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GOTERM_BP_4regulation of cell communication2,90E+01 24,2 0,00056 0,00029 1,9 3,537602
GOTERM_BP_5modulation of synaptic transmission8,00E+00 6,7 0,0015 0,00031 4,7 3,50863831
GOTERM_BP_4modulation of synaptic transmission8,00E+00 6,7 0,0015 0,00031 4,7 3,50863831
GOTERM_BP_3modulation of synaptic transmission8,00E+00 6,7 0,0018 0,00038 4,6 3,4202164
GOTERM_BP_ALLmodulation of synaptic transmission8,00E+00 6,7 0,0018 0,00038 4,5 3,4202164
GOTERM_BP_3regulation of signaling2,80E+01 23,3 0,00091 0,00047 1,9 3,32790214
GOTERM_BP_3regulation of cell communication2,90E+01 24,2 0,00092 0,00048 1,8 3,31875876
GOTERM_BP_ALLregulation of signaling 28 23,3 0,00095 0,00049 1,9 3,30980392
GOTERM_BP_ALLregulation of cell communication29 24,2 0,00096 0,00051 1,8 3,29242982
GOTERM_BP_2regulation of signaling 28 23,3 0,001 0,00052 1,9 3,28399666
GOTERM_CC_2cell projection part 14 11,7 0,0021 0,00075 2,6 3,12493874
GOTERM_CC_3cell projection part 14 11,7 0,0021 0,00075 2,6 3,12493874
GOTERM_CC_4cell projection part 14 11,7 0,0022 0,0008 2,6 3,09691001
GOTERM_MF_ALLkinase binding 11 9,2 0,0032 0,001 3 3
GOTERM_CC_1membrane 70 58,3 0,0016 0,0012 1,3 2,92081875
GOTERM_CC_ALLmembrane 70 58,3 0,0016 0,0012 1,3 2,92081875
GOTERM_BP_5regulation of autophagy 7 5,8 0,0063 0,0014 4,2 2,85387196
GOTERM_MF_4kinase binding 11 9,2 0,0043 0,0014 2,9 2,85387196
GOTERM_CC_ALLcell projection part 14 11,7 0,0042 0,0017 2,4 2,76955108
GOTERM_BP_ALLregulation of autophagy 7 5,8 0,0072 0,0017 4,1 2,76955108
GOTERM_BP_4lipid biosynthetic process 9 7,5 0,0059 0,0017 3,3 2,76955108
GOTERM_BP_ALLlipid biosynthetic process 9 7,5 0,007 0,0021 3,2 2,67778071
GOTERM_MF_ALLkinase activity 11 9,2 0,0093 0,0034 2,6 2,46852108
GOTERM_BP_3regulation of growth 10 8,3 0,011 0,0037 2,7 2,43179828
GOTERM_BP_ALLregulation of growth 10 8,3 0,011 0,0038 2,7 2,4202164



GOTERM_BP_2regulation of growth 10 8,3 0,011 0,0038 2,7 2,4202164
GOTERM_MF_ALLmetal ion binding 30 25 0,007 0,0043 1,6 2,36653154
GOTERM_MF_ALLtransferase activity, transferring phosphorus-containing groups12 10 0,011 0,0045 2,4 2,34678749
GOTERM_MF_4kinase activity 11 9,2 0,012 0,0048 2,5 2,31875876
GOTERM_MF_3transferase activity, transferring phosphorus-containing groups12 10 0,013 0,0055 2,3 2,25963731
GOTERM_BP_ALLprotein phosphorylation18 15 0,011 0,0056 1,9 2,25181197
GOTERM_MF_ALLprotein kinase binding 9 7,5 0,016 0,0057 2,7 2,24412514
GOTERM_BP_5synaptic transmission 8 6,7 0,018 0,0057 2,9 2,24412514
GOTERM_BP_4synaptic transmission 8 6,7 0,018 0,0057 2,9 2,24412514
GOTERM_MF_ALLphosphotransferase activity, alcohol group as acceptor10 8,3 0,016 0,0059 2,5 2,22914799
GOTERM_BP_4cellular lipid metabolic process11 9,2 0,015 0,0061 2,4 2,21467016
GOTERM_MF_ALLcation binding 30 25 0,01 0,0064 1,5 2,19382003
GOTERM_MF_1catalytic activity 43 35,8 0,0095 0,0067 1,4 2,1739252
