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Used notations:

« List Hits - the number of genes annotated by the considered GO Biological Process 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 Biological Process annotation

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

« Population Total - the number of genes available on the entire microarray and having at least one GO Biological Process annotation

« P-value - the significance p-value of the gene enrichment of the considered GO Biological Process category or annotation cluster, calculated with a unilateral Fisher exact test
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61 |G0:0042059|epidermal growth 471 33 14200 '04 163 [ clathrin, heavychain(Hc) |
factor receptor
signaling pathway
62 (30:0009408| response to heat | 6 | 471 | 50 14200 Poo% |5 [cystalin aiphat |
cotranslational 9.96e-
63 |GO:0006613| protein targeting 471 9 14200 I08 27t | ADP-ribosylationfactor-like 6 interactingprotein1
to membrane
response to 1426
64 |G0:0043434| peptide hormone 471 60 14200 ) 02 67 |gchineamidinotransferase_-arginine:glycineamidinotransferase)
stimulus
mitochondrial
65 |G0O:0006120 emth:fESﬁl’ltsoport, 471 43 14200 Z.Z)ge- §§§§ [ NADH dehydrogenasgibiuinone)i alphasubcomplexi, 7.5kDa
ubiquinone
66 [G0:0006754 *TF g:g'gg:;he“c 471 | 54 14200 8'229' [ATPaseNa+/K+ transportingalphal polypeptide
ATP hydrolysis 3.89-[m
67 |G0O:0015991 coupled proton 471 30 14200 ) 04 w0 |ATP synthaseH+ transportingmitochondrialF1 complex,alphasubuniti, cardiacmuscle
transport -
ribosomal small 1.01e-om
68 |G0:0042274  subunit 471 12 14200 |70\ ribosomalproteinS6
biogenesis
protein
ubiquitination
69 |GO:0042787) IMvolvedin 471| 45 14200 [LO1e| ez HECT, UBA andWWE domaincontainingl
ubiquitin- 02 ||z
dependent protein
catabolic process
70 |G0:0030521 gingdnr;l?ﬁg F;Z(t:ﬁ\?:;); 471 41 14200 1(;].26 B zgg?l | peroxisomeproliferator-activatedeceptorgammacoactivatorl alpha
ER-associated 3.77e-
71 |G0:0030433| protein catabolic 471 32 14200 ' 03 égg%j |osteosarcomamplifiedg,endoplasmia:eticulumlectin |
process
endoplasmic
72 |G0:0030968 reticulum . 471 22 14200 6.48e- S0, activatingtranscriptiorfactor6
unfolded protein 04 ||,
response
. ureteric bud 9.93e-|| 257 -
73 |G0O:0001657 development 471 40 14200 03 || nephronectin
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) endosome 2.45e-|[ 226 —— -
74 1G0O:0016197 transport 471 50 14200 02 || |chromatlnmodlfylngproteanA |
negative
75 |G0O:0006469 regu!atlo_n of 471 48 14200 2.09- Frr |cysteine-richAKlinhibitor |
protein kinase 02 ||z
activity
76 |G0O:0006662 glycer.OI ether 471 14 14200 6.14e- e |proteindisulfideisomeraséamilyA, member3 |
' metabolic process 05 ||z
proteolysis
77 1G0O:0051603 Cel|r|1L\J/|0a| I}/S(I’joltre]in 471 26 14200 1.?)2& gégz |heatshock70kDapr0tein5(glucose—regulateplrotein,78kDa)
catabolic process
regulation of 3.980- M
78 |GO:0043408) MAPKKK 471 11 14200 |, [ cp24molecule
cascade
79 |GO:0033572|  ransferrin 471 30 | 14200 (“O5€||u [t heayehanti
' transport 02 ||
regulation of 13e- M
80 |G0:0050690| defense response 471 28 14200 02 | | adaptor-relategroteincomplex2, betal subunit
to virus by virus
81 [GO:0006099 tricarbé);é/lgc acid 471 24 14200 7.‘(1)?36- %éggo | dihydrolipoamideS-succinyltransferag&2 componenbf 2-oxo-glutarat&omplex)
82 |G0:0009306| protein secretion 471 16 14200 1'%36' o’ [ GNAS complexiocus |
