’ GO ID robust pval. normal pval. GO Name process type
Altzheimer
Intersect:
GO:0005344 0.00014656  2.5249e-13  oxygen transporter activity molecular_function
GO:0005833 0.00014656  2.5249e-13  hemoglobin complex cellular_component
GO:0015669 0.00023572  1.1502e-12  gas transport biological_process
GO:0015671  0.00014656 2.5249¢-13  oxygen transport biological_process
GO:0019825  0.0010499 3.3415e-08  oxygen binding molecular_function
GO0:0020037  0.0056749 1.2689¢-05  heme binding nolecular_function
G0:0030185 0.002101 0.0018265 nitric oxide transport biological _process
GO0:0030492  0.011594 0.011505 hemoglobin binding molecular_function
GO:0046906  0.0056749 1.2689e-05  tetrapyrrole binding molecular_function
Differences:
GO:0045429  0.036103 Ef’j;;lgfhifulfzgs of mitric oxide it proces
GO:0051173  0.036541 ggiﬁgﬁ;ﬁzfiisr;;fcgizmgen oM sctagient_procens
GO:0005506 0.0048786  iron ion binding molecular_function
GO:0005882 0.050402 intermediate filament cellular_component
GO:0005883 9.3124e-08  neurofilament cellular_component
G0:0006113 0.015933 fermentation biological_process
GO:0006114 0.015933 glycerol biosynthetic process biological _process
GO:0006810 0.011699 transport biological_process
GO:0007017 0.027231 microtubule-based process biological_process
GO:0007018 0.017842 microtubule-based movement biological_process
GO:0007399 0.001582 nervous system development biological_process
GO:0008088 0.030413 axon cargo transport biological_process
GO:0008089 0.014422 anterograde axon cargo transport biological_process
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GO ID robust pval. normal pval. GO Name process type
G0O:0008090 0.070899 retrograde axon cargo transport biological_process
G00014012 000021099 axon regeneratlon ln the perlpheral biological_process

nervous system
G0O:0019896 0.0053856 axon transport of mitochondrion biological_process
GO 0030424 2 . ].446—05 axon cellular_component
GOOO30705 0073521 CytOSkeleton_dependent lntracellu_ biological_process
lar transport
G00031099 0059309 l“egenel"ation biological_process
GO:0031102 0.011505 neuron projection regeneration biological _process
G0:0031103 0.011505 axon regeneration biological_process
GO0:0031133 1.2689e-05  regulation of axon diameter biological_process
G0:0031346 0.083158  Positive regulation of cell projection
organization
GOOO32393 00551 17 MHC ClaSS I I‘eceptor aCthIty molecular_function
G0:0033596 0.0033421 TSC1-TSC2 complex cellular_component
G0O:0033693 0.00021099  neurofilament bundle assembly biological_process
GOOO42995 817366—05 CeH prOjeCtiOIl cellular_component
G0:0043005 0.00021099  neuron projection cellular_component
GOOO43234 0011699 protein COmpleX cellular_component
GOOO44430 00028739 CytOSkeletal part cellular_component
G0:0044445 9.064e-06  cytosolic part cellular_component
GO0:0045103 3.2157e-05  intermediate filament-based process biological_process
GOOO45104 21448-05 lntern:ledl,ate ﬁlament CYtOSkeleton biological_process
organization
G0:0045109 1.6453e-07  intermediate filament organization  biological_process
GOOO45110 231449—09 Lli;ermedlate ﬁlament bundle assetn- biological_process
GOOO45111 0073521 intermediate ﬁlament CytOSkeletOD cellular_component
GOOO45202 0060963 Syna’pse cellular_component
G0:0048306 0.012452 calcium-dependent protein binding  motecutar_function
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GO ID robust pval. mnormal pval. GO Name process type
GO:0048678 0.017842 response to axon injury biological _process
G00060052 486786‘08 neErOﬁlament CytOSkeleton Organl_ biological_process

zation
G00060053 143016-05 Deuroﬁlament CytOSkeletOIl cellular_component
Arabidopsis Salinity Time course
Intersect:
GO0:0000160  0.021089 0.021547  UWo-component signal transduction
system (phosphorelay)
GO:0000302  3.6315e-05 3.5484e-06  response to reactive oxygen species  biological_process
GOOOO4497 43028—05 270436—06 monooxygenase aCtIVIty molecular_function
GO:0004553  0.023191  0.025158  ydrolase activity, hydrolyzing O-— =
glycosyl compounds
GOOOO4601 0022751 0042495 peI‘OXidase aCthlty molecular_function
G0O:0005199 0.0148 9.554e-06 structural constituent of cell wall molecular_function
GOOOO5506 000025155 475196-06 iron IOIl blndll’lg molecular_function
GOOOO5576 398066—05 3436—09 eXtracellular I‘egion cellular_component
GOOOO5618 000049794 282546-06 Cell Wall cellular_component
GO:0005975 0.002922 0.0054155 carbohydrate metabolic process biological _process
GO:0005976  0.0059941 0.0061248  polysaccharide metabolic process biological_process
G0O:0006073  0.0003911 0.0049279 cellular glucan metabolic process biological_process
GO:0006091  0.010538  0.0089474  Seneration of precursor metabolites
and energy
G00006811 0032707 0015892 iOIl transport biological_process
G00006950 683096‘19 150976-23 l“esponse tO Stl"ess biological_process
GOOOO6952 00067397 11046—05 defense response biological_process
GO:0006970  0.0016523 0.0018341 response to osmotic stress biological_process
GO:0006972  0.0020291 0.0082019  hyperosmotic response biological process
GO:0006979  1.5388e-05 7.4694e-09  response to oxidative stress biological_process
GO:0007047  2.9135e-06 4.4562e-09  cell wall organization biological_process
G00009055 917986‘05 311666-06 eleCtI"OIl Carrier aCthlty molecular_function
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GO ID robust pval. normal pval. GO Name process type
GO:0009266 8.4911e-12 5.2456e-15  response to temperature stimulus biological_process
G0:0009314 0.024072 0.00014325  response to radiation biological_process
GO0:0009408  3.2058e-11 3.2655e-12  response to heat biological_process
G0:0009409  0.00045245 3.5484e-06  response to cold biological_process
G0:0009414  8.3106e-13 3.2029e-13  response to water deprivation biological_process
G0:0009415 8.3106e-13 3.9798e-13  response to water biological_process
G0:0009416 0.017893 7.8078e-05  response to light stimulus biological_process
GO:0009521  3.2058e-11 2.5605e-16  photosystem cellular_component
GO:0009522  1.5046e-08 5.2814e-09  photosystem I cellular_component
GO0:0009523  0.00029875  1.9035e-08  photosystem II cellular_component
GO0:0009534  5.6158e-08  4.8028e-12  chloroplast thylakoid cellular_component
GO:0009535  5.3901e-09 4.1612e-13  chloroplast thylakoid membrane cellular_component
GO:0009538  0.0093701 0.0010077  photosystem I reaction center cellular_component
GO:0009579  2.3662e-06 1.0006e-09  thylakoid cellular_component
G0O:0009607 0.032248 0.0012923 response to biotic stimulus biological_process
G0:0009611 0.036813 0.0004346 response to wounding biological _process
GO:0009628  3.2058e-11 4.1804e-14  response to abiotic stimulus biological _process
G0:0009631  0.000798 0.0026302  cold acclimation biological_process
GO:0009642 0.00045245 1.0479e-07  response to light intensity biological_process
GO:0009644  0.0020291 6.7229e-07  response to high light intensity bielogical process
G0O:0009651 0.024072 0.031454 response to salt stress biological_process
GO:0009664  0.0019086 4.4562e-09  plant-type cell wall organization biological_process
GO:0009719  6.0828e-08 3.1566e-09  response to endogenous stimulus biological _process
G0O:0009723 0.017273 0.021971 response to ethylene stimulus biological_process
GO:0009725  5.9445e-07 3.1529e-08  response to hormone stimulus biological_process
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GO ID robust pval. mnormal pval. GO Name process type
GO:0009737  8.8952e-09 3.5764e-10  response to abscisic acid stimulus biological_process
GO:0009743  1.1835e-08 1.4129e-09  response to carbohydrate stimulus biological_process
GO:0009765  3.3015e-07 2.6278e-06  photosynthesis, light harvesting bielogical process
GO:0009768 0.0148 0.021701 photosynthesis, light harvesting in