GOTERM_MF_ALLcatalytic activity 43 35,8 0,0095 0,0067 1,4 2,1739252
GOTERM_BP_ALLsynaptic transmission 8 6,7 0,021 0,0068 2,9 2,16749109
GOTERM_BP_3cellular lipid metabolic process11 9,2 0,018 0,0074 2,3 2,13076828
GOTERM_BP_ALLcellular lipid metabolic process11 9,2 0,018 0,0075 2,3 2,12493874
GOTERM_MF_ALLion binding 41 34,2 0,011 0,0077 1,4 2,11350927
GOTERM_MF_4metal ion binding 30 25 0,012 0,0079 1,5 2,10237291
GOTERM_MF_4phosphotransferase activity, alcohol group as acceptor10 8,3 0,02 0,008 2,4 2,09691001
GOTERM_BP_5axon development 7 5,8 0,026 0,008 3,1 2,09691001
GOTERM_BP_4response to nutrient levels8 6,7 0,024 0,0081 2,8 2,09151498
GOTERM_MF_5protein kinase binding 9 7,5 0,023 0,0087 2,5 2,06048075
GOTERM_MF_2ion binding 41 34,2 0,013 0,0088 1,4 2,05551733
GOTERM_MF_3cation binding 30 25 0,014 0,0091 1,5 2,04095861
GOTERM_BP_ALLaxon development 7 5,8 0,029 0,0093 3 2,03151705
GOTERM_BP_ALLresponse to nutrient levels8 6,7 0,027 0,0096 2,7 2,01772877
GOTERM_BP_4cell-cell signaling 11 9,2 0,023 0,01 2,2 2
GOTERM_BP_5phosphorylation 19 15,8 0,018 0,01 1,7 2
GOTERM_CC_3intracellular membrane-bounded organelle66 55 0,012 0,01 1,2 2
GOTERM_CC_5intracellular membrane-bounded organelle66 55 0,013 0,011 1,2 1,95860731
GOTERM_CC_4intracellular membrane-bounded organelle66 55 0,014 0,011 1,2 1,95860731
GOTERM_BP_3cell-cell signaling 11 9,2 0,028 0,012 2,2 1,92081875
GOTERM_MF_ALLprotein serine/threonine kinase activity7 5,8 0,037 0,012 2,8 1,92081875



GOTERM_BP_ALLcell-cell signaling 11 9,2 0,028 0,012 2,2 1,92081875
GOTERM_BP_3response to extracellular stimulus8 6,7 0,034 0,012 2,6 1,92081875
GOTERM_BP_ALLresponse to extracellular stimulus8 6,7 0,034 0,013 2,6 1,88605665
GOTERM_CC_3endosome 9 7,5 0,033 0,013 2,4 1,88605665
GOTERM_BP_3single-organism biosynthetic process14 11,7 0,027 0,013 1,9 1,88605665
GOTERM_CC_4endosome 9 7,5 0,034 0,014 2,4 1,85387196
GOTERM_BP_ALLphosphorylation 19 15,8 0,025 0,014 1,7 1,85387196
GOTERM_BP_ALLsingle-organism biosynthetic process14 11,7 0,028 0,014 1,9 1,85387196
GOTERM_CC_2cell periphery 35 29,2 0,021 0,014 1,4 1,85387196
GOTERM_CC_3cell periphery 35 29,2 0,021 0,014 1,4 1,85387196
GOTERM_CC_2membrane-bounded organelle71 59,2 0,017 0,015 1,2 1,82390874
GOTERM_CC_5endosome 9 7,5 0,038 0,016 2,3 1,79588002
GOTERM_CC_2cell part 88 73,3 0,018 0,017 1,1 1,76955108
GOTERM_CC_2plasma membrane 34 28,3 0,024 0,017 1,4 1,76955108
GOTERM_CC_3plasma membrane 34 28,3 0,025 0,017 1,4 1,76955108
GOTERM_BP_3establishment of localization in cell20 16,7 0,031 0,018 1,6 1,74472749
GOTERM_MF_ALLprotein kinase activity 8 6,7 0,047 0,019 2,4 1,7212464
GOTERM_BP_4regulation of cell growth 6 5 0,057 0,019 2,9 1,7212464
GOTERM_BP_5regulation of cell growth 6 5 0,057 0,019 2,9 1,7212464
GOTERM_CC_4plasma membrane 34 28,3 0,027 0,019 1,4 1,7212464
GOTERM_BP_ALLestablishment of localization in cell20 16,7 0,032 0,019 1,6 1,7212464
