GOTERM_BP_5 Count % Salue FDR
synaptic vesicle transport 15 11 0000 04
axocytosis 23 16 0.000 02
synaptic transmisslon -3 4.1 0000 04
intracellular transport 81 BT 0.000 0.4
secretory pathway 41 29 0000 08
regulation of neurotransmitter levels 27 19 0.000 05
secration by cell 46 32 0000 08
neuran development 36 25 0000 08
catacholamine metabolic process 11 08 0.001 15
micretubule-based process 30 241 0.001 19
cellular merphegenesis during differentiation 30 21 0.002 25
nauran diffarantiation 42 3 0.00z 28
neurite morphogenas|s 28 2 0oz 33
cell part morphogenesis 38 25 0.002 42
cell projection erganization and blogenesis 36 26 0002 42
cell projection morphogenesis 36 25 0.002 42
maonosaccharide catabolic process 15 1.1 0.003 4.9
cell redox hemeostasis 1" 08 0003 &4
protein tranaport 87 47 0.003 £3
cytoskeleton-dependent intracellular transport 18 13 0004 63
microtubule-based movement 16 14 0004 &7
neursgenesis 49 34 0.004 T5
dopamine metabolic process 8 06 0008 102
maodification-dependent macromolecule catabolic process 21 15 0.007T 108
cellular carbohydrate catabalic process 17 1.2 0008 143
forebrain development 11 08 0011 1T
wvesicle coating 4 0.3 0011 18
cellular protein catabelic process 21 15 0z 188
ragulation of neuronal eynaptic plasticity a@ 06 04 e
regulated secretory pathway 17 12 0ME 278
endocytosis 23 16 001% 285
regulation of exocytosis 8 X3 0020 204
mRMNA metabolie process 26 18 0020 30
protein folding 24 17 002z Me
synaptic vesicle exocytosis T 06 0023 338
biagenic amine metabolic process 14 1 0028 358
neuratransmitter secration 15 1.1 0.028 ar
regulation of synapse structure and activity 12 08 0026 372
dendrite development g 06 0.027 g
tricarbouylic acid cycle [ 0.4 0027 383
membrane budding 4 03 0028 388
dopamine biosynthetic process 4 0.3 002 38EB
central nervous system development 30 21 0028 3BB
cell morphogenesis 53 T 0028 395
actin filament-based process 26 18 0028 402
protein catabolic process 24 1.7 0033 445
amine biosynthetic process 14 1 0035 468
ER to Golgl vesicle-mediated transport 10 07 0037 484
protein polymerization 12 07 0037 484
synaptogenesis 7 05 0038 498
regulation of RMNA metabolic process g 0.4 0040 509
positive regulation of protein catabolic process 3 0.2 0.042 525
acetyl-Col metabolic process g 06 0048 5BE
translational elengation -} 0.4 0047 572
hexose metabolic process 22 15  0.048 58




GOTERM_BP_& Count % PVahme FDR
madification-dependent macromalaculs catabolic process B2 2 0,000 []

cellular protein catabolic process 52 2 0000 1]

intraceliular fransport 186 & 0000 L]

protein catabolic process 58 22 0000 1]

protein transport 124 48 0000 L]

wyraplic vexicles braneport L] o7 0000 05
cellular carbrohidrate catabolic process a0 12 000 &5
acefyl-Cof metabolic process 16 05 0000 08
cell redox homeostagis 17 Livg 0000 0B
cell part morphogenesis &0 i3 0000 08
cell projection morphogenesis &0 I3 0000 0B
cll projection erganization and blegenesis &0 3 ogor 08
irtracellular profein transpart 87 34 000 &¢a
secretorny pathway 62 24 0001 14
sxocytosls Ea] 12 o001 1.7
monosaccharide catabolic process 23 48 04001 18
Golgl vesicle fransport P} 1.1 o001 24
phosphorylstion 128 48 0002 36
ER to Golgl vesicle-mediated transport 12 oF g0z 4

cytosheleton-gependert intfracelulas transport 27 1 0004 59
GS transition of mitotic cell cyche 15 08 0004 ]

protain depolymerization 13 45 0004 64
imterphase of mitotic cell oycle Fal G648  oo0d  &T
protein modification process ke | BE 0005 T
interphagse 23 49 0005 Ta
synagtic fransmission 85 312 o008 85
reguiation of cytoskelston organization and biogenssis “ 05 0006 102
regulation of organelle organization and blogenesis 4 08 o00E 102
fewron differentiation a4 25 0006 105
microfubule-based movement Fal 08 o0gaT 108
microtubule-baged process 43 1.7 0007 12
wocrotion by coll L] .| 000t 14
riguron developmant B LE-] aaaT 41T
cell morphagenesis 03 IS 0008 134
nerva-narve synaptic transmission 16 05 o000 133
catecholamine metabolic process 13 05 0008 136
protein foldng I a] 15 o00E 142
tricarbroxyBc acid cycle ] €43 0008 147
coRnzyme catabolic process 10 04 000% 15

cellular monphogenesis during differentiation 43 1.7 0010 162
regullation of newrotransmitter levels 35 13 D010 168
certral nervous system development L3} 2 a1 T2
newite morphogenesis 40 i5 oMz 18T
mitochondrial ransport 14 LU P R B
protein polymerization % 05 0014 228
dopaméne metabolic process 10 O ofrie 251
regullation of RHA metabolic process ] 043 0T 25

mRMA metabolic process 40 15 oes 289
wrmall GTFase madisted signal ransduction (-] 7 oo1e 287
regulation of actin polymerization andior depolymerization L 04 0020 283
negative regulation of celudar component crganization and blogenasis " 04 0f20 283
&erobic respiration 10 04 o021 313
translational elongation 9 03 oga: a4
forebrain development 15 L1 0023 335
wasicle docking ] 03 002% 404
Wnk teceplot signaling pathway 2 0B 0020 408
blogenic amine metabolic process Fal 08 0g2% 403
RMA transport L 04 003 416
nicleic acid transport Ll 044 003 418
protein targeting te mitochondrion 8 03 0031 428
ctin filament depolymerization T 03 0032 437
foregut morphogenesis A 02 0032 43T
synhaplic vesicle exocytosis k) 03 0046 563
actin filament-based process n 15 o047 BEB8




