011 NA NA NA NA
GO:0007035Vacuolar acidification 6 20 1.1 0.0011 NA NA NA NA
GO:0009225Nucleotide-sugar metabolic process 7 31 0.98 0.0011 NA NA NA NA
GO:0014047Glutamate secretion 5 11 1.28 0.0011 NA NA NA NA
GO:0032984Protein-containing complex disassembly 14 147 0.6 0.0011 NA NA NA NA
GO:0051017Actin filament bundle assembly 9 58 0.81 0.0011 NA NA NA NA
GO:0051452Intracellular pH reduction 7 31 0.98 0.0011 NA NA NA NA
GO:0090066Regulation of anatomical structure size 32 584 0.36 0.0011 NA NA NA NA
GO:0051495Positive regulation of cytoskeleton organization 17 212 0.53 0.0013 NA NA NA NA
GO:0120035Regulation of plasma membrane bounded cell projection organization 38 760 0.32 0.0013 NA NA NA NA
GO:0032272Negative regulation of protein polymerization 10 76 0.74 0.0014 NA NA NA NA
GO:0090611Ubiquitin-independent protein catabolic process via the multivesicular body sorting pathway4 5 1.53 0.0014 NA NA NA NA
GO:0019320Hexose catabolic process 7 33 0.95 0.0015 NA NA NA NA
GO:0031323Regulation of cellular metabolic process 176 5592 0.12 0.0015 NA NA NA NA



GO:0044249Cellular biosynthetic process 91 2480 0.19 0.0015 69 2480 0.32 1.30E-06
GO:0072659Protein localization to plasma membrane 17 215 0.52 0.0015 NA NA NA NA
GO:1902117Positive regulation of organelle assembly 11 94 0.69 0.0015 NA NA NA NA
GO:0006622Protein targeting to lysosome 6 22 1.06 0.0016 NA NA NA NA
GO:0006888Endoplasmic reticulum to Golgi vesicle-mediated transport 12 113 0.65 0.0016 12 113 0.9 2.60E-05
GO:0030641Regulation of cellular pH 10 78 0.73 0.0016 NA NA NA NA
GO:0034620Cellular response to unfolded protein 10 78 0.73 0.0016 NA NA NA NA
GO:0044092Negative regulation of molecular function 48 1072 0.27 0.0017 NA NA NA NA
GO:0061028Establishment of endothelial barrier 7 34 0.94 0.0017 NA NA NA NA
GO:1990748Cellular detoxification 11 96 0.68 0.0017 NA NA NA NA
GO:0023056Positive regulation of signaling 69 1749 0.22 0.0018 NA NA NA NA
GO:0035967Cellular response to topologically incorrect protein 11 97 0.68 0.0018 NA NA NA NA
GO:0031399Regulation of protein modification process 64 1588 0.23 0.0019 NA NA NA NA
GO:0051494Negative regulation of cytoskeleton organization 15 177 0.55 0.0019 NA NA NA NA
GO:0071241Cellular response to inorganic substance 18 243 0.49 0.0019 NA NA NA NA
GO:0008037Cell recognition 12 117 0.63 0.002 NA NA NA NA
GO:0030030Cell projection organization 54 1269 0.25 0.002 NA NA NA NA
GO:0048468Cell development 71 1825 0.21 0.002 NA NA NA NA
GO:0051085Chaperone cofactor-dependent protein refolding 7 36 0.91 0.0022 NA NA NA NA
GO:0032388Positive regulation of intracellular transport 16 202 0.52 0.0023 NA NA NA NA
GO:0002474Antigen processing and presentation of peptide antigen via MHC class I 5 14 1.17 0.0024 NA NA NA NA
GO:0006900Vesicle budding from membrane 9 66 0.76 0.0024 NA NA NA NA
GO:0040017Positive regulation of locomotion 32 615 0.34 0.0024 NA NA NA NA
GO:0043393Regulation of protein binding 17 226 0.5 0.0024 NA NA NA NA
GO:0071496Cellular response to external stimulus 23 372 0.41 0.0024 NA NA NA NA
GO:0010647Positive regulation of cell communication 68 1738 0.21 0.0025 NA NA NA NA
GO:0031623Receptor internalization 9 67 0.75 0.0026 NA NA NA NA
GO:0120036Plasma membrane bounded cell projection organization 52 1222 0.25 0.0026 NA NA NA NA
GO:0044000Movement in host 10 84 0.7 0.0027 NA NA NA NA
GO:0140352Export from cell 25 427 0.39 0.0027 NA NA NA NA
GO:1901699Cellular response to nitrogen compound 34 676 0.32 0.0027 NA NA NA NA
GO:1901880Negative regulation of protein depolymerization 10 84 0.7 0.0027 NA NA NA NA
GO:0006892post-Golgi vesicle-mediated transport 11 103 0.65 0.0028 NA NA NA NA
GO:0006898Receptor-mediated endocytosis 14 163 0.56 0.0028 NA NA NA NA
GO:0010811Positive regulation of cell-substrate adhesion 13 143 0.58 0.003 NA NA NA NA
GO:0046390Ribose phosphate biosynthetic process 15 186 0.53 0.0031 NA NA NA NA
GO:2000147Positive regulation of cell motility 31 597 0.34 0.0031 NA NA NA NA
GO:0016051Carbohydrate biosynthetic process 12 124 0.61 0.0032 9 124 0.74 0.006
GO:0032886Regulation of microtubule-based process 19 280 0.45 0.0032 NA NA NA NA
GO:1902531Regulation of intracellular signal transduction 66 1691 0.21 0.0032 NA NA NA NA