. . . pl’i’lotlosystemd‘l d ' 1 h biological_process
GO:0009873  0.040421 0.021971 jvtag ene mediated signaling path- - @@ ecess
G0:0010033 1.61e-08 2.1919e-09  response to organic substance biological_process
G00010196 000024861 000045844 nODphOtOChemical quenChlng biological_process
G00010200 76566—13 397988-13 l“eSpOIlse tO Chltln biological_process
G00010286 00060808 0013326 heat acchmation biological_process
G0:0010287 1.1642e-05 4.5163e-08 plastoglobule cellular_component
GO:0010683  0.029915 0.040144 Z;Zydlc triterpenoid metabolic pro- o e
GO0:0012505  0.00020405 3.1773e-06  endomembrane system cellular_component
G00015979 47526—11 146056—14 phOtosyntheSIS biological_process
G00016137 0018276 0002145 glyCOSide metabolic pl“OCGSS biological_process
GO:0016138  0.0024779 0.0011001  glycoside biosynthetic process biological_process
G00016168 297216—06 139546—05 Chlorophyll blndlng molecular_function
G0:0016209 0.049913 0.089657 antioxidant activity molecular_function
GO:0016491  2.3985e-05 6.5941e-09  oxidoreductase activity nolecular_function
GO:0016563  0.0027044 0.0080159  transcription activator activity molecular_function
GO:0016634 0.022751 0.042495 oxidoreductase activity, acting on .

. . . perOXide as acceptor molecular_function

oxidoreductase activity, acting on
paired donors, with incorporation

) or reduction of molecular oxygen, _
G00016709 00062227 00060306 NADH or NADPH as one donor’ molecular_function

and incorporation of one atom of
oxygefn ;

) transferase activity, transferring A
G00016758 0018276 0030378 heXOS 1 g[‘oups molecular_function
GO:0016762  4.48070-06 3.02146-05 xyloglucan:xyloglucosyl transferase N

. . . activity ' ' ' molecular_function
GO:0016798  0.043662 0.044959 ~ [wdrolase activity, acting on glyco-

. . . Svl bonds molecular_function
GO:0019684  4.2212e-07 3.6128e-08 5 photosynthesis, light reaction biological_process
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GO ID robust pval. normal pval. GO Name process type
GO:0019748  0.0067397 1.104e-05 secondary metabolic process biological _process
GO:0019757 0.018276 0.002145 glycosinolate metabolic process biological_process
GO:0019758  0.0024779 0.0011001  glycosinolate biosynthetic process bielogical process
GO:0019760 0.018276 0.002145 glucosinolate metabolic process biological _process
GO:0019761  0.0024779 0.0011001  glucosinolate biosynthetic process biological_process
GO0:0019825  0.00085293 5.941e-05  oxygen binding nolecular_function
GO:0020037  1.2209e-05 2.2927e-07  heme binding nolecular_function
GO:0030076  2.9721e-06 1.3954e-05  light-harvesting complex cellular_component
G0:0031090 0.016086 0.0064177 organelle membrane cellular_component
G0:0031347 0.037694 0.031454 regulation of defense response biological _process
GO:0031976  6.7792e-08 6.6965e-12  plastid thylakoid cellular_component
G0O:0031984  7.8091e-08 8.1937e-12  organelle subcompartment cellular_component
GO0:0034357  5.3901e-09 5.1073e-13  photosynthetic membrane cellular_component
G0:0042221  1.7686e-13 3.6796e-17  response to chemical stimulus biological_process
GO:0042538  0.0067397 0.021971 hyperosmotic salinity response biological _process
GO:0042542  8.3222e-06 2.7543e-06  response to hydrogen peroxide biological_process
GO:0042651  1.1835e-08 1.3568e-12  thylakoid membrane cellular_component
G0:0042742 0.034251 0.0070216 defense response to bacterium biological_process
G0:0042744 0.040811 0.048572 hydrogen peroxide catabolic process viological_process
GO0:0043167  0.015367 0.018222 ion binding nolecular_function
GO0:0043169  0.037694 0.031454 cation binding molecular_function
G0:0044042  0.0034564 0.013775 glucan metabolic process biological _process
GO:0044262  0.00045884  0.00043376 ;‘;giz carbohydrate metabolic s
GO:0044264  0.0024287  0.022942 ;iggizz polysaccharide metabolic = ..
GO:0044436  1.1787e-07 1.4675e-11  thylakoid part cellular_component
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GO ID robust pval. normal pval. GO Name process type

GO:0045229  9.3008¢-06  2.2672-08 O ornal encapsulating structure or- e
ganization

