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Used notations:

List Hits - the number of genes annotated by the considered GO Molecular Function category or annotation cluster within the analyzed list of target genes

List Total - the number of genes within the analyzed list of target genes having at least one GO Molecular Function annotation

Population Hits - the number of genes, available on the entire microarray, annotated by the considered GO Molecular Function category or annotation cluster

Population Total - the number of genes available on the entire microarray and having at least one GO Molecular Function annotation

P-value - the significance p-value of the gene enrichment of the considered GO Molecular Function category or annotation cluster, calculated with a unilateral Fisher exact test

Terms
List| List |Population|Population| P- .
Rank ID Term Hits Total Hits Total  |value Genes ID's Genes Names
1 |GO:0005515|  protein binding  |267| 470 | 5297 | 14962 6'2‘;6‘ s | [Coaamolecule
2 |G0:0003723 RNA binding 38 | 470 608 14962 4':328_ ﬁggé | synaptotagmitbinding, cytoplasmicRNA interactingprotein
3 |G0:0003735 StrUCturngggrs]iguent of 26 | 470 158 14962 Slige- §§§ZZ7 I mitochondrialiibosomalproteinL21 |
4 |G0:0016491| oxidoreductase activity | 23 | 470 441 14962 1'(2)‘;' ggés [ peroxiredoxira
5 |G0:0042802| identical protein binding | 20 | 470 | 360 14962 1'326' [Fucieotiae bndingligomerzafiomdormaincontainingl
6 |G0:0051082| unfolded protein binding | 15 | 470 126 14962 Q.gZe- §§§§ crystallin,alphaB
7 |G0:0003713 transcription (.:OaCtivator 14 | 470 203 14962 4.96e- o I Chp/p300-interactintransactivatorwith Glu/Asp-richcarboxy-terminatiomain,2
aCthIty 03 1387
8 |G0:0003924 GTPase activity 14 | 470 222 14962 1.%29- gzg | eukaryotictranslationelongatiorfactor2
9 |G0:0016887 ATPase activity 12 | 470 142 14962 1'(7)36_ %‘é? I ATP synthaseH+ transportingmitochondrialFo complex,subunitd
10 [G0:0031625 “b'q“'“gi%‘i’fé” lgase 110470 00 14962 > 0o 5 [Geiodaseodethyrannerypel
11 |GO:0003743 transmtlo{;ég:};g‘;lon factor 8 | 470 52 14962 l'gie- ﬁggg I eukaryotictranslationinitiation factor 1 |
. H H H 1-948- 3914 ..
12 |G0:0032403| protein complex binding | 8 | 470 107 14962 0 |z [ taminin, beta3
proton-transporting 4.98
13 |GO:0046961|ATPase activity, rotational| 8 | 470 19 14962 : 0 8e- zégm | ATP synthaseti+ transportingmitochondrialF1 complex epsilonsubunitpseudogen
mechanism
14 |G0O:0022857 transmemg;?ir:/ei t;ranSporter 7 | 470 36 14962 1'%36- éggm I ATP synthaseH+ transportingmitochondrialFo complex,subunitd
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15 |G0:0004129 °yt°Chr2gt‘fv' i‘t:yo"idase 470 | 28 14962 1'%29' = [[cytochromes oxidasesubunitvia polypeptidel
16 |G0:0008430 selenium binding 470 13 14962 4'%26' 255335 | deiodinaseiodothyroninefypel |
hydrogen ion transporting 1.49-
17 |GO:0046933| ATP synthase activity, 470 15 14962 '07 gééaeg | ATP synthaseH+ transportingmitochondrialF1 complex epsilonsubunitpseudogeng
rotational mechanism
18 |G0:0008137 ’\éﬁ\bl?(;l“?]eo?%?r:cq[izét‘;e 470 44 14962 4'%26- §§§§ |NADH dehydrogenasgibiquinone)l alphasubcomplexy, 7.5kDa
19 |G0O:0051087 chaperone binding 470 39 14962 1%26- éé%% Idihydrolipoamidé-succinyltransferas(ézcomponenbf2-oxo-glutarate;omplex)
20 |G0:0030246| carbohydrate binding 470 30 14962 Z.gie- §§§§§0 | glucosidasealpha;neutralAB
21 |60:0004601  peroxidase activity 40| 20 14962 3'%)19' [reroxiedods |
22 |60:0003729]  MRNA binding 470 | 47 14962 1'326' [[rudix (nacieosidaliphosphatinked moiety X)-ypematt 21
dolichyl-
) diphosphooligosaccharide- 3.4e- || 103 T
23 1G0:0004579 protein glycotransferase 470 9 14962 | “og || 5z | defendeagainsteldeat
activity
24 |G0:0031072|heat shock protein binding 470 62 14962 4'?)26_ %gz | dihydrolipoamideS-succinyltransferag@&2 componenbf 2-oxo-glutarat&omplex)
25 |G0:0015035 Oxig(l;?ézil?c?ai::l;:gie\/ity 470 28 14962 l'gge- gégg | proteindisulfideisomeraséamily A, member3 |
26 |G0:0008307 structurarl.rﬂ;lgféltuent of 470 44 14962 4'%26- %gggs Imyosin,lightchaing,regulatory
27 |G0O:0050681|androgen receptor binding 470 36 14962 2.5829- ég%ﬁl | peroxisomeproliferator-activatedeceptorgamma coactivatorl alpha
28 |GO:0008092 Cytos";'ﬁéﬁ‘:]grmei” a0 | 37 14962 | 2o | v [GyremigntchaniCatpes ]
29 /G0:0003756 POt d';‘;‘;\',?fy'somerase a0| 9 1062 [M97¢ |z [Sndoplasmiseticuumproteinda |
30 |G0:0043022 ribosome binding 470 21 14962 B'Z)ge- gégg? Ieukawotidranslation'nitiationfactors,subunitK
31 (G0:0004602 g'“tathiggg\f}f;o"idase a0 | 15 | 14962 o0z [gutathoneperondase (plasma) |
32 |GO:0031683) C-Protein beta/gamma- 40| 20 | 14962 |30 1 [Sentiner-handprotein |
' subunit complex binding 02 || ee30 . -
33 |G0:0004180| carboxypeptidase activity 470 20 14962 2.:(3)(;‘e- §§§§§g [ NODAL modulatorr |
34 |GO:0050830 ! adhgisr']g?ng‘o'ecu'e 470 | 20 14962 23067 [reuropiastin |
35 |G0:0019838| growth factor binding 470 23 14962 3.1(1)36- Eézz kinaseinsertdomainreceptor(atypelll receptortyrosinekinase)
36 (G0:0046870  cadmium ion binding a0 | 7 14962 | [retiotones ]
hydrolase activity, acting
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. on acid anhydrides, 3.42e-|| a5 - -