GO:1902905Positive regulation of supramolecular fiber organization 15 187 0.53 0.0032 NA NA NA NA
GO:0043277Apoptotic cell clearance 7 39 0.88 0.0033 NA NA NA NA
GO:0030335Positive regulation of cell migration 30 573 0.34 0.0034 NA NA NA NA
GO:0040012Regulation of locomotion 47 1080 0.26 0.0034 NA NA NA NA
GO:1905037Autophagosome organization 10 88 0.68 0.0036 NA NA NA NA
GO:0045787Positive regulation of cell cycle 22 359 0.41 0.0037 NA NA NA NA
GO:0001885Endothelial cell development 8 55 0.78 0.0038 NA NA NA NA
GO:0010810Regulation of cell-substrate adhesion 17 237 0.48 0.0039 NA NA NA NA
GO:0010942Positive regulation of cell death 33 664 0.32 0.0039 NA NA NA NA
GO:0016042Lipid catabolic process 19 285 0.45 0.0039 NA NA NA NA
GO:0016358Dendrite development 13 148 0.57 0.0039 NA NA NA NA
GO:0051656Establishment of organelle localization 23 387 0.4 0.0039 NA NA NA NA
GO:0070507Regulation of microtubule cytoskeleton organization 14 170 0.54 0.004 NA NA NA NA
GO:0061462Protein localization to lysosome 7 41 0.85 0.0041 NA NA NA NA
GO:2000643Positive regulation of early endosome to late endosome transport 4 8 1.32 0.0044 NA NA NA NA
GO:0048878Chemical homeostasis 43 972 0.27 0.0046 NA NA NA NA
GO:0070848Response to growth factor 27 501 0.35 0.0047 NA NA NA NA
GO:0043068Positive regulation of programmed cell death 30 587 0.33 0.0048 NA NA NA NA
GO:0050708Regulation of protein secretion 19 291 0.44 0.0048 NA NA NA NA
GO:0051098Regulation of binding 23 394 0.39 0.0048 NA NA NA NA
GO:0051592Response to calcium ion 13 152 0.55 0.0048 NA NA NA NA
GO:0099003Vesicle-mediated transport in synapse 13 152 0.55 0.0048 NA NA NA NA
GO:0006417Regulation of translation 28 531 0.34 0.0049 20 531 0.45 0.0042
GO:0034067Protein localization to Golgi apparatus 6 29 0.94 0.0049 NA NA NA NA
GO:0051235Maintenance of location 14 174 0.53 0.0049 NA NA NA NA
GO:0032434Regulation of proteasomal ubiquitin-dependent protein catabolic process 12 132 0.58 0.005 NA NA NA NA
GO:0031175Neuron projection development 36 765 0.29 0.0051 NA NA NA NA
GO:0048869Cellular developmental process 115 3449 0.15 0.0051 NA NA NA NA
GO:1990778Protein localization to cell periphery 18 269 0.45 0.0052 NA NA NA NA
GO:0030154Cell differentiation 114 3418 0.15 0.0053 NA NA NA NA
GO:0050793Regulation of developmental process 90 2555 0.17 0.0053 NA NA NA NA
GO:0098761Cellular response to interleukin-7 5 18 1.07 0.0054 NA NA NA NA
GO:0001676Long-chain fatty acid metabolic process 11 114 0.61 0.0056 NA NA NA NA
GO:0019068Virion assembly 6 30 0.92 0.0056 NA NA NA NA
GO:0045920Negative regulation of exocytosis 6 30 0.92 0.0056 NA NA NA NA
GO:0006739NADP metabolic process 7 44 0.82 0.0057 NA NA NA NA
GO:0019220Regulation of phosphate metabolic process 57 1434 0.22 0.0057 NA NA NA NA
GO:0007565Female pregnancy 14 178 0.52 0.0058 NA NA NA NA
GO:0007032Endosome organization 8 60 0.75 0.0059 NA NA NA NA
GO:0010883Regulation of lipid storage 8 60 0.75 0.0059 NA NA NA NA



GO:1903078Positive regulation of protein localization to plasma membrane 8 60 0.75 0.0059 NA NA NA NA
GO:0030155Regulation of cell adhesion 36 775 0.29 0.0062 NA NA NA NA
GO:0000045Autophagosome assembly 9 78 0.68 0.0063 NA NA NA NA
GO:1901998Toxin transport 7 45 0.81 0.0063 NA NA NA NA
GO:0002931Response to ischemia 8 61 0.74 0.0064 NA NA NA NA
GO:0042178Xenobiotic catabolic process 5 19 1.04 0.0064 NA NA NA NA
GO:0046755Viral budding 5 19 1.04 0.0064 NA NA NA NA
GO:0090205Positive regulation of cholesterol metabolic process 5 19 1.04 0.0064 NA NA NA NA
GO:0022603Regulation of anatomical structure morphogenesis 43 993 0.26 0.0065 NA NA NA NA
GO:0032940Secretion by cell 22 379 0.39 0.0066 NA NA NA NA
GO:0009165Nucleotide biosynthetic process 16 229 0.47 0.007 14 229 0.66 0.00057
GO:0031113Regulation of microtubule polymerization 8 62 0.73 0.007 NA NA NA NA
GO:0034030Ribonucleoside bisphosphate biosynthetic process 7 46 0.8 0.007 NA NA NA NA
GO:0034033Purine nucleoside bisphosphate biosynthetic process 7 46 0.8 0.007 NA NA NA NA
GO:0009408Response to heat 12 139 0.56 0.0072 NA NA NA NA
GO:0030866Cortical actin cytoskeleton organization 6 32 0.9 0.0072 NA NA NA NA
GO:0043065Positive regulation of apoptotic process 29 577 0.32 0.0073 NA NA NA NA
GO:0018916Nitrobenzene metabolic process 3 3 1.62 0.0074 NA NA NA NA
GO:0006890Retrograde vesicle-mediated transport, Golgi to endoplasmic reticulum 7 47 0.8 0.0075 NA NA NA NA
GO:0031333Negative regulation of protein-containing complex assembly 12 140 0.56 0.0075 NA NA NA NA
GO:0032268Regulation of cellular protein metabolic process 4 10 1.22 0.0075 NA NA NA NA
GO:0032957Inositol trisphosphate metabolic process 4 10 1.22 0.0075 NA NA NA NA
GO:1901137Carbohydrate derivative biosynthetic process 28 550 0.33 0.0075 21 550 0.46 0.0023
GO:1902966Positive regulation of protein localization to early endosome 4 10 1.22 0.0075 NA NA NA NA
GO:0032870Cellular response to hormone stimulus 26 494 0.34 0.0076 NA NA NA NA
GO:0019318Hexose metabolic process 15 208 0.48 0.0077 10 208 0.56 0.0406
GO:0032368Regulation of lipid transport 12 141 0.55 0.0078 NA NA NA NA
GO:0072665Protein localization to vacuole 8 64 0.72 0.0081 NA NA NA NA
GO:1902600Proton transmembrane transport 11 121 0.58 0.0082 NA NA NA NA
GO:0051650Establishment of vesicle localization 13 164 0.52 0.0083 NA NA NA NA
GO:1901888Regulation of cell junction assembly 16 235 0.46 0.0088 NA NA NA NA
GO:0034605Cellular response to heat 9 83 0.66 0.0089 NA NA NA NA
GO:1903828Negative regulation of protein localization 15 212 0.47 0.0091 NA NA NA NA
GO:0072666Establishment of protein localization to vacuole 7 49 0.78 0.0092 NA NA NA NA
GO:0015918Sterol transport 9 84 0.65 0.0096 NA NA NA NA
GO:0031122Cytoplasmic microtubule organization 8 66 0.71 0.0096 NA NA NA NA
GO:0043086Negative regulation of catalytic activity 33 707 0.29 0.0096 NA NA NA NA
GO:2000145Regulation of cell motility 43 1017 0.25 0.0097 NA NA NA NA
GO:0009966Regulation of signal transduction 98 2903 0.15 0.0098 NA NA NA NA
GO:0010639Negative regulation of organelle organization 21 367 0.38 0.0101 NA NA NA NA