GO:0046872  0.014039 0.014011 metal ion binding nolecular_function
GO:0046906  7.5103e-10 1.5857e-11  tetrapyrrole binding nolecular_function
GO:0048046  0.0044855 0.00074784  apoplast cellular_component
GO:0050832 0.044236 0.052885 defense response to fungus biological _process
GO:0050896  2.0051e-18 1.7108e-23  response to stimulus biological _process
GO:0055035  5.3901e-09 4.1612e-13  plastid thylakoid membrane cellular_component
GO:0055114  0.00045245  6.3304e-06  oxidation reduction biological process
GO:0080003 0.0148 0.021701 thalianol metabolic process biological_process
Differences:
GO:0016564 0.030549 transcription repressor activity molecular_function
GO:0016757  0.047558 ;ﬁ;ﬁi{;ﬁa;‘;ouzztmty’ fransferring . owerion
G0O:0001871 0.082711 pattern binding molecular_function
G0O:0003978 0.048553 UDP-glucose 4-epimerase activity molecular_function
GO:0004364 0.057508 glutathione transferase activity nolecular_function
GO:0004657 0.073204 proline dehydrogenase activity nolecular_function
GO:0005215 0.057577 transporter activity molecular_function
G0:0005342 0.034732 ;fi?:fajtclﬁ t;ransmembmne PANSTevter suncrion
GO:0005509 0.031454 calcium ion binding molecular_function
GO:0006470 0.027178  Protein amino acid dephosphoryla- e
GO:0006569 0.073204 tryptophan catabolic process biological process
GO:0006812 0.037346 cation transport biological_process
G0:0006949 0.003653 syncytium formation biological_process
G0O:0006955 0.0061248 immune response biological_process
G0:0009404 0.040144 toxin metabolic process biological_process
G0:0009407 0.040144 toxin catabolic process biological_process
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GO ID robust pval. normal pval. GO Name process type
G0O:0009512 0.073204 cytochrome b6f complex cellular_component
G0:0009533 0.040144 chloroplast stromal thylakoid cellular_component
GO:0009543 0.0061248  chloroplast thylakoid lumen cellular_component
G0O:0009605 0.025158 response to external stimulus biological _process
G0:0009617 0.016067 response to bacterium biological_process
G0:0009636 0.051383 response to toxin biological_process
GO:0009654 0.030697 oxygen evolving complex cellular_conponent
CO-0009700 0.025158 indole phytoalexin biosynthetic pro- piotogicat process
G0:0009738 0.044837 g%?cisic acid mediated signaling biological_process
GO:0009755 0.06861 hormone-mediated signaling biological _process
GO:0009767 0.012546 Sﬁsifsy”thetic clectron transport i reces
GO:0009783 0.073204 photosystem II antenna complex cellular_component
G0:0009825 0.094331 multidimensional cell growth biological_process
G0:0009826 0.033768 unidimensional cell growth biological_process
G0O:0009827 0.00013246  plant-type cell wall modification biological_process
GO:0009828 2.1751e-05  plant-type cell wall loosening biological process
GO:0009831 0.031906 g}fﬂgﬁ)&ti‘éﬁiﬂﬁ?}}ﬂ;ﬁ;ﬁiﬁi‘;ﬁ biological._process
G0:0010120 0.016903 camalexin biosynthetic process biological_process
GO:0010177 0.073204 gjft};ylthioalkylmalate SYDERASC AC e cwerion
G0:0010205 0.099777 photoinhibition biological_process
G0O:0010242 0.073204 oxygen evolving activity molecular_function
G0:0015103 0.082711 l?;’;izr;‘;er Zﬁé?vnlty CrANSIEIbIANC  erien
GO0:0015140 0.073204 ;nciii‘icfytransmembrane transporter nolecular_function
G0:0015291 0.05095 if;g?gj;ger Zzngty fransmembrane - erier
GO0:0015849 0.06861 organic acid transport biological_process
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GO ID robust pval. normal pval. GO Name process type
G00016020 000094685 membrane cellular_component
G00016021 00037111 integl"al tO membrane cellular_component
GO:0016051 0.040144 carbohydrate biosynthetic process bielogical process
G00016311 0026315 dephosphorylation biological_process

oxidoreductase activity, acting on
G0:0016620 0.065324 the aldehyde or oxo group of donors, motecutar_function
NAD or NADP as acceptor
oxidoreductase activity, acting on
GO:0016705 0.0038847  paired donors, with incorporation or  motecutar_function
reduction of molecular oxygen
GO:0022857 0.030244 transmembrane transporter activity  motecutar_function
GOOO22891 0031454 SUbStrate_SpeCIf,iC, transmembrane molecular_function
transporter activity
G00030001 0026158 metal iOIl tranSpOI‘t biological_process
GO:0030095 7.463e-05 chloroplast photosystem 11 cellular_component
GO:0030145 0.041456 manganese ion binding nolecular_function
GO0:0030247 0.082711 polysaccharide binding nolecular_function
G0:0031224 0.00054999 intrinsic to membrane cellular_component
G00031977 00064177 thylakOId lumen cellular_component
G00031978 00061248 plaStld thylakOId hlmen cellular_component
GO:0034637 0.096967 cellular carbohydrate biosynthetic

. . process biological_process
G00035303 0073204 l"egulation Of dephOSphOI‘ylatiOIl biological_process
GO:0035304 0.073204 regulation of protein amino acid de-

. . phosphorylation biological_process
GOOO42431 0025158 indole metabolic pI‘OCGSS biological_process
G0:0042436 0.073204 indole derivative catabolic process biological _process
GOOO42545 00038577 Ceu Wall modiﬁcation biological_process

cell wall modification during multi-
GOOO42547 0044914 dimensiona] Cell gI‘OWth biological_process
CO:0042548 0.082711 regulation of photosynthesis, light e

| | feagtion id boli o
GOOO42743 0082711 Czssrogen perOXI ¢ meta ohe pI“O— biological_process
GO:0043155 0.099777 ~ Desative regulation of photosynthe-

sis, light reaction
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G0:0043467 0.030697  ‘esulation of generation of precursor
metabolites and energy

GOOO44425 000087869 membrane part cellular_component

GOOO44434 0018203 CthI‘OplaSt part cellular_component

GOOO44435 0033205 plaStld part cellular_component

G0O:0045087 0.021971 innate immune response biological_process

GOOO46217 0025158 indOIe phytoaleXIH metab01ic pl“O— biological_process
cess

G0:0046218 0.073204 indolalkylamine catabolic process biological_process

GO0:0046914 0.073204 transition metal ion binding nolecular_function

G0O:0046942 0.06861 carboxylic acid transport biological _process

GO 0046943 0034732 CarbOXYIIC a‘C.ld. transmembrane molecular_function
transporter activity

G0:0048583 0.095377 regulation of response to stimulus biological_process

G00050691 0073204 rcigUIatlon Of defense response to biological_process
virus by host

GO:0051707 0.0098105 response to other organism biological_process

G0:0052314 0.025158 phytoalexin metabolic process biological_process

GO:0052315 0.025158 phytoalexin biosynthetic process biological process

G0:0052317 0.016903 camalexin metabolic process biological_process

GO:0080134 0.042508 regulation of response to stress biological_process

Arabidopsis Selenate

Intersect:

G00000103 000022269 000025683 Sulfate assimilation biological_process

i onal .

