Name pValue FDRB&H FDRB&Y B
Tepilation of ranscription Som RN AT3EA8  432E17  763E-IS
polymerase II promoter
pn:mureguhnnnnfgene expnssmn 1.82E-21 4.73E-18 432E-17 9.46E-18
ositive i} - ~
P compound melabahc process 3.20E-21 5.33E-18 5.05E-17 1.66E-17
Boditive regilation of ranscuption, TRVA- 134E20 174E17  1S9E16  696E-17
templated
R e b 217620 196E-17  L79E-16  LI3E-16
i 227E20 196E17  179E-16  LISE-6
positive “3“]3“":;‘:::!"‘““ binsyalitic 5S1E-20 431E-17  394E16  3.02E-16
positive regulation of biosynthetic process 9.05E-20 5.87E-17 5.36E-16 4.70E-16
posive “5“‘“‘;';;’;5““’"”-"““‘“‘ 140E-19 768E-17  TOIEI6  729E-6
positive regulation of RNA metabolic process 1.48E-19 7.68E-17 7.01E-16 7.68E-16
popissrgilaion “:;:;:’:““"“”‘ 455E-18 215E-15  196E-14  236E-14
e oY i 33TEAS 30SEd4 405E-4
e olbcils 1.76E-16 TOEM4  641E13  9.12E13
negative regulation of metabolic process 3.56E-16 131E-13 L19E-12 1.85E-12
exizyime Yl seccptor profcin geiting 377E16 131E13  LIGE12  196E-12
pathway
negative regulation of biosynthetic pmcess 7.68E-16 249E-13 2.28E-12 3.99E-12
nopRiiveTtpi symfxf‘;';‘ns . 945E-16 289E-13  264E-12 49112
pegative ”5‘“‘“°;‘r§:::s"“"" binzyihetic 234E15 674E-13  616E12  121E1
regulation of developmental process 3.15E-15 8.04E-13 7.35E-12 1.64E-11
cellular response to organic substance 3.21E-15 8.04E-13 735E-12 1.67E-11
Regalivezeslation of macroinglsculy 325E-15 SO4E13  T3SEZ  L69E-I
metabelic process
“’5““"‘“3“"“;;::;’““’"’“““"’"“ 3.52E-15 §32E-13  760E2  183E-1
regulation of cell differentiation 4.70E-15 1.06E-12 9.70E-12 2.44E-11
cell preliferation 7.67E-15 1.66E-12 1.52E-11 3.08E-11
negative regulation of gene expression 5.18E-14 108E-11 9.83E-11 2.69E-10
cell development 6.48E-14 130E-11 1.18E-10 3.37E-10
phpsphuryiatiun 1.21E-13 233E-11 2.13E-10 6.29E-10
e e yoskiekionse 1L52E-13 282E11  257E10  7.89E-10
protein phosphorylation 398E-13 7I3E11  651E-10 2.07E-09
positive regulation of molecular function 581E-13 1.01E-10 9.19E-10 3.02E-09
lation of cellular ) lic process 6.75E-13 1.13E-10 1.03E-09 351E-09
posm\eregulamn ofslgmhng 1.04E-12 1.68E-10 1.53E-09 538E-09
Sationfem ;opm s 123E12 L93E10  176E09  63SE-09
positive regulation of cell communication 147E-12 2.24E-10 2.05E-09 T.63E-09
Tegativ ”3‘336;;‘“‘:55}7" Ll 220E12 326E10  298E09  1.14E08
positive regulation ofprotein metabolic process 230E-12 331E-10 3.02E09 1.19E-08
“'5‘“‘""5“'";:;;;‘[‘:;““‘?“"“’ i 239E-12 335E10  306E09 12408
gulation of cellular comp 2.89E-12 3.95E-10 3.61E-09 1.50E-08
negative regulation of nitrogen compound 3.10E-12 412E-10  376E09  161E-08
metabolic process
d“""’*"“';‘(‘;‘fx:&fﬂ“""’“’“ e 436E12 SG6E10  517E08  226E08
generation of neurons 4.66E-12 5.90E-10 539E-09 242E-08
cellular response to endogenous stimulus 333E-12 6.39E-10 6.02E-09 2.77E08
neurogenesis 642E-12 7.75E-10 7.08E-09 333E08
positive regulation of signal mnsdumnn 6.66E-12 7.86E-10 7.18E-09 346E-08