GO:0043069Negative regulation of programmed cell death 42 988 0.25 0.0102 NA NA NA NA
GO:0070482Response to oxygen levels 20 341 0.39 0.0102 NA NA NA NA
GO:0090150Establishment of protein localization to membrane 15 215 0.47 0.0102 NA NA NA NA
GO:0051156Glucose 6-phosphate metabolic process 5 22 0.98 0.0103 NA NA NA NA
GO:0065003Protein-containing complex assembly 52 1312 0.22 0.0103 NA NA NA NA
GO:0030334Regulation of cell migration 41 961 0.25 0.011 NA NA NA NA
GO:0055082Cellular chemical homeostasis 28 566 0.32 0.011 NA NA NA NA
GO:0019218Regulation of steroid metabolic process 10 106 0.6 0.0112 NA NA NA NA
GO:0001558Regulation of cell growth 23 426 0.35 0.0114 NA NA NA NA
GO:0002502Peptide antigen assembly with MHC class I protein complex 3 4 1.5 0.0117 NA NA NA NA
GO:0050714Positive regulation of protein secretion 12 149 0.53 0.0117 NA NA NA NA
GO:1903553Positive regulation of extracellular exosome assembly 3 4 1.5 0.0117 NA NA NA NA
GO:0009132Nucleoside diphosphate metabolic process 13 172 0.5 0.0119 NA NA NA NA
GO:0043087Regulation of GTPase activity 21 373 0.37 0.0119 NA NA NA NA
GO:0046890Regulation of lipid biosynthetic process 14 195 0.48 0.0119 NA NA NA NA
GO:0010884Positive regulation of lipid storage 5 23 0.96 0.012 NA NA NA NA
GO:0019076Viral release from host cell 5 23 0.96 0.012 NA NA NA NA
GO:0048583Regulation of response to stimulus 123 3843 0.13 0.012 NA NA NA NA
GO:0051345Positive regulation of hydrolase activity 28 571 0.31 0.0121 NA NA NA NA
GO:0062013Positive regulation of small molecule metabolic process 12 150 0.53 0.0121 NA NA NA NA
GO:0006084acetyl-CoA metabolic process 6 37 0.83 0.0127 NA NA NA NA
GO:0006006Glucose metabolic process 13 174 0.5 0.0129 NA NA NA NA
GO:0007399Nervous system development 76 2147 0.17 0.0129 NA NA NA NA
GO:0010817Regulation of hormone levels 27 545 0.32 0.0129 NA NA NA NA
GO:0050821Protein stabilization 17 271 0.42 0.0129 NA NA NA NA
GO:0051248Negative regulation of protein metabolic process 43 1035 0.24 0.0129 NA NA NA NA
GO:0032387Negative regulation of intracellular transport 7 53 0.74 0.0131 NA NA NA NA
GO:0031668Cellular response to extracellular stimulus 18 298 0.4 0.0134 NA NA NA NA
GO:0009260Ribonucleotide biosynthetic process 13 175 0.49 0.0135 10 175 0.64 0.0142
GO:0032092Positive regulation of protein binding 10 110 0.58 0.014 NA NA NA NA
GO:1903008Organelle disassembly 10 110 0.58 0.014 NA NA NA NA
GO:0071417Cellular response to organonitrogen compound 29 608 0.3 0.0142 NA NA NA NA
GO:0030865Cortical cytoskeleton organization 7 54 0.73 0.0143 NA NA NA NA
GO:0048002Antigen processing and presentation of peptide antigen 7 54 0.73 0.0143 NA NA NA NA
GO:0009185Ribonucleoside diphosphate metabolic process 12 154 0.51 0.0145 NA NA NA NA
GO:0006098Pentose-phosphate shunt 4 13 1.11 0.0146 NA NA NA NA
GO:0003158Endothelium development 9 91 0.62 0.0147 NA NA NA NA
GO:0033157Regulation of intracellular protein transport 15 225 0.45 0.0147 NA NA NA NA
GO:0006007Glucose catabolic process 5 25 0.92 0.0158 NA NA NA NA
GO:0008299Isoprenoid biosynthetic process 5 25 0.92 0.0158 6 25 1.26 0.00038



GO:0072522Purine-containing compound biosynthetic process 13 179 0.48 0.0159 NA NA NA NA
GO:0045921Positive regulation of exocytosis 11 134 0.54 0.0161 NA NA NA NA
GO:0010876Lipid localization 21 385 0.36 0.0163 NA NA NA NA
GO:1901652Response to peptide 24 470 0.33 0.0168 NA NA NA NA
GO:0006909Phagocytosis 11 135 0.53 0.0169 NA NA NA NA
GO:0034637Cellular carbohydrate biosynthetic process 7 56 0.72 0.0169 NA NA NA NA
GO:0036258Multivesicular body assembly 3 5 1.4 0.0169 NA NA NA NA
GO:0031116Positive regulation of microtubule polymerization 6 40 0.8 0.0172 NA NA NA NA
GO:0071363Cellular response to growth factor stimulus 24 472 0.33 0.0175 NA NA NA NA
GO:0006002Fructose 6-phosphate metabolic process 4 14 1.08 0.0178 NA NA NA NA
GO:0061621Canonical glycolysis 4 14 1.08 0.0178 NA NA NA NA
GO:0051173Positive regulation of nitrogen compound metabolic process 104 3188 0.14 0.0179 NA NA NA NA
GO:0050810Regulation of steroid biosynthetic process 8 75 0.65 0.0181 NA NA NA NA
GO:0001893Maternal placenta development 6 41 0.79 0.019 NA NA NA NA
GO:0071985Multivesicular body sorting pathway 6 41 0.79 0.019 NA NA NA NA
GO:0010608Post-transcriptional regulation of gene expression 29 623 0.29 0.0192 22 623 0.43 0.0044
GO:0030307Positive regulation of cell growth 13 184 0.47 0.0194 NA NA NA NA
GO:0009152Purine ribonucleotide biosynthetic process 12 161 0.49 0.0197 9 161 0.63 0.0297
GO:0043066Negative regulation of apoptotic process 40 967 0.24 0.02 NA NA NA NA
GO:0043434Response to peptide hormone 21 393 0.35 0.02 NA NA NA NA
GO:0006913Nucleocytoplasmic transport 16 260 0.41 0.0206 16 260 0.67 0.00015
GO:0008088Axo-dendritic transport 8 77 0.64 0.0207 NA NA NA NA
GO:0015980Energy derivation by oxidation of organic compounds 15 235 0.43 0.0208 NA NA NA NA
GO:0032212Positive regulation of telomere maintenance via telomerase 6 42 0.78 0.0208 NA NA NA NA
GO:0032273Positive regulation of protein polymerization 9 97 0.59 0.021 NA NA NA NA
GO:0006805Xenobiotic metabolic process 10 118 0.55 0.0211 NA NA NA NA
GO:0039702Viral budding via host ESCRT complex 4 15 1.05 0.0211 NA NA NA NA
GO:0042098T cell proliferation 7 59 0.7 0.0211 NA NA NA NA
GO:0061951Establishment of protein localization to plasma membrane 7 59 0.7 0.0211 NA NA NA NA
GO:1904851Positive regulation of establishment of protein localization to telomere 4 15 1.05 0.0211 NA NA NA NA
GO:1901214Regulation of neuron death 21 397 0.35 0.0218 NA NA NA NA
GO:0006869Lipid transport 19 342 0.37 0.0219 NA NA NA NA
GO:0051239Regulation of multicellular organismal process 94 2847 0.14 0.022 NA NA NA NA
GO:0006811Ion transport 47 1203 0.21 0.0221 NA NA NA NA
GO:0030705Cytoskeleton-dependent intracellular transport 13 188 0.46 0.0222 NA NA NA NA
GO:0031669Cellular response to nutrient levels 16 263 0.41 0.0222 NA NA NA NA
GO:0035987Endodermal cell differentiation 6 43 0.77 0.0224 NA NA NA NA
GO:0042026Protein refolding 5 28 0.87 0.0224 NA NA NA NA
GO:0051973Positive regulation of telomerase activity 6 43 0.77 0.0224 NA NA NA NA
GO:0090181Regulation of cholesterol metabolic process 6 43 0.77 0.0224 NA NA NA NA