GOTERM_MF_ALLtransferase activity 20 16,7 0,032 0,019 1,6 1,7212464
GOTERM_CC_3cytoplasmic part 47 39,2 0,025 0,019 1,3 1,7212464
GOTERM_CC_2synapse part 8 6,7 0,05 0,02 2,4 1,69897
GOTERM_BP_4positive regulation of signaling14 11,7 0,038 0,02 1,8 1,69897
GOTERM_MF_2transferase activity 20 16,7 0,034 0,02 1,6 1,69897
GOTERM_BP_3regulation of cell growth 6 5 0,062 0,021 2,8 1,67778071
GOTERM_BP_3response to oxygen-containing compound13 10,8 0,041 0,021 1,9 1,67778071
GOTERM_BP_ALLregulation of cell growth 6 5 0,063 0,021 2,8 1,67778071
GOTERM_CC_ALLendosome 9 7,5 0,05 0,021 2,2 1,67778071
GOTERM_CC_4cytoplasmic part 47 39,2 0,028 0,021 1,3 1,67778071
GOTERM_BP_ALLresponse to oxygen-containing compound13 10,8 0,042 0,021 1,9 1,67778071
GOTERM_BP_5regulation of cellular catabolic process8 6,7 0,054 0,022 2,3 1,65757732
GOTERM_BP_4regulation of cellular catabolic process8 6,7 0,055 0,022 2,3 1,65757732



GOTERM_MF_ALLenzyme binding 17 14,2 0,04 0,022 1,7 1,65757732
GOTERM_CC_1synapse 10 8,3 0,051 0,023 2,1 1,63827216
GOTERM_CC_ALLsynapse 10 8,3 0,051 0,023 2,1 1,63827216
GOTERM_BP_3positive regulation of signaling14 11,7 0,046 0,025 1,8 1,60205999
GOTERM_BP_3lipid metabolic process 12 10 0,05 0,025 1,9 1,60205999
GOTERM_BP_4intracellular transport 14 11,7 0,047 0,025 1,8 1,60205999
GOTERM_BP_ALLpositive regulation of signaling14 11,7 0,047 0,025 1,8 1,60205999
GOTERM_BP_ALLlipid metabolic process 12 10 0,05 0,025 1,9 1,60205999
GOTERM_CC_2whole membrane 15 12,5 0,046 0,025 1,7 1,60205999
GOTERM_BP_2positive regulation of signaling14 11,7 0,048 0,026 1,8 1,58502665
GOTERM_BP_ALLregulation of cellular catabolic process8 6,7 0,062 0,026 2,3 1,58502665
GOTERM_BP_ALLregulation of protein phosphorylation13 10,8 0,05 0,026 1,8 1,58502665
GOTERM_BP_1signaling 43 35,8 0,035 0,026 1,3 1,58502665
GOTERM_BP_ALLsignaling 43 35,8 0,035 0,026 1,3 1,58502665
GOTERM_BP_ALLregulation of protein kinase activity8 6,7 0,064 0,027 2,2 1,56863624
GOTERM_MF_5protein kinase activity 8 6,7 0,063 0,027 2,2 1,56863624
GOTERM_CC_5cytoplasmic part 47 39,2 0,034 0,027 1,2 1,56863624
GOTERM_MF_ALLpurine ribonucleoside binding16 13,3 0,047 0,027 1,7 1,56863624
GOTERM_CC_3Golgi apparatus part 6 5 0,076 0,027 2,6 1,56863624
GOTERM_MF_ALLribonucleoside binding 16 13,3 0,048 0,027 1,7 1,56863624
GOTERM_MF_ALLpurine nucleoside binding16 13,3 0,048 0,027 1,7 1,56863624
GOTERM_MF_ALLidentical protein binding13 10,8 0,052 0,027 1,8 1,56863624
GOTERM_MF_3enzyme binding 17 14,2 0,048 0,028 1,6 1,55284197
GOTERM_CC_4Golgi apparatus part 6 5 0,078 0,028 2,6 1,55284197
GOTERM_MF_ALLnucleoside binding 16 13,3 0,049 0,028 1,7 1,55284197
GOTERM_BP_4autophagy 6 5 0,079 0,028 2,6 1,55284197
GOTERM_MF_ALLprotein binding 54 45 0,035 0,028 1,2 1,55284197
GOTERM_BP_5regulation of transferase activity9 7,5 0,064 0,029 2,1 1,537602
GOTERM_BP_4regulation of transferase activity9 7,5 0,064 0,029 2,1 1,537602
GOTERM_BP_5blood circulation 6 5 0,081 0,029 2,6 1,537602