37 |G0:0016820 catalyzing transmembrane 470 23 14962 02 | ATPaseNa+/K+transportingalphal polypeptide
movement of substances

38 |G0:0050699| WW domain binding 470 19 14962 Z.gge- géig? [ ww domainbindingproteins
39 |G0:0004298 threonine-type. . 470 21 14962 2.69%- ey proteasoméprosomemacropain)ubunit,alphatype, 3

' endopeptidase activity 02 || se0s g ;
40 |G0:0030205| PrOein ';E?jiet;‘:“vator 470 | 10 14962 > ks [targetof mybi (chicken) kel |
41 |G0:0051920|  peroxiredoxin activity 40| 4 14962 >00¢"| ua
42 |GO:0050811| GABA receptor binding 40| 8 14962 2.4(1)ze- 7 [GABA(R) receptor assodatasiotein
43 |G0:0004016| adenylate cyclase activity 470 11 14962 4'?)3&' 21 [[adenylatesyclases |

. sulfate transmembrane 1.36€e-|| 1511 - -
44 |G0:0015116 transporter activity 470 6 14962 02 |[#= | solutecarrierfamily 26, member7 |

) serine-type 9.25e-|| 132 —
45 |G0:0004185 carboxypeptidase activity 470 5 14962 03 || = |carboxypept|das |
46 |G0:0030276 clathrin binding 470 9 14962 3.329- o635 Iadaptor-relateﬂroteincomplexz, betal subunit |
47 |G0:0003724| RNA helicase activity 470 10 14962 3.gge- 7002 [ DEAD (Asp-Glu-Ala-Asp)box polypeptide5 |

. thyroxine 5'-deiodinase 2.89e-|| 173 — -
48 |G0:0004800 activity 470 3 14962 03 |[™ Idelodlnase;odothyronmeiypeI I
49 |G0:0042623| ATPase activity, coupled 470 10 14962 3'826' 4 | dynein,cytoplasmict, heavychain1 |
50 G0:0043295 glutathione binding a0 7 14062 |95 2 [Glutathioneperoxidase (plasta) |

) ubiquinol-cytochrome-c 2.43e- || 29796 —— -
51 |G0O:0008121 reductase activity 470 8 14962 02 || | ubiquinol-cytochrome reductasegomplexlll subunitX |
52 |G0:0003857 dg;\gﬁ%gﬁxggg;&?\ﬁy 470 8 14962 2.;1):;6- S0 | hydroxyacyl-CoAdehydrogenase/3-ketoacyl-Cal#iolase/enoyl-CoAydratasdtrifunctional protein),alphasubunit
53 [G0O:0004300 enoyl-igﬁ‘v:g/dratase 470 6 14962 l'gge_ fred | hydroxyacyl-CoAdehydrogenase/3-ketoacyl-Caliolase/enoyl-CoAydratasdtrifunctional protein),alphasubunit

long-chain-3- 289
54 |G0:0016509 hydroxyacyl-CoA 470 3 14962 ' 036_ s | hydroxyacyl-CoAdehydrogenase/3-ketoacyl-Caiolase/enoyl-Co/ydratasdtrifunctional protein),alphasubunit
dehydrogenase activity