GO:0002376Immune system process 67 1887 0.17 0.0227 NA NA NA NA
GO:0006839Mitochondrial transport 10 120 0.54 0.0227 NA NA NA NA
GO:0019885Antigen processing and presentation of endogenous peptide antigen via MHC class I 3 6 1.32 0.0227 NA NA NA NA
GO:0022614Membrane to membrane docking 3 6 1.32 0.0227 NA NA NA NA
GO:0045927Positive regulation of growth 17 290 0.39 0.0227 NA NA NA NA
GO:0030003Cellular cation homeostasis 22 428 0.33 0.023 NA NA NA NA
GO:0010604Positive regulation of macromolecule metabolic process 114 3592 0.12 0.0231 NA NA NA NA
GO:0008154Actin polymerization or depolymerization 7 61 0.68 0.024 NA NA NA NA
GO:0009199Ribonucleoside triphosphate metabolic process 15 240 0.42 0.024 13 240 0.61 0.0031
GO:0009306Protein secretion 9 100 0.58 0.0241 NA NA NA NA
GO:0051346Negative regulation of hydrolase activity 18 319 0.37 0.0241 NA NA NA NA
GO:0000302Response to reactive oxygen species 12 167 0.48 0.0244 NA NA NA NA
GO:0007030Golgi organization 11 144 0.51 0.0245 9 144 0.67 0.0156
GO:0043162Ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway5 29 0.86 0.0248 NA NA NA NA
GO:0019216Regulation of lipid metabolic process 20 376 0.35 0.0254 NA NA NA NA
GO:1903531Negative regulation of secretion by cell 12 168 0.48 0.0254 NA NA NA NA
GO:0006081Cellular aldehyde metabolic process 7 63 0.67 0.0277 NA NA NA NA
GO:0006891intra-Golgi vesicle-mediated transport 5 30 0.84 0.0281 NA NA NA NA
GO:0046697Decidualization 5 30 0.84 0.0281 NA NA NA NA
GO:0010959Regulation of metal ion transport 22 437 0.32 0.0286 NA NA NA NA
GO:0031325Positive regulation of cellular metabolic process 102 3172 0.13 0.0286 NA NA NA NA
GO:0007369Gastrulation 12 171 0.47 0.0288 NA NA NA NA
GO:0015800Acidic amino acid transport 6 46 0.74 0.0288 5 46 0.91 0.0358
GO:0033574Response to testosterone 6 46 0.74 0.0288 NA NA NA NA
GO:0045834Positive regulation of lipid metabolic process 12 171 0.47 0.0288 NA NA NA NA
GO:0071257Cellular response to electrical stimulus 4 17 0.99 0.0288 NA NA NA NA
GO:0120178Steroid hormone biosynthetic process 4 17 0.99 0.0288 NA NA NA NA
GO:0051048Negative regulation of secretion 13 196 0.44 0.0294 NA NA NA NA
GO:2000573Positive regulation of DNA biosynthetic process 9 104 0.56 0.0297 NA NA NA NA
GO:0046394Carboxylic acid biosynthetic process 15 247 0.41 0.0298 11 247 0.53 0.0406
GO:0048227Plasma membrane to endosome transport 3 7 1.25 0.0298 NA NA NA NA
GO:0086036Regulation of cardiac muscle cell membrane potential 3 7 1.25 0.0298 NA NA NA NA
GO:0048666Neuron development 38 932 0.23 0.0302 NA NA NA NA
GO:0046939Nucleotide phosphorylation 11 149 0.49 0.0303 NA NA NA NA
GO:0030100Regulation of endocytosis 15 248 0.4 0.0307 NA NA NA NA
GO:0033619Membrane protein proteolysis 5 31 0.83 0.0309 NA NA NA NA
GO:0051651Maintenance of location in cell 9 105 0.56 0.0312 NA NA NA NA
GO:0050807Regulation of synapse organization 16 275 0.39 0.0314 NA NA NA NA
GO:0060135Maternal process involved in female pregnancy 7 65 0.65 0.0315 NA NA NA NA
GO:1901136Carbohydrate derivative catabolic process 11 150 0.49 0.0315 NA NA NA NA



GO:0015867ATP transport 4 18 0.97 0.0333 NA NA NA NA
GO:0050746Regulation of lipoprotein metabolic process 4 18 0.97 0.0333 NA NA NA NA
GO:0099638Endosome to plasma membrane protein transport 4 18 0.97 0.0333 NA NA NA NA
GO:0007080Mitotic metaphase plate congression 7 66 0.65 0.0336 NA NA NA NA
GO:0051726Regulation of cell cycle 42 1071 0.22 0.0341 NA NA NA NA
GO:0044275Cellular carbohydrate catabolic process 5 32 0.82 0.0342 NA NA NA NA
GO:0071616acyl-CoA biosynthetic process 5 32 0.82 0.0342 NA NA NA NA
GO:0030099Myeloid cell differentiation 16 279 0.38 0.0351 NA NA NA NA
GO:0036293Response to decreased oxygen levels 17 306 0.37 0.0351 NA NA NA NA
GO:0043408Regulation of MAPK cascade 30 688 0.26 0.0351 NA NA NA NA
GO:0030010Establishment of cell polarity 11 153 0.48 0.0354 NA NA NA NA
GO:0032355Response to estradiol 10 130 0.51 0.0356 NA NA NA NA
GO:0010975Regulation of neuron projection development 26 568 0.28 0.0369 NA NA NA NA
GO:0072330Monocarboxylic acid biosynthetic process 11 154 0.48 0.037 NA NA NA NA
GO:0006509Membrane protein ectodomain proteolysis 4 19 0.95 0.038 NA NA NA NA
GO:0010890Positive regulation of sequestering of triglyceride 3 8 1.2 0.038 NA NA NA NA
GO:0030301Cholesterol transport 7 68 0.63 0.038 NA NA NA NA
GO:0031345Negative regulation of cell projection organization 14 229 0.41 0.038 NA NA NA NA
GO:0031584Activation of phospholipase D activity 3 8 1.2 0.038 NA NA NA NA
GO:0045540Regulation of cholesterol biosynthetic process 4 19 0.95 0.038 NA NA NA NA
GO:0098884Postsynaptic neurotransmitter receptor internalization 3 8 1.2 0.038 NA NA NA NA
GO:1990000Amyloid fibril formation 3 8 1.2 0.038 NA NA NA NA
GO:0060429Epithelium development 45 1180 0.2 0.0382 NA NA NA NA
GO:0009888Tissue development 64 1835 0.16 0.039 NA NA NA NA
GO:0046686Response to cadmium ion 6 50 0.7 0.039 NA NA NA NA
GO:1990090Cellular response to nerve growth factor stimulus 6 50 0.7 0.039 NA NA NA NA
GO:0046034ATP metabolic process 13 205 0.42 0.0393 11 205 0.61 0.0117
GO:0006090Pyruvate metabolic process 11 156 0.47 0.0395 9 156 0.64 0.0248
GO:0062197Cellular response to chemical stress 15 257 0.39 0.0395 NA NA NA NA
GO:0045185Maintenance of protein location 8 89 0.58 0.0399 NA NA NA NA
GO:0007339Binding of sperm to zona pellucida 5 34 0.79 0.0412 NA NA NA NA
GO:0009205Purine ribonucleoside triphosphate metabolic process 14 232 0.4 0.0412 12 232 0.59 0.0084
GO:0007163Establishment or maintenance of cell polarity 15 259 0.38 0.042 NA NA NA NA
GO:0051602Response to electrical stimulus 6 51 0.69 0.042 NA NA NA NA
GO:1901799Negative regulation of proteasomal protein catabolic process 6 51 0.69 0.042 NA NA NA NA
GO:0035336Long-chain fatty-acyl-CoA metabolic process 4 20 0.92 0.0432 NA NA NA NA
GO:0042759Long-chain fatty acid biosynthetic process 4 20 0.92 0.0432 NA NA NA NA
GO:0061952Midbody abscission 4 20 0.92 0.0432 NA NA NA NA
GO:2000810Regulation of bicellular tight junction assembly 4 20 0.92 0.0432 NA NA NA NA
GO:0046903Secretion 24 517 0.29 0.0435 NA NA NA NA