negivergiladion o faucleob 8.06E-12 931E10  BS0E09  4.19E08
cumpo\md metabolic process
ositive 1 of phospk -
P prov:ess‘ 8.83E-12 9.75E-10 8.91E-09 4.58E-08
Postrg p::;e“ P $.83E-12 9.75E-10  891E-09  4.58E-08
negative regulation o fRNA metabolic process 1.06E-11 1.14E-09 1.04E-08 5.48E-08
regulation of protein modification process 1.09E-11 1.15E-09 1.05E-08 5.64E-08
regulation of phosphorylation 130E-11 1.35E-09 123E-.08 6.73E-08
cellular response to stress 1.57E-11 1.60E-09 146E-08 8.17E-08
regulation of cell death 163E-11 1.63E-09 149E-08 8.48E-08
positive regulation of phosphorylation 192E-11 1.88E-09 1.71E-08 995E-08
tissue development 228E-11 2.19E-09 2.00E-08 1.18E-07
programmed cell death 347E-11 3.22E-09 294E08 180E-07
positive regulation of response to stimulus 348E-11 3.22E-09 294E-08 181E-07
productive structure 837E-11 7.62E-09 6.96E-08 435E-07
single-organism organelle organization 8.83E-11 791E-09 722E-08 4.59E-07
positive regulation of catalytic activity 9.68E-11 8.52E-09 7.78E-08 5.03E-07
peptidyl-amino acid modification 1.10E-10 935E-09 8.54E-08 5.69E-07
reproductive system development 1.10E-10 9.35E-09 8.54E-08 5.70E07
response to endogenous stimulus 1.16E-10 9.70E-09 8 86E-08 601E-07
embryo development 132E-10 1.08E-08 9 90E-08 6.33E-07
P“‘*"'"mg“]”"'“’;xﬁg"l’“"*‘mm* 197E-10 LSSEOS  145E07  102E06
cell cycle 198E-10 1.58E-08 145E-07 103E-06
positive regulation of cell d:ﬂ'ennnannn 2.09E-10 1.65E-08 1.50E-07 1.09E-06
posive régulaton of peotein o difiction 217E-10 168E0S  15E07  113E06
process
regulation of intracellular signal transduction 2.40E-10 1.83E-08 167E-07 124E-06
neuron differentiation 2.79E-10 2.10E-08 192E-07 145E-06
gland development 348E-10 2.58E-08 236E-07 1.31E-06
apoptotic process 3.64E-10 2.66E-08 243E07 1.89E-06
lation of phosph. bolic process 4 81E-10 342E-08 3.13E-07 2.50E-06
positive regulation of kinase activity 481E-10 342E-08 3.13E07 2.50E-06
blood vessel development 535E-10 3.76E-08 343E07 2.78E-06
regulation nfpmlemphnsphnwhmn 560E-10 388E-08 354E07 291E-06
positive l 6.57E-10 449E-08 4.10E-07 341E-06
positive regulation of developmental process 464E08  424E07  357E-06
lation of phospk bolic process 4.68E-08 428E-07 3.65E-06
vasculature development 5.77E-08 527E07 4.56E-06
embryomc morphogenesis 9965-10 647E-08 591E-07 5.17E-06
regulation of cell proliferation 104E-09 6.65E-08 6.07E-07 539E-06
regulation of programmed cell death 1.11E09 7.0lE-08 6.40E-07 5.75E-06
chromatin modification 1.20E-09 7TASE-08 6.83E-07 6.20E-06
epithelium development 132E09 8.15E-08 TA4E07 6.85E-06
regulation of kinase activity 1.56E-09 9.52E-08 8.69E-07 8.09E-06
signal ductionby protein phosphoryl 1.88E-09 1.14E-07 1.04E-06 9.78E-06
cellular resp to nitrogen ip d 224E-09 133E-07 122E-06 1.16E-05
negative regulation of cell proliferation 233E-09 137E-07 1.25E-06 121E-05
celhular respense to oxygen-containing 246E.09 143E07  131E06  128E05