83 |GO:0006749|  Jlutathione 41| 25 14200 |26%€| = [guathioneperoxidase (lasma) |
metabolic process 03 |2
negative
84 |G0:0045665 regulatlon of 471 36 14200 3.05e- S0 |hairyandenhancenfsplitl,(Drosophila)
neuron 02 ||
differentiation
85 |G0:0021766 Zleri/%?ggmgﬁf 471 28 14200 1'5’2(9- gg‘%‘g inhibitor of DNA binding4, dominantegativehelix-loop-helixprotein
86 [G0:0008344| AUl IocOmOtOry |y 1 479 | o9 14200 [L47E| [amyloidbeta(A4) precursoprotein
behavior 02 |2
. pyruvate 4.57e-|| s EEm—
87 GO:0006090| 1 oioi slic process 471 21 14200 |"oa" | 2 [ lactatedehydrogenasB |
negative
) regulation of type 1.65€-|| soms — -
88 |G0:0032480 | interferon 471 30 14200 02 || % [ poly(rC) bindingprotein2 |
production
I-kappaB 278
89 [G0:0007249| kinase/NF- 471 35 14200 .02e- %ﬁﬁ [ proteintyrosinephosphatase-lika domaincontainingl |
kappaB cascade
positive 4.960-
90 |G0:0043085| regulation of 471 42 14200 '02 ggggl |presenilinenhancezhomolog(c.elegans) |
catalytic activity
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91 |G0:0001541 Ozj’g\r/'e""lg;ﬁq'gﬁ:e | @ 14200 (O [Bcel CLUymphomaz
positive 35
92 |G0:0045787|regulation of cell 471 22 14200 0 26 B é%?o |Cbplp300-interactingansactivatorwith Glu/Asp-richcarboxy-terminatiomain,2
cycle
93 |GO:0006378 polygézmaﬂon 471 14| 14200 |1e-02|i% o) moymerasaina
regulation of
94 GO:00s1881 Miochondrial arr| 10 | 14200 0% et
potential
95 |G0:0006621 pr?r:eér;zrlesi?;inon 471 9 14200 Z.gée- zzgzg |osteosarcomamplifiedg,endoplasmi«eticulumlectin
9 |G0:0001824 d:\'/gfé%%’;t a1 | 16 14200 [MO0E | [defendengainstell deathL
positive 3 5e-
97 |GO:0045931| regulation of 471 22 14200 | "5 s [ ubiquitin specificpeptidas@?2
mitotic cell cycle
embryonic 35e- [
98 |G0:0035116  hindlimb 471 22 14200 |0 |5 [dicer1, ribonucleaseypeli |
morphogenesis
99 |G0:0048812 ”%’gfghgggﬁgg:g” a1 2 14200 |30 |5 [icer . rbonucleaseypell |
response to 2 376- T
100 |[GO:0051412| corticosterone 471 19 14200 '02 5037 |glutathioneperoxidase(plasma) |
stimulus
DNA
fragmentation 3.926-[om
101 |GO:0006309| involved in 471 23 14200 '02 sear H1 histonefamily, member0
apoptotic nuclear
change
regulation of
102 [GO:0060334 gan;rr];;rfr?: dnii-ite d 471 16 14200 1'?);6_ EE‘EZ heatshockprotein90kDaalpha(cytosolic),classB memberl
signaling pathway
negative
103 |G0O:0045593 reQUIagng or 471 21 14200 S'gge_ §§§§ inhibitor of DNA binding4, dominantnegativehelix-loop-helixprotein
differentiation
104 GO:0006878 COIIUIA COPPET 5 | 47 | 49 14200 PO %, amyloidbeta(A4) precursoprolen |
positive
105 |G0O:0051894 froiillljl:élf?:sﬁ)fn 471 7 14200 1']626_ ggé kinaseinsertdomainreceptor(atypelll receptortyrosinekinase)
assembly
106 |GO:0000028 Sﬁgﬂf‘?{‘?&zmz’ﬂy a1 6 14200 7% [Fbosomaproenss |
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regulation of the 1.780-m
107 |G0:0002026| force of heart 471 17 14200 '02 408 ATPaseNat+/K+transportingalphal polypeptide
contraction
108 |GO:0006119 pho?s;Ldoa}rgi/\I/:tion 471 9 14200 2.8%8- gggg ATP synthaseH+ transportingmitochondrialF 1 complex,gammapolypeptidel
regulation of 3.920-m
109 |GO:0032880 protein 471 23 14200 705" || [ solutecarrierfamily 26, member4 |
localization
SRP-dependent
110 [GO:0006614 p?g:;?rqstl::g;?ﬂg 471 6 14200 6'(7)36_ Eg |signalrecognitionpanicle14kDa(homoIogouy\Iu RNA bindingprotein)
to membrane
regulation of 2 06e-
111 |G0:0030856| epithelial cell 471 7 14200 |~ o, sz
differentiation