GO:0034330Cell junction organization 26 578 0.28 0.0439 NA NA NA NA
GO:0022406Membrane docking 8 91 0.57 0.0444 NA NA NA NA
GO:0032370Positive regulation of lipid transport 8 91 0.57 0.0444 NA NA NA NA
GO:0032509Endosome transport via multivesicular body sorting pathway 5 35 0.78 0.0451 NA NA NA NA
GO:0070849Response to epidermal growth factor 6 52 0.68 0.0451 NA NA NA NA
GO:0043627Response to estrogen 8 92 0.56 0.0469 NA NA NA NA
GO:0045542Positive regulation of cholesterol biosynthetic process 3 9 1.14 0.0469 NA NA NA NA
GO:1901990Regulation of mitotic cell cycle phase transition 17 318 0.35 0.0475 NA NA NA NA
GO:0002064Epithelial cell development 13 211 0.41 0.0478 NA NA NA NA
GO:0008360Regulation of cell shape 11 161 0.46 0.0478 NA NA NA NA
GO:0000902Cell morphogenesis 33 803 0.24 0.048 NA NA NA NA
GO:0005977Glycogen metabolic process 6 53 0.68 0.0484 NA NA NA NA
GO:0009988Cell-cell recognition 6 53 0.68 0.0484 NA NA NA NA
GO:0044088Regulation of vacuole organization 6 53 0.68 0.0484 NA NA NA NA
GO:0071404Cellular response to low-density lipoprotein particle stimulus 4 21 0.9 0.0485 NA NA NA NA
GO:0002028Regulation of sodium ion transport 8 93 0.56 0.0487 NA NA NA NA
GO:0009967Positive regulation of signal transduction 55 1543 0.17 0.0488 NA NA NA NA
GO:0032435Negative regulation of proteasomal ubiquitin-dependent protein catabolic process 5 36 0.76 0.0489 NA NA NA NA
GO:0032501Multicellular organismal process 192 6725 0.08 0.049 NA NA NA NA
GO:0006139Nucleobase-containing compound metabolic process NA NA NA NA 69 2791 0.27 5.95E-05
GO:0046483Heterocycle metabolic process NA NA NA NA 72 2937 0.27 4.62E-05
GO:0006725Cellular aromatic compound metabolic process NA NA NA NA 73 2992 0.27 4.52E-05
GO:0006396RNA processing NA NA NA NA 26 941 0.32 0.0308
GO:0016070RNA metabolic process NA NA NA NA 37 1558 0.25 0.0347
GO:0008380RNA splicing NA NA NA NA 21 372 0.63 1.83E-05
GO:0006397mRNA processing NA NA NA NA 23 462 0.58 3.20E-05
GO:0016071mRNA metabolic process NA NA NA NA 24 625 0.46 0.00066
GO:0000398mRNA splicing, via spliceosome NA NA NA NA 15 267 0.63 0.00066
GO:0006403RNA localization NA NA NA NA 13 176 0.75 0.00023
GO:1903311Regulation of mRNA metabolic process NA NA NA NA 14 313 0.53 0.0098
GO:0051170Import into nucleus NA NA NA NA 11 124 0.83 0.00027
GO:1901566Organonitrogen compound biosynthetic process NA NA NA NA 45 1579 0.33 0.00024
GO:0006606Protein import into nucleus NA NA NA NA 10 116 0.81 0.00076
GO:0050658RNA transport NA NA NA NA 12 152 0.78 0.00028
GO:0051028mRNA transport NA NA NA NA 10 122 0.79 0.0011
GO:0015931Nucleobase-containing compound transport NA NA NA NA 13 213 0.66 0.0011
GO:0034504Protein localization to nucleus NA NA NA NA 14 213 0.7 0.00029
GO:0000280Nuclear division NA NA NA NA 13 324 0.48 0.0358
GO:0045069Regulation of viral genome replication NA NA NA NA 8 83 0.86 0.0026
GO:0048024Regulation of mRNA splicing, via spliceosome NA NA NA NA 10 116 0.81 0.00076



GO:1903900Regulation of viral life cycle NA NA NA NA 10 132 0.76 0.0019
GO:0006607NLS-bearing protein import into nucleus NA NA NA NA 3 10 1.36 0.0382
GO:0050792Regulation of viral process NA NA NA NA 11 159 0.72 0.0017
GO:0048524Positive regulation of viral process NA NA NA NA 8 48 1.1 0.00012
GO:0045070Positive regulation of viral genome replication NA NA NA NA 6 24 1.28 0.00032
GO:0018208Peptidyl-proline modification NA NA NA NA 7 72 0.87 0.0071
GO:0000381Regulation of alternative mRNA splicing, via spliceosome NA NA NA NA 6 65 0.84 0.0248
GO:1990830Cellular response to leukemia inhibitory factor NA NA NA NA 8 133 0.66 0.0366
GO:0043462Regulation of ATP-dependent activity NA NA NA NA 6 59 0.89 0.0166
GO:0016125Sterol metabolic process NA NA NA NA 14 123 0.93 1.44E-06
GO:0009141Nucleoside triphosphate metabolic process NA NA NA NA 14 256 0.62 0.0016
GO:0006693Prostaglandin metabolic process NA NA NA NA 6 45 1 0.0049
GO:2000622Regulation of nuclear-transcribed mRNA catabolic process, nonsense-mediated decayNA NA NA NA 4 17 1.25 0.0122
GO:0042398Cellular modified amino acid biosynthetic process NA NA NA NA 5 39 0.99 0.0208
GO:0006096Glycolytic process NA NA NA NA 8 125 0.68 0.0269
GO:0034097Response to cytokine NA NA NA NA 24 834 0.34 0.0297
GO:0007568Aging NA NA NA NA 10 198 0.58 0.0306
GO:0006750Glutathione biosynthetic process NA NA NA NA 3 9 1.4 0.0311
GO:0009438Methylglyoxal metabolic process NA NA NA NA 3 10 1.36 0.0382
GO:0016114Terpenoid biosynthetic process NA NA NA NA 3 11 1.31 0.0455
GO:0034599Cellular response to oxidative stress NA NA NA NA 10 213 0.55 0.0463