compound
stablish of protein local 261E-09 1.51E-07 137E-06 135E-05
response to growth factor 3.11E-09 1.78E-07 162E-06 162E-05
positive regulation of transferase activity 327E-09 1.85E-07  169E06  170E-05
central nervous system development 3.44E-09 192E-07 1.75E-06 1.78E-05
circulatory system development 3.58E-09 196E-07 1.79E-06 186E-05
cardiovascular system development 3.58E-09 1.96E-07 1.79E-06 1.86E-05
blood vessel morphogenesis 3.74E-09 2.02E-07 185E-06 194E-05
cellular response to growth factor stimulus 3.83E-09 2.05E-07 187E-06 199E-05
ponse to oxXygen ini apound 486E-00 258E-07  235E06  2.53E-05
single-orgamsm mtracellular trmsprm 527E-09 2.76E-07 2.52E-06 2.74E05
organ morphogenesis 6.60E-09 343E07 3.13E-06 343E05
cellularresponse to grganeritogen compound 738E-09 378E-07  345E06  383E05
regulation of apoptotic process TA42E-09 3.78E-07 345E-06 3.85E-05
neuron projection development T.61E-09 3.84E-07 3.50E-06 3.95E-05
regulation of protein kinase activity 8.17E-09 4.08E-07 3.73E-06 4.24E-05
ntracellular transport 9.00E-09 445E-07 4.06E-06 467E05
regulation of transferase activity 933E-09 4.57E-07 4.17E-06 4 85E-05
cell migration 1.10E-08 535E-07 4.88E-06 5.72E-05
brain development 1.21E-08 5.80E-07 5.29E-06 6.26E-05
positive regulation of protein kinase activity 1.24E-08 591E-07 5.40E-06 6.45E-05
protein localization 2.50E-08 1.18E-06 1.08E-05 1.30E-04
embryo d"'ehp'g:?ﬁ:h‘gi“bi‘&’ orege 281E-08 131E06  120E05  146E-04
muscle structure development 2.88E-08 134E-06 122E-05 1.50E-04
vesicle-mediated transport 4.22E-08 1.94E-06 1I7TE-05 2.19E-04
paskisévegnlation o cciular fgpal 437E08 199E06  LS2E05  227E-04
chordate embryonic development 5.02E-08 227E06 2.07E-05 261E-04
Tesponse to nitrogen compound 549E-08 2 46E-06 2.24E-05 2.85E-04
tissue morphogenesis 5.78E-08 2.56E-06 234E-05 3.00E-04
Eositivenepulition of Sellbur ceripnsat 6.12E.08 270E06  246E-05  3.18E-04
orgamzation
response to Qrganouitrogen compound 6.25E-08 2.73E06 2.49E-05 325E-04
negative ';ﬂﬁﬂ’ﬁgﬁg@m‘:ﬁr Som ENA 752E08 325E06  297E05  391E04
newron development 7.76E-08 3.30E-06 3.02E-05 4.03E-04
1 fi it din 2
TSR 7.76E-08 3.30E-06 3.02E-05  4.03E-04
tube development 8.09E-08 342E-06 3.12E05 4.20E-04
Pprotein transport 8.69E-08 364E06 332E05  451E-04
morphogenesis of an epithelium 1.11E07 462E-06 422E05 5.78E-04
MAPK cascade 1.22E-07 5.03E-06 4.59E-05 6.34E-04
locomotion 1.28E-07 5.24E-06 4.79E-05 6.66E-04
localization of cell 131E07 5.26E-06 4.81E-03 6.79E-04
cell motility 131E-07 5.26E-06 481E-03 6.79E-04
tube morphogenesis 1.44E-07 5.75E-06 525E-05 TATE-04
activation of protein kinase activity 1.74E-07 6.89E-06 6.29E-05  9.03E-04
response to nutrent levels 2.07E-07 8.13E-06 7A43E-05 1.07E-03
regulation of transport 2.26E-07 8.84E-06 8.07E-05 1.18E-03
cellular response to honnone stimulus 232E07 896E-06 8.18E-05  120E-03
chromatin organization 233E-07 8.96E-06 8.18E-05 1.21E-03