GO:0000160 26264606  1.5281e05 Lvorcomponent signal transduction
system (phosphorelay)

GO:0000302  1.0105e-09 4.2155e-10  response to reactive oxygen species  biological_process

G00002252 000090649 00010982 immune eﬁector pI“OCGSS biological_process

GO0:0002679  0.0063967  0.007273 zsz:tory burst during defense re- e

GO:0003700  1.7691e-06 6.342e-07  transcription factor activity molecular_function

GOOOO4089 00073223 0063592 Cal"bonate dehydratase acthlty molecular_function
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GO ID robust pval. mnormal pval. GO Name process type
GO:0004601  1.6022e-05 9.102e-05 peroxidase activity nolecular_function
GO:0004779 0.049817 0.05546 sulfate adenylyltransferase activity  motecutar_function
GO:0004781  0.049817 0.05546  Sulfate adenylyltransferase (ATP)

activity
GO:0005199 0.000888 6.664e-06 structural constituent of cell wall molecular_function
GOOOO5488 0049031 0063298 blndlng molecular_function
GOOOO5506 00052749 00062578 iI‘OIl 1011 blndlng molecular_function
GOOOO5509 401896‘06 167286-06 Calcium 1011 blndlng molecular_function
GOOOO5516 00025843 000058199 Calmodulln blndlng molecular_function
GOOOO5576 309156-10 254068-12 eXtracellular region cellular_component
GOOOO5618 480636—05 155866—05 Ceu Wall cellular_component
GO:0006091  0.0059635  0.0377sg ~ Beneration of precursor metabolites
and energy
G00006350 000033599 000093706 transcription biological_process
G0O:0006351  0.0021164 0.0019332  transcription, DNA-dependent biological process
GO:0006355  0.001342  0.00080442 “eswlation of transcription, DNA-— =~
dependent
G0O:0006534 0.040227 0.0474 cysteine metabolic process biological_process
GO:0006791 0.00035044 0.00043315 sulfur utilization biological_process
GO:0006800  1.0496e-05  6.0165¢-05 Oygen and reactive oxygen species .
metabolic process
GO:0006950  8.6946e-38 2.5848e-38  response to stress biological _process
G00006952 112046—20 311596—21 defense response biological_process
GO:0006955  5.6872¢-11 1.6185e-10  immune response biological_process
GO:0006970  1.2343e-05 4.8435e-06  response to osmotic stress biological_process
G00006979 1.2717e-12 1.0037e-12 response to OXidatiVe stress biological_process
GO:0007047  0.0012019 9.9898e-05  cell wall organization biological_process
GOOOO7165 0029727 0017231 Signal transduCtiOD biological_process
GO:0007242 0.033641 0.09436 intracellular signaling cascade biological _process
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GO ID robust pval. normal pval. GO Name process type
GO:0008152  3.1415e-07  0.00015091  metabolic process biological_process
GO:0008271  0.010301  0.099475 Sbi;‘;id:rrgnsa;zvtzrs;i?z‘;;ransmem’
GO:0008453  0.022511  0.024866 ?iljiiyne'glyoxylate (ANSAMINASE AC -+ cwerson
GO:0009055  2.3164e-05 1.4254e-05  electron carrier activity nolecular_function
G0:0009266 2.434e-10 2.2726e-11 response to temperature stimulus biological_process
GO0:0009408  3.8034e-10 1.6185e-10  response to heat biological_process
GO:0009409 0.00024995  6.8689e-05  response to cold biological _process
G0:0009414 1.624e-08 1.1889¢-07  response to water deprivation biological _process
G0:0009415 7.297e-08 5.2208e-07  response to water biological_process
GO:0009521  3.3908e-14 8.9676e-13  photosystem cellular_component
G0O:0009522 5.429¢-11 1.5799e-09  photosystem I cellular_component
GO:0009523  9.0676e-07 1.1867e-06  photosystem II cellular_component
GO:0009534  3.0638e-07 9.0564e-08  chloroplast thylakoid cellular_component
GO:0009535  4.721e-08 3.5682e-08  chloroplast thylakoid membrane cellular_component
GO:0009538  5.0528e-05 0.0013081  photosystem I reaction center cellular_component
GO:0009579  2.8767e-05 2.9034e-05  thylakoid cellular_component
GO:0009605  1.4986e-06 3.103e-06 response to external stimulus biological_process
GO:0009607  6.7191e-08 8.8468e-08  response to biotic stimulus biological_process
GO:0009611  6.0258e-14 2.351e-14  response to wounding biological _process
GO0:0009617  0.0041138 0.015381 response to bacterium biological process
G0:0009620  0.0088177 0.0013859  response to fungus biological process
GO:0009626  0.00058248  0.00078946  plant-type hypersensitive response  viological_process
GO:0009628 1.0431e-11 6.0696e-12  response to abiotic stimulus biological_process
GO:0009642  3.4217e-06 9.7198e-07  response to light intensity biological process
GO:0009644 0.00010606  2.3435e-05  response to high light intensity biological _process
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GO ID robust pval. normal pval. GO Name process type
GO:0009646 0.048563 0.054489 response to absence of light biological _process
GO:0009651  2.6528e-05 1.016e-05 response to salt stress biological_process
GO:0009664 0.021749 0.00066361  plant-type cell wall organization bielogical process
GO:0009694 0.00030827  0.00039489  jasmonic acid metabolic process biological_process
GO:0009695 0.00022269  0.00025683  jasmonic acid biosynthetic process  viological_process
GO:0009700  0.0021869  0.0025524  ‘ndole phytoalexin biosynthetic pro- =
G0O:0009719 1.881e-11 3.1644e-12 gg:f)onse to endogenous stimulus biological_process
GO:0009723  5.0563e-10 3.7863e-10  response to ethylene stimulus biological_process
GO:0009725  7.2189e-08 1.5394e-08  response to hormone stimulus biological_process
GO:0009737  4.0158e-07 2.7379e-07  response to abscisic acid stimulus biological_process
GO0:0009743 1.7361e-28 1.0915e-29  response to carbohydrate stimulus biological _process
GO:0009751  7.8269¢-05 4.0603e-05  response to salicylic acid stimulus biological_process
GO:0009753  4.2806e-11 8.806e-11 response to jasmonic acid stimulus  biological_process
GO:0009755 0.00022269  0.00042848  hormone-mediated signaling biological_process
GO:0009765  6.7196e-06 9.2006e-07  photosynthesis, light harvesting bielogical process
GO:0009814  0.0021869  0.0092421 ?jf;?;i;esl)of‘se’ incompatible i process
GO:0009861  0.0010381  0.0012846 ﬁ;ﬁzgzlt sx;jmica;jistaitc};ﬂene blological_process
GO:0009867  0.0091985  0.011644 ;a:trﬁ;)vz;c acid mediated signaling | o,
GO:0009873  1.7756¢-06  9.2006¢-07 fr::glene mediated signaling path-— | @ e
GO:0009889  7.8269¢-05 0.00015404  regulation of biosynthetic process biological_process
GO:0009973  0.0063967 0.007273 adenylyl-sulfate reductase activity = molecular_function
GO:0009987  0.00076815 0.0031673  cellular process biological _process
GO0:0010033  4.1075e-28 2.6999e-29  response to organic substance biological _process
GO:0010120 0.00116 0.0013081  camalexin biosynthetic process biological_process
GO0:0010200 5.1364e-39 8.8755e-41  response to chitin biological_process
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GO ID robust pval. normal pval. GO Name process type
G0O:0010287  1.7756e-06 1.5297e-05  plastoglobule cellular_component
G0:0010468 0.00023091 0.00044378  regulation of gene expression biological_process
GO:0010556  7.0782e-05  0.00013765 c8wlation of macromolecule biosyn-—