GOTERM_CC_1synapse part 8 6,7 0,07 0,03 2,2 1,52287875
GOTERM_CC_ALLsynapse part 8 6,7 0,07 0,03 2,2 1,52287875
GOTERM_BP_4circulatory system process6 5 0,083 0,03 2,6 1,52287875
GOTERM_CC_5Golgi apparatus part 6 5 0,084 0,031 2,5 1,50863831



GOTERM_BP_3regulation of response to stimulus26 21,7 0,046 0,031 1,4 1,50863831
GOTERM_BP_5regulation of protein modification process15 12,5 0,055 0,031 1,7 1,50863831
GOTERM_MF_ALLnucleotide binding 19 15,8 0,051 0,031 1,6 1,50863831
GOTERM_MF_ALLnucleoside phosphate binding19 15,8 0,051 0,031 1,6 1,50863831
GOTERM_BP_ALLintracellular transport 14 11,7 0,057 0,031 1,7 1,50863831
GOTERM_MF_ALLpurine ribonucleotide binding16 13,3 0,055 0,031 1,6 1,50863831
GOTERM_BP_3cell communication 44 36,7 0,041 0,031 1,3 1,50863831
GOTERM_BP_ALLregulation of response to stimulus26 21,7 0,048 0,032 1,4 1,49485002
GOTERM_BP_ALLautophagy 6 5 0,087 0,032 2,5 1,49485002
GOTERM_MF_3identical protein binding13 10,8 0,061 0,033 1,7 1,48148606
GOTERM_BP_2regulation of response to stimulus26 21,7 0,049 0,033 1,4 1,48148606
GOTERM_MF_ALLpurine nucleotide binding16 13,3 0,057 0,033 1,6 1,48148606
GOTERM_BP_ALLblood circulation 6 5 0,089 0,033 2,5 1,48148606
GOTERM_BP_ALLcell communication 44 36,7 0,043 0,033 1,3 1,48148606
GOTERM_MF_2protein binding 54 45 0,041 0,033 1,2 1,48148606
GOTERM_MF_ALLribonucleotide binding 16 13,3 0,058 0,034 1,6 1,46852108
GOTERM_BP_ALLcirculatory system process6 5 0,091 0,034 2,5 1,46852108
GOTERM_BP_ALLregulation of transferase activity9 7,5 0,074 0,034 2 1,46852108
GOTERM_MF_3nucleoside binding 16 13,3 0,059 0,034 1,6 1,46852108
GOTERM_BP_5regulation of kinase activity8 6,7 0,079 0,035 2,1 1,45593196
GOTERM_BP_5regulation of cellular response to stress8 6,7 0,084 0,037 2,1 1,43179828
GOTERM_BP_4regulation of cellular response to stress8 6,7 0,084 0,037 2,1 1,43179828
GOTERM_CC_ALLGolgi apparatus part 6 5 0,099 0,038 2,4 1,4202164
GOTERM_BP_5positive regulation of cell communication14 11,7 0,068 0,038 1,7 1,4202164
GOTERM_MF_4ribonucleoside binding 16 13,3 0,065 0,038 1,6 1,4202164
GOTERM_BP_4positive regulation of cell communication14 11,7 0,068 0,038 1,7 1,4202164
GOTERM_MF_4purine nucleoside binding16 13,3 0,065 0,039 1,6 1,40893539
GOTERM_BP_ALLregulation of protein modification process15 12,5 0,068 0,039 1,6 1,40893539
GOTERM_MF_ALLanion binding 21 17,5 0,061 0,039 1,5 1,40893539
GOTERM_MF_3nucleotide binding 19 15,8 0,063 0,039 1,5 1,40893539
GOTERM_MF_3nucleoside phosphate binding19 15,8 0,063 0,039 1,5 1,40893539
GOTERM_BP_ALLsingle organism signaling42 35 0,051 0,039 1,3 1,40893539
GOTERM_BP_ALLregulation of kinase activity8 6,7 0,089 0,04 2,1 1,39794001
GOTERM_BP_5regulation of signal transduction19 15,8 0,065 0,04 1,5 1,39794001



GOTERM_BP_4regulation of signal transduction19 15,8 0,065 0,041 1,5 1,38721614
GOTERM_BP_5negative regulation of cell communication11 9,2 0,079 0,041 1,8 1,38721614