sex differentiation 241E-07 9.18E-06 8.39E-05 1.25E-03
response to peptide 2.67E-07 101E-05 9.24E-05 139E-03
reproductive process 2.76E-07 1.04E-05 94TE-05 143E-03
response to peptide hormone 2.89E-07 1.08E-03 9.86E-05 1.50E-03
regulation of cellular component movement 291E-07 1.08E-05 9.86E-05 1.51E-03
neurotraphin TRKreceptor signaling pathway 3.06E-07 1.13E-05 1.03E-04 159E-03
cell cycle process 3.11E-07 L14E-05 1.04E-04 1.62E-03
cell projection organization 3.41E-07 124E-05 L13E-04 1.77E-03
response to extracellular stimulus 3.51E-07 126E-05 1.16E-04 1.82E-03
embryonic organ development 3.58E-07 1.28E-05 1.17E-04 1.86E-03
newrotrophin signaling pathway 3.76E07 134E05  122E04  195E-03
spxienal 5"’““;::;:’;;*"1"“ sgnalng 445E07 1STEDS  144E-04  131E-03
histone modification 4.90E-07 1L.72E-05 157E-04 2.54E-03
cellular response to starvation 540E-07 1.88E-03 1.72E-04 2.81E-03
response to starvation 5.68E-07 197E-05 1.80E-04 295E03
regulation of cell projection organization 5.74E-07 1.98E-05 1.80E-04 298E-03
ERBB signaling pathway 6.48E-07 221E-05 2.02E-04 3.36E-03
covalent chromatin modification 6.90E-07 234E-05 2.14E-04 3.59E-03
'muscle tissue development 7.73E07 2.61E-05 238E-04 4.01E-03
cellular response to extemal stimulus T96E-07 2.67E-05 244E-04 4.13E-03
cerebral cortex development 8.27E07 2.75E-05 252E-04 430E-03
movement of cell or subcellular component 9.17E-07 3.03E-05 2.77E-04 4.76E-03
evtoskeleton organization 9.44E-07 3.10E-05 2.83E-04 4.90E-03
single organism reproductive process 9.68E-07 3.16E-05 2.89E-04 5.03E-03
regulation of cell migration 9.93E-07 3.22E-05 294E-04 5.16E-03
forebram development 1.08E-06 347E05 3.17E04  5.59E03
skeletal system development 1.09E-06 349E-05 3.19E-04 5.66E-03
growth 1.13E-06 3.57E-05 3.26E-04 5.88E-03
regulation of locomotion 1.13E-06 3.57E-05 326E-04  5.89E-03
regulation of neurogenesis 1.13E-06 3.57E05 326E-04 5.89E-03
regulation of nervous system development 1.18E-06 3.69E-05 337E-04 6.13E-03
urogenital system development 1.26E-06 3.90E-05 3.57E-04 6.52E-03
cellularresp opeptideh stimulus 133E-06 4.12E-03 3.76E-04 692E-03
regulation of cell motility 1.33E-06 4.70E-03 429E-04 T94E-03
negative regulation of cell death 1.58E-06 4.83E-05 442E-04 822E-03
intracellular protein transport 165E-06 5.01E-05 4358E-04  RSTE03
rthythmic process 167E-06 5.05E-05 461E-04 8.69E-03
cellular response to nutrient levels 1.74E-06 5.23E-05 4.78E-04 9.05E-03
rgilatioodfanataical stinctire 1.77E-06 S29E.05  483E04  921E03
morphogenesis
epithelial tube morphogenesis 1.80E-06 534E-05 487E-04 934E-03
angiogenesis 1.87E-06 5.52E-05 5.04E-04 9.72E-03
pallium development 2.15E-06 6.32E-05 577E-04 1.12E-02
epithelial cell differentiation 232E-06 6.72E-05 6.14E-04 120E-02
cell h 1smvolvedin diff 232E-06 6.72E-05 6.14E-04 120E-02
cellular macromolecule localization 2.34E-06 6.76E-05 6.18E-04 122E-02
neuron projection morphogenesis 2.40E-06 6.88E-05 628E-04 125E-02