) protein binding involved 9.85e-|| s30s -
55 |G0:0044183 in protein folding 470 2 14962 | [ | heatshock7okDaprotein1B |
56 |G0:0051787| misfolded protein binding 470 10 14962 3'628- o I heatshock70kDaprotein5 (glucose-regulateprotein, 78kDa) |
57 |G0:0030235 nitric-oxide sypt_hase 470 6 14962 1.36e- feas I heatshockprotein90kDaalpha(cytosolic),classA memberl I

regulator activity 02

58 (G0:0030911/ TPR domain binding a0 4 14962 >oo%| e [[heatshockprotein90kDaalphalcytosolc) class memberd |
59 |G0:0004447| iodide peroxidase activity 470 2 14962 9.85e- | iodotyrosinedeiodinase |
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389434
7173

04
) mitogen-activated protein 2.43e-|| soxr - — -
60 |G0O:0051019 Kinase binding 470 14962 0 |l phosphatidylethanolamirignding proteinl
61 |GO:0008379 thIOI’edOXII’} perOXIdase 470 14962 3.66e- o405 peroxiredoxinl
activity 03
hydrogen-exporting
62 |G0:0008553 ATPase aCtIV.Ity’ 470 14962 1.86e- E ATP synthaseH+ transportingmitochondrialF 1 complex,betapolypeptide
phosphorylative 02
mechanism
i NADP-retinol 5.66€e-|| sii00 = T v —
63 |G0:0052650 dehydrogenase activity 470 14962 03 || I retinol dehydrogenasel (all-trans/9-cis/11-cis) I
64 |GO:0004427| Norganic diphosphatase 470 14962 |68 s [ pyrophosphatasénorganic)1 |
' activity 03
65 |G0O:0008312 7S RNA binding 470 14962 1.:(3)26‘- e I signalrecognitionparticle14kDa(homologousAlu RNA binding protein)
66 GO:0005047|S1gnal recognition particle| -, | 47 14962 0% e [Sonarrecogntorparile72kba |
binding 03
) complement component 2.89%e-|[ 708 — -
67 |G0:0001849 C1q binding 470 14962 03 || ™ | complementomponentl, q subcomponertinding protein
) alkyl hydroperoxide 3.14e-|| 10035 _
68 |G0O:0008785 reductase activity 470 14962 02
) passive transmembrane 3.14e-|[ 160728 | e
69 |G0:0022803 transporter activity 470 14962 02 | solutecarrierfamily 5 (iodidetransporterymember8 |
) NAD(P)H dehydrogenase 3.14e-|[ 1708 -
70 |G0:0003955 (quinone) activity 470 14962 02 | NAD(P)H dehydrogenaseyinonel |
dihydrolipoyllysine- 3.14e
71 |G0:0004149|residue succinyltransferase 470 14962 ’ 02 || 1743 dihydrolipoamideS-succinyltransferag@&2 componenbf 2-oxo-glutarateomplex)
activity
72 |Go:001873g  S-formylglutathione 470 14962 | >148 2008
' hydrolase activity 02
. glucan 1,3-alpha- 3.14e-|[ 53103 i ]
73 |G0O:0033919 glucosidase activity 470 14962 02 I glucosidasealpha;neutralAB |
NAD(P)+ 3.1de-
74 |G0O:0003957| transhydrogenase (B- 470 14962 '02 23530 | nicotinamidenucleotidetranshydrogenase |
specific) activity
NAD(P)+ 3.14e-
75 |G0:0008750| transhydrogenase (AB- 470 14962 ' 02 23530 | nicotinamidenucleotidetranshydrogenase |
specific) activity
76 GO:0015068g|ycIne an;(l:(tjil\r/]i(t);,ransferase 470 14962 3%‘;- 2628 glycineamidinotransferasg -arginine:glycineamidinotransferase)
. N-acetylglucosamine-6- 3.14e- -
77 |G0O:0008449 sul¥a?as e activity 470 14962 02 2799 Iglucosam|nQN-acetyI)—6-squatase |
phospholipid- 3.14e-
78 |G0O:0047066/|hydroperoxide glutathione 470 14962 | 02 2879 glutathioneperoxidaset (phospholipichydroperoxidase) |
peroxidase activity
) homogentisate 1,2- 3.14e-|[ 3081 - —
79 |G0:0004411 dioxygenase activity 470 14962 02 homogentisaté,2-dioxygenase |
3.14e-

hairy and enhancer of split 1, (Drosophila)
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