thetic process
G00010941 0049607 0057633 regulation Of Cell death biological_process
G00012505 000030827 488656—05 endomembrane SyStem cellular_component
GO:0015116  0.00022269  0.0027205 Zlifii‘;teytransmembrane EranSpOTter . cunction
G00015979 568726—11 249356—09 phOtosyntheSIS biological_process
G00016020 0018711 0063298 membrane cellular_component
G00016168 262646—06 249556—07 Chlorophyll blndlng molecular_function
GO0:0016209  2.3164e-05 0.00012227  antioxidant activity nolecular_function
G00016491 000024407 000022252 OXidOI‘eduCtase aCtIVIty molecular_function
GO:0016563 0.00024812  0.00011704  transcription activator activity molecular_function
oxidoreductase activity, acting on
GO:0016671  0.0036527 0.0046005  sulfur group of donors, disulfide as  molecutar_tunction
acceptor o '
CO:0016684  1.60220-05  9.102e.05  Xidoreductase activity, acting on
peroxide as acceptor
GO:0016762  1.0722e-05  1.7442¢-06 gztlioi?;can'xylog ucosyl transferase o e
G00016829 0018022 0016108 1yase aCthlty molecular_function
regulation of nucleobase, nucleo-
GO0:0019219  0.0001185 0.00022484  side, nucleotide and nucleic acid biological_process
metabolic process
G0:0019222  0.00023091 0.00069882  regulation of metabolic process biological_process
G0:0019344 0.024195 0.028786 cysteine biosynthetic process biological_process
GO:0019684  3.2368e-05 1.1405e-05  photosynthesis, light reaction bielogical process
GO:0019748  0.0028905 0.0026524  secondary metabolic process biological _process
GOOO20037 319656-05 120399—05 heme blndlng molecular_function
GOOO30076 000030827 41196—05 1ight—harvesting COmpleX cellular_component
GO:0030528  2.8767e-05 2.2381e-05  transcription regulator activity nolecular_function
G0:0031224 0.0018273 0.007273 intrinsic to membrane cellular_component
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GO ID robust pval. normal pval. GO Name process type
GO:0031225 0.022193 0.033538 anchored to membrane cellular_component
GO:0031323  1.728¢:05  6.0165e-05 cgwlation of cellular metabolic pro-— W

cess
GO:0031326  7.8269¢-05  0.00015404 ;iiiztsion of cellular blosynthetic 1 rreces
GO0:0031347  0.0036527 0.019591 regulation of defense response biological_process
GO:0031407  0.0012242 0.0014831  oxylipin metabolic process biological process
GO:0031408  0.00090649 0.0010982  oxylipin biosynthetic process biological _process
GO:0031976  3.9256e-07 1.1809e-07  plastid thylakoid cellular_component
GO:0031977 0.041808 0.0054095 thylakoid lumen cellular_component
GO:0031984  4.5439e-07 1.3755e-07  organelle subcompartment cellular_component
GO0:0032774  0.0021869 0.0020352 RNA biosynthetic process biological_process
GO:0033741  0.0063967  0.007273 jgfﬁﬁ;f;ﬁfty reductase (gl erin
GO0:0034050  0.00069609  0.0009331 E;S:yﬁ%ii?med cell deathinduced = | | rocess
G0:0034357  5.4796e-08 4.2951e-08  photosynthetic membrane cellular_component
G0:0042221  9.0523e-30 5.6525e-31  response to chemical stimulus biological_process
G0:0042431  0.0021869 0.0025524 indole metabolic process biological_process
GO:0042542  4.2468e-10 1.6185e-10  response to hydrogen peroxide biological_process
GO:0042651  1.1342e-07 9.0564e-08  thylakoid membrane cellular_component
GO0:0042742  0.0028905 0.011422 defense response to bacterium biological_process
GO:0042743  2.62640-06  1.8745e-05  [ydrogen peroxide metabolic pro-
GO0:0042744  3.2069¢-06 5.1931e-06 fl(;fsgrogen peroxide catabolic process biological_process
GO:0043067  0.049607 0.057633 regulation of programmed cell death  viotogical_process
GO:0043167 0.00014224  0.00012556  ion binding nolecular_function
GO:0043169  0.00058885 0.0004546 cation binding nolecular_function
G0:0044237  1.8052e-06 0.00013524  cellular metabolic process biological_process
G0O:0044248  0.0036527 0.0091848  cellular catabolic process biological process
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GO ID robust pval. normal pval. GO Name process type
G0:0044425  0.0036527 0.020849 membrane part cellular_component
G0:0044436 7.262e-07 2.2552e-07  thylakoid part cellular_component
GO:0045087  1.0679e-08 2.6442¢-08  innate immune response biological_process
GO:0045229  0.0030875  0.00030363 Z’;ﬁgioincapsmatmg SUTUCEUTE 01 egteat process
GO:0045449  5.8991e-05  0.00011704  regulation of transcription biological _process
GO:0045730  0.00049194  0.00056143  respiratory burst biological_process
GO:0045735  0.0018273 0.0024393  nutrient reservoir activity molecular_function
GO:0046217  0.0021869  0.0025524 ~ ‘ndole phytoalexin metabolic pro-— .
GO:0046872  0.00049134  0.00041368 fr?:?al ion binding nolecular_function
GO:0046906  1.4218e-08 1.4698e-09  tetrapyrrole binding molecular_function
G0:0046914 0.018172 0.025775 transition metal ion binding molecular_function
GO:0048046  4.3021e-05 2.5916e-06  apoplast cellular_component
GO:0050776 0.01422 0.017316 regulation of immune response biological _process
GO:0050794  0.0003693 0.00050349  regulation of cellular process biological_process
GO:0050832  0.00030827  0.00011704  defense response to fungus biological _process
GO:0050896  4.4899¢-36 2.0145e-37  response to stimulus biological_process
GO:0051252  0.0015833 000093768  "eeulation of RNA metabolic pro-—
GO:0051707  9.8042e-07 1.06e-06 gg:iionse to other organism biological_process
GO:0051865  0.0063967 0.007273 protein autoubiquitination biological _process
GO:0052314  0.0021869 0.0025524  phytoalexin metabolic process biological_process
GO:0052315  0.0021869 0.0025524  phytoalexin biosynthetic process biological_process
G0:0052317 0.00116 0.0013081 camalexin metabolic process biological_process
G0O:0055035 4.721e-08 3.5682e-08  plastid thylakoid membrane cellular_component
GO:0055114 8.52e-07 1.8845e-05  oxidation reduction biological_process
GO:0060255  0.0010057  0.0020837  ‘eeulation of - macromolecule -

metabolic process
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GO ID robust pval. normal pval. GO Name process type
GO:0080090  0.00040937  0.00081487 ;igoizzion of primary metabolic . reces
GO:0080134  0.0014826 0.0079542  regulation of response to stress biological_process
Differences:

GO:0008272 0.022511 sulfate transport biological_process
GO:0015698  0.0081482 inorganic anion transport biological _process
G0:0022900 0.024195 electron transport chain biological_process
G0:0000249 0.09436 C-22 sterol desaturase activity molecular_function
GO:0003677 0.088459 DNA binding nolecular_function
GO:0005776 0.09436 autophagic vacuole cellular_component
G0:0006073 0.044276 cellular glucan metabolic process biological_process
GO:0007154 0.054489 cell communication biological_process
GO:0009505 0.085469 plant-type cell wall cellular_component
G0O:0009543 0.015381 chloroplast thylakoid lumen cellular_component
G0:0009783 0.09436 photosystem II antenna complex cellular_component
G0O:0009853 0.099475 photorespiration biological_process
G0:0010193 0.082048 response to ozone biological_process
G0:0010604 0.080518 iojlﬁﬁe I;ji‘ﬁififzmcoefss HACTO™ rogicn_process
G0:0010942 0.09436 positive regulation of cell death biological_process
GO:0016137 0.088459 glycoside metabolic process biological _process
GO:0016667 0.070288 Eﬁiﬁfegfgﬁlaief ;;Ii‘;:y ACEING O e funcin
GO:0019757 0.088459 glycosinolate metabolic process biological _process
G0:0019760 0.088459 glucosinolate metabolic process biological _process
GO:0019825 0.018015 oxygen binding nolecular_function
G0O:0030095 0.012362 chloroplast photosystem 11 cellular_component
G0:0031978 0.015381 plastid thylakoid lumen cellular_component
CO-0042430 0.088459 indole and derivative metabolic pro- biotogicat process

Cess
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GO ID robust pval. normal pval. GO Name process type
G0:0042434 0.088459 indole derivative metabolic process  biological_process
GO:0042435 0.065676 ~ ndole derivative biosynthetic pro- -
cess .

GO:0043068 0.09436 ~ Positive regulation of programmed o
cell death

G0:0044042 0.049983 glucan metabolic process biological_process

GOOO50691 009436 rcigUIatlon Of defense response tO biological_process
virus by host ati ¢ cellul

GOOO51245 009436 negatlve regu atlon © celuiar de_ biological_process

fense response

Zebrafish Retina regeneration Time course

Intersect:

G0O:0001654 0.040761 0.076172 eye development biological process
GO:0004872 0.042374 0.076172 receptor activity molecular_function
GO:0005488  0.042374 0.076172 binding nolecular_function
GO:0005515 0.045764 0.092211 protein binding molecular_function
G0:0006464 0.040761 0.076172 protein modification process biological_process
G0:0009628 0.034686 0.076172 response to abiotic stimulus biological_process
G0O:0009653 0.042374 0.076172 anatomical structure morphogenesis viological_process
GO:0016020  0.041817 0.084725 membrane cellular_component
G0O:0048598 0.034686 0.076172 embryonic morphogenesis biological process
G0:0048731 0.045764 0.076172 system development biological _process
G0O:0050896 0.045764 0.076172 response to stimulus biological_process
Differences: ‘

GO:0006575  0.049925 ;21;(;8 acid - derivative metabolic s
GO:0003824 0.084725 catalytic activity nolecular_function
G0O:0004871 0.076172 signal transducer activity nolecular_function
G0O:0006950 0.079018 response to stress biological_process
G0:0007369 0.092211 gastrulation biological _process
GO:0009887 0.079018 organ morphogenesis biological_process
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GO ID robust pval. mnormal pval. GO Name process type
G0:0016021 0.076172 integral to membrane cellular_component
G00031101 0076172 ﬁl’l regeneration biological_process
G00031224 0076172 intrinsic tO membrane cellular_component
G0:0042398 0.003715 ~ omino acid derivative biosynthetic =

process
GOOO43412 0076172 biOpOlymeI‘ mOdiﬁC&tiOIl biological_process
CO-0043687 0.079018 post-translational protein modifica- e
. . . 10. oglca _process
tion
GOOO48513 0076172 Organ development biological_process
GOOO48589 0076172 developmental grOWth biological_process
Drosophila Sleep deprivation final time point
Intersect:
GO:0005550  0.0019151 7.4072e-05  pheromone binding nolecular_function
GO:0005576  8.4384e-06 1.8262e-07  extracellular region cellular_component
G00006950 0044448 000019272 response tO Stl"eSS biological_process
G00006952 00042644 276586—05 defense response biological_process
G0O:0009607 0.034943 4.7894e-06  response to biotic stimulus biological_process
GO0:0019731  0.0025782 4.3872e-08  antibacterial humoral response biological_process
G0:0042742 0.034943 1.1129e-05  defense response to bacterium biological_process
GO:0045087  0.0025782 3.4806e-06  innate immune response biological_process
GO:0050877 0.019917 5.3476e-08  neurological system process biological_process
GOOO50896 00042644 341536—08 response tO Stimuhls biological_process
GO:0051707  0.033148 1.1129e-05  response to other organism biological _process
Differences:
G00000902 000069781 Cell morphogenesis biological_process
CO-0000904 0.0038533 cell morphogenesis involved in dif- o
. . ferentiation ' 10. oglca _process
G0:0001505 2.5230-05  regulation of neurotransmitter lev-—
els )
G0:0001654 0.077565 eye development biological_process
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GO ID robust pval. normal pval. GO Name process type
G0:0003001 1.5661¢-05 f{fﬁ_e(f;tli‘;r;n(;fhjg signal involved i seeces
G0:0005488 0.0032219  binding nolecular_function
GO:0005515 0.065238 protein binding nolecular_function
GO0:0005543 0.028447 phospholipid binding nolecular_function
GO:0005615 0.0004054 extracellular space cellular_component
GO:0005886 0.025691 plasma membrane cellular_component
GO0:0006457 0.043831 protein folding biological_process
GO:0006528 0.030401 asparagine metabolic process biological_process
GO:0006805 0.083966 xenobiotic metabolic process biological_process
G0O:0006810 0.0002194 transport biological_process
G0O:0006836 3.8341e-05  neurotransmitter transport biological_process
GO:0006887 4.773e-05 exocytosis biological_process
G0:0006928 0.024209 cell motion biological_process
G0O:0006955 6.9138¢-06  immune response biological_process
G0O:0006959 5.5458¢-06  humoral immune response biological_process
GO:0007154 4.8172¢-05  cell communication biological_process
GO:0007165 0.087542 signal transduction biological_process
GO:0007267 5.5458e-06  cell-cell signaling biological_process
GO:0007268 1.5264e-06  synaptic transmission biological_process
G0O:0007269 1.1129¢-05  neurotransmitter secretion biological_process
GO:0007399 0.023472 nervous system development biological_process
GO:0007409 0.0033055  axonogenesis biological process
G0O:0007411 0.0090787 axon guidance biological_process
GO:0007600 0.070891 sensory perception biological process
GO0:0007610 0.00029095  behavior biological_process
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GO ID robust pval. normal pval. GO Name process type
G0O:0007626 0.009215 locomotory behavior biological_process
G0O:0008021 0.0046242 synaptic vesicle cellular_component
GO:0008037 0.086247 cell recognition biological_process
GO:0008038 0.086247 neuron recognition biological_process
GO:0008145 0.0075403  phenylalkylamine binding molecular_function
G0O:0008200 0.074291 ion channel inhibitor activity nolecular_function
G0O:0008344 0.037775 adult locomotory behavior biological_process
G0:0009410 0.083966 response to xenobiotic stimulus biological_process
G0O:0009617 3.3425e-05  response to bacterium biological_process
G0O:0009620 0.017372 response to fungus biological_process
G0O:0009653 0.00036691  anatomical structure morphogenesis viological_process
G0O:0009987 0.00015176  cellular process biological_process
G0:0016023 0.0057769 zzﬁi&‘smic membrane-bounded
G0:0016043 0.0073154 cellular component organization biological_process
G0O:0016079 0.00037357  synaptic vesicle exocytosis bielogical process
G0:0016192 4.3475e-05  vesicle-mediated transport biological_process
G0:0016248 0.074291 channel inhibitor activity molecular_function
G0:0016601 0.074291 Rac protein signal transduction biological_process
G0:0019226 1.9611e-06  transmission of nerve impulse biological_process
G0:0019730 3.4888e-06  antimicrobial humoral response biological_process
G0:0022008 0.016578 neurogenesis biological_process
G0O:0030030 0.053352 cell projection organization biological _process
G0:0030135 0.023472 coated vesicle cellular_component
G0:0030136 0.0072519  clathrin-coated vesicle cellular_component
G0:0030154 0.0013513  cell differentiation biological_process
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GO ID robust pval. normal pval. GO Name process type
G0:0030182 0.0032704  neuron differentiation biological_process
GO0:0030534 0.016578 adult behavior biological_process
GO:0031175 0.014918 neuron projection development bielogical process
GO0:0031225 0.083966 anchored to membrane cellular_component
G0:0031410 0.00905 cytoplasmic vesicle cellular_component
G0:0031982 0.012177 vesicle cellular_component
GO:0031988 0.0072588  membrane-bounded vesicle cellular_component
G0:0032268 0.041707 fﬁi‘;ﬁgﬁ? prfcfess cellular protein e sreces
G0:0032269 0.077565 ?;ia;ﬁaﬁia;‘;iegsf cellular pro-—  ces procos
G0:0032940 7.4072e-05  secretion by cell biological_process
G0:0032989 0.0010944 cellular component morphogenesis biological_process
G0O:0032990 0.0075403  cell part morphogenesis bielogical process
GO:0035249 0.030401 Zﬁ‘aptic transmission, glutamater- s
G0:0044267 0.066721 cellular protein metabolic process biological_process
G0:0044421 0.0028613  extracellular region part cellular_component
G0:0044456 0.0010944  synapse part cellular_component
G0:0044459 0.047621 plasma membrane part cellular_component
G0:0045202 0.0010272  synapse cellular_component
G0:0046903 0.00015176  secretion biological_process
G0:0048468 0.00038287  cell development biological_process
G0:0048489 0.00043998  synaptic vesicle transport biological _process
GO:0048666 0.0065646 neuron development biological_process
GO:0048667 0.014918  Cell morphogenesis involved in new-