response to hormone 247E-06 7.05E-05 6.44E-04 128E-02
cellular response to peptide 2.52E-06 7.15E-05 6.53E-04 131E-02
regulation of cell development 2.53E-06 7.15E05 6.53E-04 132E-02
prostate gland development 285E-06 8S.01E-05 T31E-04 148E-02
Tesponse to ablotic stmulus 3.06E-06 8.53E-05 7.79E-04 1.59E-02
Besitive "f{’gﬁ:ﬁ:ﬂ’ Pjictivn 322E06 893E05  SI6E04  167E02
cell-cell signaling 3.26E-06 9.00E-05 22E-04 1.69E-02
regulation of MAPK cascade 3.55E-06 9.75E-05 8.91E-04 1.84E-02
embryonic organ morphogenesis 3.69E-06 101E-04 921E-04 1.92E-02
nucleocytoplasmic transpornt 3.76E-06 1.02E-04 932E-04 195E-02
regulation of cell cycle 3.80E-06 1.03E-04 938E-04 1.97E-02
cellular response to extracellular stimulus 3.96E-06 107E-04 9.73E-04 2.06E-02
cellular protein localization 3.98E-06 107E-04 9.73E-04 2.07E-02
ke
Eeksomhopebi m i d o Ao 4.09E-06 109E04  994E04  2.12E02
cellular component morphogenesis 4.54E-06 1.20E-04 1.10E-03  236E-02
nuclear transport 4.80E-06 127E04 1.16E-03 249E-02
muscle organ development 4.99E-06 131E-04 1.20E-03 2.59E-02
positive regulation ufMA.PKcasradz 5.05E-06 132E-04 1.20E-03 2.62E-02
lation of lle org: 5.69E-06 148E-04 1.35E-03 2.95E-02
GO: Cellular Component
Name ¥ FDRB&H FDR B&Y Bonfemoni
early endosome 4.16E-10 29E-07 1.58E-06 233E07
endosome 8.17E-10 229E07 1.58E-06  4.358E-07
newron part 2.90E-09 4.71E-07 3.26E-06 1.62E-06
neuron projaction 3.36E-09 4.71E-07 3.26E-06 1.89E-06
somatodendsitic compartment 4.80E-09 539E07  372E06  2.69E06
cellbody 1.54E-08 1.44E-06 9.97E-06 8.66E-06
neurcnal cell body 5.86E-08 4.70E-06 3.25E-05 3.29E-05
cell projection 247E07 1.73E-05 1.19E-04 138E-04
early endosome membrane 1.82E-06 1.13E-04 7.84E-04 1.02E-03
nuclear chromatin 3.11E-06 1.59E-04 1.10E-03 1.74E-03
nucleoplasm 3.12E-06 1.59E-04 1.10E-03 L.75E-03
dendrite 6.89E-06 322E04 222E03  3.86E-03
transcription factor complex 891E-06 3.85E-04 2.66E-03 5.00E-03
growth cone 1.58E-05 6.32E-04 4.36E-03 8.84E-03
site of polarized growth 220E-05 822E-04 5.68E-03 1.23E-02
chromosome 4.03E-05 142E-03 9.77E-03 226E-02
nucleoplasm part 4.29E-05 142E-03 9.77E-03 241E-02
ribonucleoprotein granule 5.72E05 169E-03 1.17E-02 321E-02
cytoplasmic nbonucleoprotem granule 5.72E-05 1.69E-03 1.17E-02 321E-02
endosomal part 6.51E-05 182E-03 1.26E-02 3.65E-02
nuclear chromosome pan 6.81E-05 182E-03 1.26E-02 3.81E-02
GO: Pathway
Name Source p¥alue FDRB&H FDRB&Y
Signalling by NGF Blofynems 269E06  193E-03  1.SSE-02
NGF signalling via TRKA from the plasma BioSystems: 322E-06 1.93E-03 1.55E-02
membrane REACTOME
TGF-beta Receptor Signaling Pathway “5‘—‘—95"—]“5 E“ 336E06  193E03  155E-02
Endocytosis BioSystems: KEGG ~ 134E05 561E03  430E-02
Signaling by EGFR Bk 218605  S6IE03  4.50E.02
BMAL1 .aocxz.:'z ﬁi;‘:"‘“‘ Circadian Rmml Systems, 227E05  S61E03  4.50E02
Signaling by EGFR in Cancer Diofysems. 254E05  S6IE-03  4.50E-02
Adherens junction BioSystems: KEGG 2.61E-05 5.61E-03 4.50E-02