112 |G0O:0016574 ubigbsii?r?aetion 471 8 14200 Z'Sge_ 25300 |HECT,UBAandWWEdomaincontainingl |
CRD-mediated 103
113 [GO:0070934 mMRNA 471 5 14200 ' OZe- oy |synaptotagmirbinding,cytoplasmid?{NAinteractingprotein
stabilization
114 |G0:0030643 cgllular phosphzflte 471 6 14200 1.51e- si67 |solutecarrierfamily34(sodiumphosphate)membe|2 |
ion homeostasis 02
115 |G0:0048205 Cgs:g?c?et;?g:f 471 10 14200 4.163& o | coatomeproteincomplex,subunitalpha |
116 |GO:0006584| Catecholamine a1 | 10 14200 (*14e-|| e [myotrophin |
metabolic process 02
117 |G0:0006590| Yrold hormone |5 | 47y | g 14200 |[121e7]1 [deiodnassiodomyroninetypel ]
generation 02
118 |G0:0042403 ;he{;gglgogmgses | s 14200 193¢ i [Geiodaseiodothyrorineiypell |
119 |G0O:0006554 IySin;rggéngIic 471 8 14200 2.%92)6- b dihydrolipoamideS-succinyltransferag&2 componenbf 2-oxo-glutarateomplex)
cytoplasmic
120 |G0:0033962 procggwﬁbody 471 5 14200 l'gge- 25065 [ dynein,cytoplasmict, heavychain1 |
assembly
121 |G0O:0007097|nuclear migration 471 5 14200 l'gge_ oy |spectrinrepeabontaining,nuclearenvelope
122 |G0:0046689 response.to 471 9 14200 3.3%- i |gchineamidinotransferasﬂ_-arginine:glycineamidinotransferase)
mercury ion 02
fructose 6- 2 06e-
123 |G0:0006002 phosphate 471 7 14200 : 02 ot [ glutamine--fructose-6-phosphatansaminase |
metabolic process
ER-nucleus 3.22e- || 254 — ——
. 488 t -riciPAK1 inhibit
124 |GO:0006984| ;0 - ing pathway 471 3 14200 73 | cysteine-rictPAK1 inhibitor
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cytochrome ¢
127 |G0O:0007028 cytoplasm 471 14200 e E [ transcriptiorfactorCP2-like1
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development 02
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ATP synthesis 339
144 |G0:0015986| coupled proton 471 9 14200 : 0 Ze- s ATP synthasel+ transportingmitochondrialF1 complex,epsilonsubunitpseudogeng
transport
negative 151e-
145 |G0O:0045822| regulation of 471 6 14200 ' 02 25 [ ATPaseNa+/K+ transportingalphal polypeptide |
heart contraction
polyamine 151e-
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process
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establishment of 269
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orientation
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regulation of
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) B cell lineage 6.3e- || s ———
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161 GO:0051208) SeAuEStering of a3 14200 (P22 [eashockprotenookDabemGraod membed. |
B cell receptor 3.3%-
162 |G0:0032597| transport into 471 1 14200 75|
membrane raft
chemokine
_ receptor transport 3.32e-|| 100133041
163 |G0:0032600 out of membrane 471 1 14200 02 D24molecule
raft
negative
regulation of 3.3%-
164 |G0:0032913| transforming 471 1 14200 |~ 100133041
growth factor- 02
beta3 production
positive
regulation of
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process
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development
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) regulation of 3.32e-|| 166 — -
172 |G0O:0060761 response to 471 14200 02 amino-terminakenhancenf split
cytokine stimulus
positive
regulation of
transcription from
173 |G0:0006990 RNIIApF’rg%Eerase 471 14200 3357 20 acivatingranscripliorfaciord
involved in
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response
peripheral 3.3%-
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