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G0:0005830 _ eytosolic rbosome (sensu Eukaryots) B 73 10e013 a.4547e-027 418720021 |~ @ 50.0003674: molecular_function
GO:0015934 _|arge rbosomal subunit 45l 10e013 3.9995-017 364066020 | 4 S0.0005575: calllar_component -- 735 probes, 558 genes
GO:0005842 _cytosolic large ribosomal suburit (sensu Eukaryota) 4 % |10e013 2.3241e-017 |1.2547e-015 B GO:000S57E: extracelluiar region
] % |25 [i0e013 6.64446-005_4,2968-008 & 0005625 cel
GOi042254_rbnsome biogenesis and asserbly 7z 9.06%4e-012 5 £505e-007 4 GO:0000257: cell fraction - 1240 probes, 536 genes
matric 7+ 0.0002 2.9463e- nn& 1B G000 31 7: phctoreceptor inner ssoment
(eukaryatic translation 1 complex 10 9.1444=-00% P 00005822 intracelular
icarbaxyiic add cydle 7 0.0001 B Go0005833: b
inner membrans e 0.0006 <1l GO:D0099EE; cell surtace -- 138 probes, 101 genes - p = 0.734
laerabic respiration 7 9.22882-005 O 600016020 membrane
ribosome biogenesis C3 9.61566-009 _2.4057¢-005 I GO.003031 2 external encapsuleting structure -- 17 probes, 14 genes -
leukaryotic 435 preinitiation complex 45 3.6316e-013  3.0941e-005 @ GO003M427: site of polarized growih
fryerogen transport & 0.0403 4.0164e-005 B GO:0001411: hyphal tp
Frydro-lyase activity 47 0.0516 4.1168-005 © GO030426; growth cone - 16 prokes, 14 genes -
feukaryoti 485 inhiation complex e 2.7066e-011 5 4505e-005 B GO0043332: mating projection tia
purine ribenucleaside triphosphate Biosynthesis @ 0.0021 7 6301005 B GO 00425 cell septum
Iranslation elongation factor activiey =] 0.0155 10,0001 1B GO:003046: rickosly - 7 probes, 4 asnes
lamino acid and derivative metabolsm d B GO0 026: ghtariats syrithase corplex
2vmogen granule membrane - GO0031252 leading edge - 76 probes, 54 genes -
(Cofrligase activity B GO.0031 254:traiing ecige
ekrahydrobiogkerin meksbolsm B GO 003 255 lateral part of motie cell
(oxidoreductase activity, acting on the CH-OH group of denors, NA.. [73 63 |10=-013 B GO:0031317: tripartte ATP-independent periplasic transporter complex
mal ribosomal subunit 4 @ wenis 1.8884e-009 M GO.0042537: perplastic space
inner membrane 95 s jwe01s 0.0045 - Bl GO.D0M2TES immmature spore
secretory granle menbrane 5 s poms 0.0153 1 G0 00ez33s cel prmec\mn - 120 probes, 64 genes -
FRIVA binding 15 poois 0.0011 1B GO0043025; cell sora -- 7 proes, 6 genes - =0 065
froton transport 73 |58 |loe0is 1B GO00431 30 ATP-binding o zAEc)uanspur‘er soplex - 15 probes, 10 genes -
fatty acid binding |15 poood K GO.00451 7T apical part of cel - 78 probes, 59 genes — p=0.414
(cvclicnucleotide activity W@ |5 |10e013 -+ B GO0045178: basel part of oell - 3 probes, 5 genes —-p = 0.314
Fatty atid transport 6 6 [n.oasr B G0 0051385 celltip
0N Kinase activity iz |5 pooeg B GO:0008372: celllar component unknawn
lpasitive regulation of neuron differentiation R B GODMISM2: virion - § probes, 4 usnes
ritragen compound biosyrthess B 6 [ooza I GO.003102: extracellilar melrix — 263 prokes, 193 genes
(3-hydrowyacykCo dehydrogenase activity 7 6 |oows B GO0043226: orgganele
respiratory ube development 6 js ool I GO0043234: protein complex - 1422 probes, 1032 geres
hydrogen-translocating F-type ATPase complex 0 |16 b.0oss b GO:0008150: biological_process -- 808 probes, 603 genes
GO:0050770_regulation of axonogenesis |15 poos 0.0006 B User-dsfined or modifisct
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