GO: Molecular Function
Name pValue FDRB&H FDR B&Y Bonfemroni
regulatory region nucleic acid binding 3.82E-12 1.94E-09 1.45E-08 3.88E-09
regulatory region DNA binding 382E-12 194E09  145E08  388E-09
transcription regulatory region DNA binding 8.37E-12 2.83E-09 2.13E-08 8.50E-09
mcleic acid ""“ffg“jj‘tf‘“ﬁp""’“ factor 222E-10 476E08  35TE0T  225E07
:equencmpmﬁc DNA binding 234E-10 476E-08 3.57E-07 2.38E-07
uctur sctrvity, séquenice specfic 520E-10 SSOE0S  660E07  S528E07
DNA hmdmg
protem kinase activity 6.50E-10 9.43E-08 7.08E-07 6.60E-07
receptor signaling protein activity 2.19E-09 278E07  209E06  222E06
P”“’P“"""““”“‘:’:‘:ﬁ' #lochol group a3 8.82E00 995E07  TATED6  $.96E.06
kinase activity 1.54E-08 157E-06 1.18E-05 1.57E-05
mceghusagralng ;“;‘:;:,’“”““‘““"‘“’ 185E-08 171E06  128E05  188E05
enzyme lnndmg 2.10E-08 1.78E-06 1.34E-05 2.14E-05
m“:;‘;%‘cﬂg‘zﬁg;;@g;‘q“m" 321E-08 251E06  188E05  326E05
e 132E07 90SE06  6SIE0S  134E04
Biapolymienize é;‘;ln“;“‘“f’ region DNA 13407 90SED6  6S1E05  136E04
protein serine/threonine kinase activity 1.83E-07 1.16E-05 8.72E-05 1.86E-04
purine ribonucleotide binding 292E07 165E-05 124E-04 296E-04
P‘“,*Z;“.‘E;’:?;Z’i,—’é:%’:-‘:‘;‘n’ e 293E.07 165E05  124E04 297E04
nbonucleotide binding 428E07 2.16E-05 1.62E04  435E-04
receptor proteinki activity 4.57E-07 2.16E-05 1.62E-04 4.65E-04
purine ribonucleoside binding 4.64E-07 216E05  162E-04  4.71E-04
purine nucleoside binding 4.98E-07 2.16E-05 162E-04 5.06E-04
purne nucleotide bmdmng 5.05E-07 2.16E-05 1.62E-04 5.13E-04
ribonucleoside binding 5.10E-07 216E05  162E-04  S5.19E-04
purine nibonucleoside tiphosphate binding 6.43E-07 2.53E-05 1.90E-04 6.53E-04
nucleoside bindmg 6.4TE07 2.53E05 190E-04  6.38E-04
transcriptional activator activity, RNA
poly 11 transcripti latory region 7.64E07 287E05  2.16E04  7.76E-04
sequence-specific bmdmg
transcription factor binding 8.06E-07 292E-05 2.19E-04 8.19E-04
adensliibonucleotide binding 1.15E-06 40JE05  301E04  116E-03
etRyy P 1.51E-06 S12E05  384E04  153E03
comammg groups
5’"‘“;;;““&‘,‘% ption factor 1.65E-06 SA0E05  40SE04  168E-03
adeny] nuclectide binding 1.85E-06 5.86E-05 440E-04 1.88E-03
transcription factor activity, protem binding 1.96E-06 6.03E-05 4.52E-04 1.99E-03
ATP binding 293E-06 8.75E-03 6.57E-04 298E-03
Ffﬁﬁ:ﬁ:ﬁ:&;‘ﬁ:}:ﬁgﬁ:ﬂg 5.72E-06 166E04  125E03  SSIE03
“”mmlfz:ﬁm“?;;;‘l‘}?;f:i 5;‘;‘“““‘ 9.72E.06 274E04  206E03  987E.03
!mnscnpuonal activator :cm-m RNA
poly II core pi p lregion 129E-05 3.53E-04 2.65E-03 131E-02
sel{uence-spmﬁ: binding
e R 1.73E05 454E04  341E03  176E-02
transcription cofactor activity 1.74E-05 4.54E-04 341E-03 1.77E-02
chromatm binding 181E.05 4.59E-04 344E-03 183E-02
S 297E05 735E04  SSIEQ3  301E02
protem tyrosine kinase activity 381E-05 9.22E-04 6.91E-03 387E-02
transcription factor ;cm-nty RNA pn}vmeﬂse
II core p 1 region 4.19E-05 9.89E-04 7TA42E-03 425E-02

@enﬁc binding