GOTERM_BP_4negative regulation of cell communication11 9,2 0,079 0,041 1,8 1,38721614
GOTERM_BP_2single organism signaling42 35 0,053 0,041 1,3 1,38721614
GOTERM_BP_5negative regulation of protein modification process7 5,8 0,097 0,041 2,2 1,38721614
GOTERM_MF_3ribonucleotide binding 16 13,3 0,069 0,041 1,6 1,38721614
GOTERM_CC_3Golgi apparatus 12 10 0,077 0,042 1,7 1,37675071
GOTERM_BP_4phosphate-containing compound metabolic process22 18,3 0,064 0,042 1,4 1,37675071
GOTERM_BP_3regulation of cellular response to stress8 6,7 0,093 0,042 2 1,37675071
GOTERM_BP_ALLregulation of cellular response to stress8 6,7 0,094 0,043 2 1,36653154
GOTERM_BP_ALLregulation of phosphorylation13 10,8 0,078 0,043 1,7 1,36653154
GOTERM_CC_4Golgi apparatus 12 10 0,081 0,044 1,7 1,35654732
GOTERM_MF_4purine ribonucleotide binding16 13,3 0,074 0,044 1,6 1,35654732
GOTERM_BP_1localization 38 31,7 0,06 0,045 1,3 1,34678749
GOTERM_BP_ALLlocalization 38 31,7 0,06 0,045 1,3 1,34678749
GOTERM_BP_4protein metabolic process35 29,2 0,061 0,045 1,3 1,34678749
GOTERM_MF_ALLcarbohydrate derivative binding18 15 0,073 0,045 1,5 1,34678749
GOTERM_MF_5purine ribonucleoside binding16 13,3 0,075 0,045 1,6 1,34678749
GOTERM_MF_4nucleotide binding 19 15,8 0,072 0,046 1,5 1,33724217
GOTERM_BP_5neuron differentiation 12 10 0,085 0,046 1,7 1,33724217
GOTERM_MF_4purine nucleotide binding16 13,3 0,077 0,046 1,6 1,33724217
GOTERM_BP_3positive regulation of cell communication14 11,7 0,081 0,047 1,6 1,32790214
GOTERM_BP_5regulation of nervous system development9 7,5 0,096 0,047 1,9 1,32790214
GOTERM_BP_4regulation of nervous system development9 7,5 0,096 0,047 1,9 1,32790214
GOTERM_CC_ALLwhole membrane 15 12,5 0,08 0,047 1,6 1,32790214
GOTERM_BP_ALLpositive regulation of cell communication14 11,7 0,082 0,047 1,6 1,32790214
GOTERM_BP_1growth 10 8,3 0,093 0,047 1,8 1,32790214
GOTERM_BP_ALLgrowth 10 8,3 0,093 0,047 1,8 1,32790214
GOTERM_MF_4ribonucleotide binding 16 13,3 0,078 0,047 1,6 1,32790214
GOTERM_BP_4establishment of protein localization15 12,5 0,081 0,048 1,6 1,31875876
GOTERM_CC_ALLcell periphery 35 29,2 0,065 0,048 1,3 1,31875876
GOTERM_BP_3negative regulation of cell communication11 9,2 0,091 0,048 1,8 1,31875876
GOTERM_MF_2carbohydrate derivative binding18 15 0,077 0,048 1,5 1,31875876
GOTERM_MF_ALLpurine ribonucleoside triphosphate binding15 12,5 0,082 0,048 1,6 1,31875876



GOTERM_BP_ALLnegative regulation of cell communication11 9,2 0,092 0,049 1,8 1,30980392
GOTERM_CC_3plasma membrane region 9 7,5 0,1 0,049 1,9 1,30980392
GOTERM_MF_3anion binding 21 17,5 0,075 0,049 1,4 1,30980392
GOTERM_CC_5Golgi apparatus 12 10 0,09 0,05 1,7 1,30103
GOTERM_BP_5regulation of phosphate metabolic process14 11,7 0,086 0,05 1,6 1,30103
GOTERM_BP_5neuron development 10 8,3 0,098 0,051 1,8 1,29242982
GOTERM_BP_4neuron development 10 8,3 0,098 0,051 1,8 1,29242982
GOTERM_BP_5protein transport 14 11,7 0,088 0,051 1,6 1,29242982