FUNCTION_D7_30mM_Down
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0003723RNA binding 136 1541 0.69 6.45E-51 74 1541 0.49 6.43E-15
GO:0003676Nucleic acid binding205 3725 0.49 1.12E-50 108 3725 0.27 1.27E-08
GO:0097159Organic cyclic compound binding259 6155 0.37 1.34E-47 187 6155 0.29 2.52E-20
GO:1901363Heterocyclic compound binding257 6088 0.37 2.17E-47 186 6088 0.29 2.52E-20
GO:0005488Binding 373 13754 0.18 5.26E-37 327 13754 0.18 8.17E-33
GO:0140640Catalytic activity, acting on a nucleic acid56 618 0.7 2.03E-19 24 618 0.4 0.0038
GO:0140098Catalytic activity, acting on RNA41 377 0.78 2.42E-16 17 377 0.46 0.0077
GO:0003729mRNA binding 39 385 0.75 1.46E-14 21 385 0.54 0.00015
GO:0004386Helicase activity 25 174 0.9 6.08E-12 NA NA NA NA
GO:0003724RNA helicase activity17 79 1.08 3.16E-10 NA NA NA NA
GO:0044877Protein-containing complex binding73 1625 0.4 3.16E-10 73 1625 0.46 2.39E-13
GO:0000166Nucleotide binding 94 2478 0.33 1.04E-09 102 2478 0.42 6.61E-17
GO:0003682Chromatin binding 43 686 0.54 1.10E-09 NA NA NA NA
GO:0140657ATP-dependent activity40 652 0.53 1.10E-08 30 652 0.47 3.36E-05
GO:0036094Small molecule binding98 2793 0.29 1.81E-08 113 2793 0.41 1.42E-18
GO:0005515Protein binding 202 7697 0.17 2.45E-08 195 7697 0.21 4.98E-13
GO:0043168Anion binding 93 2671 0.29 8.39E-08 100 2671 0.38 5.07E-14
GO:0005524ATP binding 66 1663 0.35 3.57E-07 58 1663 0.35 1.80E-06
GO:0008134Transcription factor binding36 638 0.5 6.60E-07 NA NA NA NA
GO:0030554Adenyl nucleotide binding67 1743 0.33 8.28E-07 65 1743 0.38 1.64E-08
GO:0061629RNA polymerase II-specific DNA-binding transcription factor binding26 381 0.58 2.63E-06 NA NA NA NA
GO:0003677DNA binding 76 2178 0.29 3.21E-06 NA NA NA NA
GO:0035639Purine ribonucleoside triphosphate binding73 2054 0.3 3.21E-06 71 2054 0.34 4.57E-08
GO:0003824Catalytic activity 160 6043 0.17 3.82E-06 175 6043 0.27 1.86E-16
GO:0032553Ribonucleotide binding75 2149 0.29 3.82E-06 79 2149 0.37 3.01E-10
GO:0140297DNA-binding transcription factor binding30 517 0.51 5.49E-06 NA NA NA NA



GO:0016787Hydrolase activity 82 2470 0.27 5.73E-06 86 2470 0.35 3.62E-10
GO:0017076Purine nucleotide binding74 2148 0.28 6.95E-06 79 2148 0.37 3.01E-10
GO:0043021Ribonucleoprotein complex binding18 203 0.69 8.84E-06 12 203 0.58 0.0072
GO:0032555Purine ribonucleotide binding73 2130 0.28 9.96E-06 78 2130 0.37 4.40E-10
GO:0016922Nuclear receptor binding16 171 0.72 2.22E-05 10 171 0.57 0.0246
GO:0008094ATP-dependent activity, acting on DNA14 132 0.77 3.07E-05 NA NA NA NA
GO:0043167Ion binding 148 5669 0.16 3.38E-05 161 5669 0.26 7.96E-14
GO:0016874Ligase activity 16 179 0.7 3.62E-05 16 179 0.76 7.96E-06
GO:0140097Catalytic activity, acting on DNA19 259 0.61 5.03E-05 NA NA NA NA
GO:0097367Carbohydrate derivative binding77 2440 0.25 8.61E-05 87 2440 0.36 8.92E-11
GO:0019899Enzyme binding 76 2431 0.24 0.00014 84 2431 0.34 9.29E-10
GO:0003713Transcription coactivator activity18 260 0.59 0.00019 NA NA NA NA
GO:0016887ATP hydrolysis activity21 343 0.53 0.00019 17 343 0.5 0.0029
GO:0000049tRNA binding 10 77 0.86 0.00024 9 77 0.87 0.00054
GO:0030515snoRNA binding 8 44 1.01 0.00025 NA NA NA NA
GO:0042393Histone binding 19 297 0.55 0.00028 NA NA NA NA
GO:0003678DNA helicase activity10 80 0.84 3.00E-04 NA NA NA NA
GO:0005198Structural molecule activity41 1060 0.33 4.00E-04 36 1060 0.34 0.0012
GO:0004812aminoacyl-tRNA ligase activity8 51 0.94 6.00E-04 6 51 0.88 0.0123
GO:0140101Catalytic activity, acting on a tRNA12 132 0.71 0.00064 NA NA NA NA
GO:0003712Transcription coregulator activity24 486 0.44 0.00094 NA NA NA NA
GO:0008092Cytoskeletal protein binding43 1184 0.31 0.00095 44 1184 0.38 2.09E-05
GO:0015631Tubulin binding 23 459 0.45 0.0011 NA NA NA NA
GO:0140444Cytoskeleton-nuclear membrane anchor activity4 9 1.39 0.0036 NA NA NA NA
GO:0030331Nuclear estrogen receptor binding7 51 0.88 0.0042 NA NA NA NA
GO:0008017Microtubule binding18 340 0.47 0.0044 NA NA NA NA
GO:0042802Identical protein binding64 2174 0.22 0.0044 77 2174 0.36 2.74E-09
GO:1990841Promoter-specific chromatin binding8 79 0.75 0.0085 NA NA NA NA



GO:0016462Pyrophosphatase activity28 721 0.34 0.0095 31 721 0.44 8.26E-05
GO:0034511U3 snoRNA binding 4 13 1.23 0.0103 NA NA NA NA
GO:0008173RNA methyltransferase activity7 64 0.79 0.0132 NA NA NA NA
GO:0043495Protein-membrane adaptor activity5 28 1 0.0135 NA NA NA NA
GO:00515394 iron, 4 sulfur cluster binding6 45 0.87 0.0135 NA NA NA NA
GO:0002039p53 binding 8 87 0.71 0.0138 NA NA NA NA
GO:0017111Nucleoside-triphosphatase activity26 670 0.34 0.0143 29 670 0.44 0.00015
GO:0050733RS domain binding 3 6 1.45 0.0204 NA NA NA NA
GO:0030674Protein-macromolecule adaptor activity18 396 0.4 0.021 NA NA NA NA
GO:0051536Iron-sulfur cluster binding7 72 0.73 0.0229 NA NA NA NA
GO:0001099Basal RNA polymerase II transcription machinery binding7 73 0.73 0.0241 NA NA NA NA
GO:0051015Actin filament binding13 245 0.47 0.0316 23 245 0.78 5.62E-09
GO:0140142Nucleocytoplasmic carrier activity5 36 0.89 0.0323 NA NA NA NA
GO:0008022Protein C-terminus binding13 252 0.46 0.0394 NA NA NA NA
GO:0140104Molecular carrier activity7 82 0.68 0.0427 NA NA NA NA
GO:0031491Nucleosome binding 6 60 0.75 0.0453 NA NA NA NA
GO:0016491Oxidoreductase activityNA NA NA NA 32 858 0.38 0.00065
GO:0032559Adenyl ribonucleotide bindingNA NA NA NA 64 1731 0.37 3.16E-08
GO:0033218Amide bindingNA NA NA NA 19 417 0.46 0.0031
GO:0005509Calcium ion bindingNA NA NA NA 23 686 0.33 0.0303
GO:0016627Oxidoreductase activity, acting on the CH-CH group of donorsNA NA NA NA 7 53 0.93 0.0023
GO:0003995acyl-CoA dehydrogenase activityNA NA NA NA 4 11 1.37 0.0038
GO:0050660Flavin adenine dinucleotide bindingNA NA NA NA 9 95 0.78 0.0022
GO:0051287NAD bindingNA NA NA NA 12 138 0.75 0.00035
GO:0043169Cation bindingNA NA NA NA 91 3679 0.2 0.00042
GO:1901681Sulfur compound bindingNA NA NA NA 13 230 0.56 0.006
GO:0016885Ligase activity, forming carbon-carbon bondsNA NA NA NA 5 8 1.6 1.00E-04
GO:0008233Peptidase activityNA NA NA NA 25 613 0.42 0.0014



GO:0043531ADP bindingNA NA NA NA 7 47 0.98 0.0012
GO:0046872Metal ion bindingNA NA NA NA 85 3580 0.18 0.0031
GO:0016421CoA carboxylase activityNA NA NA NA 4 7 1.56 0.0012
GO:0008237Metallopeptidase activityNA NA NA NA 14 196 0.66 0.00042
GO:0000062fatty-acyl-CoA bindingNA NA NA NA 4 25 1.01 0.0403
GO:0004222Metalloendopeptidase activityNA NA NA NA 8 116 0.64 0.0303
GO:0032561Guanyl ribonucleotide bindingNA NA NA NA 17 459 0.37 0.0494
GO:0031406Carboxylic acid bindingNA NA NA NA 9 159 0.56 0.0494
GO:0003988acetyl-CoA C-acyltransferase activityNA NA NA NA 3 8 1.38 0.0249
GO:0048306Calcium-dependent protein bindingNA NA NA NA 7 84 0.73 0.0246
GO:0050997Quaternary ammonium group bindingNA NA NA NA 5 43 0.87 0.0357
GO:0008289Lipid bindingNA NA NA NA 31 794 0.4 0.00042
GO:0003779Actin bindingNA NA NA NA 27 481 0.56 3.52E-06
GO:0048027mRNA 5-UTR bindingNA NA NA NA 7 36 1.1 0.00035
GO:0046983Protein dimerization activityNA NA NA NA 37 1036 0.36 0.00038
GO:0042803Protein homodimerization activityNA NA NA NA 29 712 0.42 4.00E-04
GO:0005543Phospholipid bindingNA NA NA NA 23 512 0.46 0.00078
GO:0045182Translation regulator activityNA NA NA NA 12 158 0.69 0.00098
GO:0090079Translation regulator activity, nucleic acid bindingNA NA NA NA 10 122 0.72 0.0024
GO:0016635Oxidoreductase activity, acting on the CH-CH group of donors, quinone or related compound as acceptorNA NA NA NA 3 3 1.81 0.0039
GO:0019901Protein kinase bindingNA NA NA NA 28 845 0.33 0.0117
GO:0005200Structural constituent of cytoskeletonNA NA NA NA 8 100 0.71 0.0134
GO:0140312Cargo adaptor activityNA NA NA NA 4 18 1.15 0.0159
GO:0008135Translation factor activity, RNA bindingNA NA NA NA 8 107 0.68 0.02
GO:0003730mRNA 3-UTR bindingNA NA NA NA 8 111 0.66 0.0246
GO:0000146Microfilament motor activityNA NA NA NA 5 40 0.9 0.0279
GO:0016661Oxidoreductase activity, acting on other nitrogenous compounds as donorsNA NA NA NA 3 9 1.33 0.0311



FUNCTION_D7_30mM_UP
#term ID term description.NISTobserved gene count.NISTbackground gene count.NISTstrength.NISTfalse discovery rate.NISTobserved gene count.DP12background gene countstrength.DP12false discovery rate.DP12
GO:0005515Protein binding 121 7697 0.32 9.04E-19 172 7697 0.23 4.81E-13
GO:0005488Binding 153 13754 0.17 5.74E-13 269 13754 0.17 3.01E-22
GO:0042802Identical protein binding53 2174 0.51 7.19E-12 60 2174 0.32 8.02E-06
GO:0043167Ion binding 82 5669 0.29 6.38E-08 124 5669 0.22 1.74E-07
GO:0003824Catalytic activity 81 6043 0.25 3.35E-06 153 6043 0.28 2.65E-15
GO:0019899Enzyme binding 44 2431 0.39 1.42E-05 67 2431 0.32 1.26E-06
GO:0008289Lipid binding 23 794 0.59 1.98E-05 NA NA NA NA
GO:0044877Protein-containing complex binding34 1625 0.45 2.14E-05 44 1625 0.31 0.00076
GO:0043394Proteoglycan binding 7 43 1.34 3.02E-05 NA NA NA NA
GO:0005102Signaling receptor binding31 1451 0.46 4.70E-05 NA NA NA NA
GO:0033218Amide binding 16 417 0.71 4.70E-05 16 417 0.46 0.0135
GO:1901681Sulfur compound binding12 230 0.84 7.46E-05 NA NA NA NA
GO:0072341Modified amino acid binding8 84 1.11 0.00011 NA NA NA NA
GO:0016491Oxidoreductase activity22 858 0.54 0.00015 33 858 0.46 1.15E-05
GO:0043169Cation binding 53 3679 0.29 0.00024 NA NA NA NA
GO:0036094Small molecule binding44 2793 0.32 0.00025 91 2793 0.39 3.92E-13
GO:0005178Integrin binding 9 145 0.92 0.00044 NA NA NA NA
GO:0043168Anion binding 42 2671 0.32 0.00045 78 2671 0.34 6.61E-09
GO:0030246Carbohydrate binding11 241 0.79 0.00052 13 241 0.61 0.0031
GO:0019904Protein domain specific binding21 883 0.5 0.00061 NA NA NA NA
GO:0046983Protein dimerization activity23 1036 0.47 0.00061 NA NA NA NA
GO:0019829ATPase-coupled cation transmembrane transporter activity6 54 1.17 0.00081 NA NA NA NA
GO:0004364Glutathione transferase activity5 30 1.35 0.00082 NA NA NA NA
GO:0046872Metal ion binding 50 3580 0.27 0.00083 NA NA NA NA
GO:0051087Chaperone binding 8 124 0.94 0.00085 NA NA NA NA
GO:0042803Protein homodimerization activity18 712 0.53 0.0011 21 712 0.35 0.0392