GOTERM_BP_4protein transport 14 11,7 0,088 0,051 1,6 1,29242982
GOTERM_BP_3regulation of signal transduction19 15,8 0,08 0,051 1,5 1,29242982
GOTERM_BP_5regulation of phosphorus metabolic process14 11,7 0,088 0,051 1,6 1,29242982
GOTERM_BP_4regulation of phosphorus metabolic process14 11,7 0,088 0,052 1,6 1,28399666
GOTERM_MF_ALLadenyl ribonucleotide binding13 10,8 0,092 0,052 1,6 1,28399666
GOTERM_BP_ALLregulation of signal transduction19 15,8 0,082 0,052 1,5 1,28399666
GOTERM_MF_5purine ribonucleotide binding16 13,3 0,086 0,053 1,5 1,27572413
GOTERM_CC_ALLplasma membrane 34 28,3 0,073 0,054 1,3 1,26760624
GOTERM_MF_ALLadenyl nucleotide binding13 10,8 0,095 0,054 1,6 1,26760624
GOTERM_MF_5purine nucleotide binding16 13,3 0,089 0,055 1,5 1,25963731
GOTERM_BP_ALLneuron differentiation 12 10 0,099 0,056 1,7 1,25181197
GOTERM_BP_ALLphosphate-containing compound metabolic process22 18,3 0,084 0,056 1,4 1,25181197
GOTERM_MF_5ribonucleotide binding 16 13,3 0,091 0,056 1,5 1,25181197
GOTERM_BP_ALLregulation of biological quality24 20 0,083 0,057 1,4 1,24412514
GOTERM_BP_5regulation of cellular protein metabolic process18 15 0,09 0,057 1,5 1,24412514
GOTERM_BP_4regulation of cellular protein metabolic process18 15 0,09 0,057 1,5 1,24412514
GOTERM_CC_2intracellular 77 64,2 0,064 0,058 1,1 1,23657201
GOTERM_BP_ALLcellular localization 21 17,5 0,087 0,058 1,4 1,23657201
GOTERM_BP_3establishment of protein localization15 12,5 0,096 0,058 1,5 1,23657201
GOTERM_BP_2regulation of biological quality24 20 0,085 0,059 1,4 1,22914799
GOTERM_CC_3intracellular 77 64,2 0,066 0,059 1,1 1,22914799
GOTERM_BP_ALLestablishment of protein localization15 12,5 0,097 0,059 1,5 1,22914799
GOTERM_BP_2cellular localization 21 17,5 0,089 0,059 1,4 1,22914799
GOTERM_BP_5intracellular signal transduction18 15 0,094 0,061 1,5 1,21467016
GOTERM_BP_4intracellular signal transduction18 15 0,095 0,061 1,5 1,21467016
GOTERM_BP_5protein modification process24 20 0,09 0,063 1,4 1,20065945



GOTERM_BP_5cellular protein modification process24 20 0,09 0,063 1,4 1,20065945
GOTERM_BP_4protein modification process24 20 0,091 0,063 1,4 1,20065945
GOTERM_CC_3cytoplasm 62 51,7 0,074 0,063 1,1 1,20065945
GOTERM_BP_3phosphorus metabolic process22 18,3 0,093 0,063 1,4 1,20065945
GOTERM_BP_ALLphosphorus metabolic process22 18,3 0,095 0,065 1,4 1,18708664
GOTERM_BP_3protein metabolic process35 29,2 0,087 0,066 1,3 1,18045606
GOTERM_BP_ALLprotein metabolic process35 29,2 0,089 0,068 1,3 1,16749109
GOTERM_CC_4cytoplasm 62 51,7 0,084 0,072 1,1 1,1426675
GOTERM_BP_5cellular protein metabolic process30 25 0,099 0,073 1,3 1,13667714
GOTERM_BP_4cellular protein metabolic process30 25 0,1 0,074 1,3 1,13076828
GOTERM_CC_2intracellular organelle 67 55,8 0,092 0,081 1,1 1,09151498
GOTERM_CC_3intracellular organelle 67 55,8 0,094 0,082 1,1 1,08618615
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