GO:0097367Carbohydrate derivative binding37 2440 0.31 0.003 73 2440 0.35 1.04E-08
GO:0031406Carboxylic acid binding8 159 0.83 0.0042 9 159 0.63 0.0232
GO:0005543Phospholipid binding14 512 0.56 0.0045 NA NA NA NA
GO:0050839Cell adhesion molecule binding11 335 0.64 0.0063 NA NA NA NA
GO:0042277Peptide binding 11 337 0.64 0.0064 13 337 0.46 0.0402
GO:0005509Calcium ion binding16 686 0.5 0.0073 NA NA NA NA
GO:0001786Phosphatidylserine binding5 55 1.09 0.0082 NA NA NA NA
GO:0019842Vitamin binding 7 136 0.84 0.0094 NA NA NA NA
GO:0008429Phosphatidylethanolamine binding3 10 1.6 0.0102 NA NA NA NA
GO:0016616Oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor7 144 0.81 0.0125 10 144 0.72 0.0033
GO:0005504Fatty acid binding 4 36 1.17 0.0176 NA NA NA NA
GO:0033293Monocarboxylic acid binding5 68 0.99 0.0176 NA NA NA NA
GO:0019900Kinase binding 18 929 0.41 0.0191 NA NA NA NA
GO:0004601Peroxidase activity 4 39 1.14 0.0219 NA NA NA NA
GO:0003779Actin binding 12 481 0.52 0.0242 NA NA NA NA
GO:0003977UDP-N-acetylglucosamine diphosphorylase activity2 2 2.13 0.0242 NA NA NA NA
GO:0017166Vinculin binding 3 16 1.4 0.0254 NA NA NA NA
GO:0030955Potassium ion binding3 16 1.4 0.0254 NA NA NA NA
GO:0050997Quaternary ammonium group binding4 43 1.1 0.0271 NA NA NA NA
GO:0004602Glutathione peroxidase activity3 18 1.35 0.0317 NA NA NA NA
GO:0048029Monosaccharide binding5 83 0.91 0.0323 9 83 0.91 4.00E-04
GO:0034185Apolipoprotein binding3 21 1.28 0.0456 NA NA NA NA
GO:0000166Nucleotide binding 33 2478 0.25 0.0482 80 2478 0.39 4.34E-11
GO:0015662P-type ion transporter activity3 22 1.26 0.0482 NA NA NA NA
GO:0016853Isomerase activity 7 198 0.68 0.0482 22 198 0.92 6.29E-11
GO:0030984Kininogen binding 2 4 1.83 0.0482 NA NA NA NA
GO:0042562Hormone binding 5 93 0.86 0.0482 NA NA NA NA
GO:0043177Organic acid binding 6 143 0.75 0.0482 10 143 0.72 0.0032



GO:0043395Heparan sulfate proteoglycan binding3 22 1.26 0.0482 NA NA NA NA
GO:0061134Peptidase regulator activity7 199 0.67 0.0482 NA NA NA NA
GO:0120019Phosphatidylcholine transfer activity2 4 1.83 0.0482 NA NA NA NA
GO:0003723RNA bindingNA NA NA NA 48 1541 0.37 7.27E-06
GO:1901363Heterocyclic compound bindingNA NA NA NA 142 6088 0.25 4.42E-11
GO:0097159Organic cyclic compound bindingNA NA NA NA 143 6155 0.24 4.42E-11
GO:0035639Purine ribonucleoside triphosphate bindingNA NA NA NA 65 2054 0.38 1.37E-08
GO:0005524ATP bindingNA NA NA NA 54 1663 0.39 2.45E-07
GO:0032555Purine ribonucleotide bindingNA NA NA NA 67 2130 0.38 1.04E-08
GO:0032559Adenyl ribonucleotide bindingNA NA NA NA 56 1731 0.39 1.64E-07
GO:0003729mRNA bindingNA NA NA NA 24 385 0.67 1.87E-07
GO:0140657ATP-dependent activityNA NA NA NA 22 652 0.41 0.0063
GO:0045182Translation regulator activityNA NA NA NA 10 158 0.68 0.0057
GO:0017111Nucleoside-triphosphatase activityNA NA NA NA 21 670 0.37 0.0203
GO:0016462Pyrophosphatase activityNA NA NA NA 24 721 0.4 0.0043
GO:0090079Translation regulator activity, nucleic acid bindingNA NA NA NA 8 122 0.69 0.0201
GO:0031072Heat shock protein bindingNA NA NA NA 13 144 0.83 2.10E-05
GO:0043021Ribonucleoprotein complex bindingNA NA NA NA 10 203 0.57 0.0312
GO:0051020GTPase bindingNA NA NA NA 18 364 0.57 4.00E-04
GO:0030544Hsp70 protein bindingNA NA NA NA 6 52 0.94 0.0076
GO:0031267Small GTPase bindingNA NA NA NA 16 330 0.56 0.0015
GO:0051879Hsp90 protein bindingNA NA NA NA 5 52 0.86 0.0463
GO:0016874Ligase activityNA NA NA NA 13 179 0.74 2.00E-04
GO:0003755Peptidyl-prolyl cis-trans isomerase activityNA NA NA NA 7 61 0.94 0.0029
GO:0008139Nuclear localization sequence bindingNA NA NA NA 6 27 1.23 0.00044
GO:0061608Nuclear import signal receptor activityNA NA NA NA 4 21 1.16 0.0188
GO:0032553Ribonucleotide bindingNA NA NA NA 68 2149 0.38 6.61E-09
GO:0016860Intramolecular oxidoreductase activityNA NA NA NA 7 50 1.02 0.00098



GO:0061631Ubiquitin conjugating enzyme activityNA NA NA NA 5 31 1.09 0.0071
GO:0016879Ligase activity, forming carbon-nitrogen bondsNA NA NA NA 6 58 0.89 0.0126
GO:0032561Guanyl ribonucleotide bindingNA NA NA NA 16 459 0.42 0.0332
GO:0035251UDP-glucosyltransferase activityNA NA NA NA 3 10 1.36 0.0332
GO:0000287Magnesium ion bindingNA NA NA NA 11 252 0.52 0.0397
GO:0022858Alanine transmembrane transporter activityNA NA NA NA 3 11 1.31 0.0397
GO:0005525GTP bindingNA NA NA NA 15 437 0.41 0.0498
GO:0019003GDP bindingNA NA NA NA 6 81 0.75 0.05