ron differentiation
GO:0048699 0.013696 generation of neurons biological_process
G0:0048731 0.023138 system development biological_process
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GO ID robust pval. normal pval. GO Name process type
G0O:0048812 0.014918 neuron projection morphogenesis biological_process
G0:0048856 0.00249 anatomical structure development biological_process
GO:0048858 0.014918 cell projection morphogenesis bielogical process
G0:0048869 0.0010944  cellular developmental process biological _process
GO:0050794 0.075408 regulation of cellular process biological_process

lati f

G0:0050803 0.070891  reeulation of synapse structwre and
activity

GO:0050807 0.070891 regulation of synapse organization  violegical_process

GOOO50808 0074291 Synapse Organization biological_process

G0:0050829 0.0065037  defense response to Gram-negative =
bacterium

G0O:0050832 0.013696 defense response to fungus biological_process

G00050890 0015205 Cognition biological_process

GOOO51128 0048846 regl,llatl.on Of Cellular Component or biological_process
ganization _ ]

GOOO51246 0060193 regUIatlon Of pI"OtelIl met&bOllC pro_ biological_process
cess . . .

GOOO51248 0083441 negatlve, regU1atlon Of prOteln biological_process
metabolic process

G0O:0051641 0.00019272 cellular localization biological_process

GO:0051649 0.00053303  establishment of localization in cell  biotogical_process

G0:0060341 0.06175 regulation of cellular localization biological_process

Drosophila Sleep deprivation Time course

Intersect:

Differences:

GOOO50896 0021692 l“eSpOIlse tO Stimulus biological_process

G00009607 003978 response tO blOth Stimulus biological_process

G0O:0006959 0.064406 humoral immune response biological_process

G0:0019730 0.064406 antimicrobial humoral response biological_process

G0:0050829 0.064406 ~ defense response to Gram-negative
bacterium

G0:0019731 0.087727 antibacterial humoral response biological_process
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GO ID robust pval. normal pval. GO Name process type
Melanoma
Intersect:
G0:0001501 0.024728 0.0080717  skeletal system development biological_process
GO0:0001533 0.016028 0.00019421  cornified envelope cellular_component
GO:0001568  0.0096322 0.00093373  blood vessel development biological_process
GO:0001725  0.012909 0.0020237  stress fiber cellular_component
GO:0001871  0.0078725 0.0028527  pattern binding nolecular_function
G0:0001944 0.012292 0.0010636 vasculature development biological_process
GO:0003700  0.016047 0.0032525  transcription factor activity nolecular_function
GO:0003779  5.5779e-05 1.2702e-10  actin binding molecular_function
GO:0003824  5.7114e-05 2.4672e-05  catalytic activity molecular_function
G0O:0004601 0.046389 0.034847 peroxidase activity molecular_function
GO:0004867  0.019228  0.00073666 Z‘zrtllrv“ft;ype endopeptidase inhibitor s
GO:0005083  0.013729 0.075565 GTPase regulator activity nolecular_function
GO:0005488  6.3558¢-16 2.5389%-14  binding nolecular_function
GO:0005515  1.401e-25 4.7468e-19  protein binding nolecular_function
GO:0005523  0.018767 0.0069864  tropomyosin binding nolecular_function
GO:0005539  0.0030331 0.0016837  glycosaminoglycan binding molecular_function
GO:0005578  2.5365e-05 2.4587e-11  proteinaceous extracellular matrix cellular_component
GO:0005622  1.3247e-27 1.9857e-17  intracellular cellular_component
GO:0005623  4.6945e-28 5.9428e-25  cell cellular_component
GO:0005737  4.6945e-28 2.7456e-22  cytoplasm cellular_component
GO:0005783  0.00010324 1.9045e-05  endoplasmic reticulum cellular_component
GO:0005789 0.03432 0.003914 endoplasmic reticulum membrane cellular_component
GO:0005792 0.030739 0.00076587  microsome cellular_component
GO:0005794 0.019228 0.044551 Golgi apparatus cellular_component
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GO ID robust pval. normal pval. GO Name process type
GO:0005856  6.2203e-07 1.9795e-11  cytoskeleton cellular_component
GO:0005886 0.030739 8.9844e-06  plasma membrane cellular_component
G0O:0005911 0.019228 0.0001477 cell-cell junction cellular_component
GO:0006357  0.0068187  0.00019421 Eﬁﬁaﬁ%mgfag?fzﬁgﬁr oM it proces
GO:0006583  0.044308  0.022925 i‘;‘;gﬁ iosynthetic process from @ wreces
GO0:0006629  0.0017817 2.7834e-07  lipid metabolic process biological_process
GO:0006633 0.017151 0.00013602  fatty acid biosynthetic process biological _process
GO:0006886  0.0022669 0.062815 intracellular protein transport biological_process
GO:0006915  3.3485e-05 4.1551e-06  apoptosis biological_process
G0O:0006917 0.049852 0.023913 induction of apoptosis biological process
GO0:0006928  0.018385 5.5735e-06  cell motion biological_process
GO:0006996  0.00043199 1.256e-05 organelle organization bielogical process
G0O:0006997 0.013729 0.098938 nucleus organization biological_process
GO:0007010  0.0029771 1.6689¢-06  cytoskeleton organization biological _process
G0O:0007049 0.015498 0.0026147  cell cycle biological_process
GO:0007154 0.030739 0.00018275  cell communication biological_process
GO:0007155  0.0012167 9.1889¢-10  cell adhesion biological_process
GO:0007165 0.017474 0.00012793  signal transduction biological_process
GO:0007167 ~ 0.0032023  2.3212e-05 ?Z:&ﬁ:yrecepm PTOEIN SIB  eat srocess
G0O:0007242 0.017151 0.050892 intracellular signaling cascade biological_process
GO:0007264  0.00079839 0.0066498 GTPase mediated signal transduction biological_process
GO0:0007265  0.0040106 0.06814 Ras protein signal transduction biological _process
GO:0007266  0.0098047 0.06814 Rho protein signal transduction biological_process
GO:0007275  2.3813¢-05  3.4d57c-14 ~ Multicellular organismal develop- — .
GO:0007398  2.1202e-07 1.7237e-10 g(lz(zgfierm development biological_process
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GO ID robust pval. normal pval. GO Name process type
GO:0007517  0.044584 0.012147 muscle organ development biological _process
GO:0008092 0.00023672  5.3518e-10  cytoskeletal protein binding molecular_function
GO:0008134 0.045268 0.033169 transcription factor binding molecular_function
GO:0008152  0.0095231 0.044551 metabolic process biological_process
GO:0008201  0.0020008 0.02615 heparin binding nolecular_function
GO:0008219  2.3813e-05 6.2358¢-06  cell death biological process
GO:0008283  0.00062726 2.8978e-07  cell proliferation biological_process
G0O:0008360 0.015687 0.0073298 regulation of cell shape biological_process
GO:0008544  2.0941e-08 1.9795e-11  epidermis development biological _process
GO:0008565 0.024728 0.041134 protein transporter activity molecular_function
GO:0008610  0.0065878 0.00023875  lipid biosynthetic process biological process
GO:0008656 0.020959 0.069964 caspase activator activity molecular_function
GO:0009653  2.3975e-05 1.347e-10 anatomical structure morphogenesis bviological_process
GO:0009887 0.00016587  1.9682e-09  organ morphogenesis biological process
GO:0009888  1.6983e-07 3.9027e-10  tissue development biological_process
GO:0009892  0.028478  0.015972 Eff:;ze regulation of metabolic s
GO:0009966  0.0022101 0.038301 regulation of signal transduction biological _process
GO:0009987  6.8382¢-14 1.043e-14 cellular process biological _process
GO:0010558  0.021834  0.012035 nmeoglztclzi blizifgf;?c pr‘:)fcessmacro' biological _process
GO:0010605  0.0099447  0.0073177 nmeiizlzli mﬁi‘;ﬁ?gmﬁ o g procss
GO:0010628  0.015320  0.0073177 ~ Positive regulation of gene expres-
GO0010620  0.012835  0.0085580  NOBAlIve regulation of gene expres-
G0:0010646  0.0036495 0.028544 ?:e%?llation of cell communication biological _process
GO0:0010941  0.0055189 0.00020796  regulation of cell death biological_process
GO0:0012501  3.1644e-05 4.2586e-06  programmed cell death biological_process
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GO ID robust pval. mnormal pval. GO Name process type
GO:0012505 0.00027034 0.00018393 endomembrane system cellular_component
G00014896 0024432 00037176 muSCle hypertrophy biological_process
G00015629 0030739 00031793 aCtin CytOSkeleton cellular_component
GO OO 1 6020 5 . 1 7046-09 ]. 62 1e- 1 5 membrane cellular_component
GO:0016023  0.024432  0.0032375 Cyt,"‘l’lasmic membrane-bounded

vesicle
G0:0016043  0.0001645 0.00019981  cellular component organization biological _process
G00016265 238136—05 708436—06 death biological_process
G0:0016323 0.017474 1.8953e-05  basolateral plasma membrane cellular_component
G00016477 0010945 524076-05 Cel]. migration biological_process
G0:0016481 0.016047 0.0071099  negative regulation of transcription  viotogical_process
G0:0016504 0.012034 0.024018 peptidase activator activity molecular_function
GO:0016564  0.0036495 0.00020796  transcription repressor activity molecular_function
GO:0016614 0035228  0.0018g84 ~ oXidoreductase activity, acting on
CH-OH group of donors
oxidoreductase activity, acting on
G00016616 0029322 000092026 the CH—OH group Of dOIlOI“S, NAD molecular_function
or 'ElIADdP as acceptor .
GO:0016684  0.046380  0.034g47 ~ O¥idoreductase activity, acting on e
peroxide as acceptor
G0:0018149 0.033894 0.0034832  peptide cross-linking biological process
GO:0019199  0.032350  0.0075747  \rensmembrane receptor protein ki-
nase activity
GO:0019838  0.016047 4.402e¢-05  growth factor binding nolecular_function
GO:0030029  0.0057118 2.5986e-06  actin filament-based process biological_process
GO0:0030036  0.0037466 7.7719e-07  actin cytoskeleton organization biological_process
GOOO30154 00011891 28856—09 Cell diﬂerentiation biological_process
G0:0030216  1.1363e-05 2.6023e-08  keratinocyte differentiation biological _process
GO:0030234  0.0012341 1.3974e-05  enzyme regulator activity nolecular_function
G0:0030246  0.0011978 0.00016573  carbohydrate binding molecular_function
GOOO30247 00033382 000087921 polysaCCharide blndlng molecular_function

continued on next page




continued from previous page

GO ID robust pval. mnormal pval. GO Name process type
G0:0030262 0.018607 0.017517 apoptotic nuclear changes biological_process
G0O:0031012 4.9892¢-06 3.2982¢-12 extracellular matrix cellular_component
G00031090 00011978 000761 13 Organelle membrane cellular_component
G0:0031324  0.046591 0.022589 ~ “egative regulation of —cellular

metabolic process
GO:0031325 0032499  0.0012484  Positive regulation of —cellular
metabolic process
G00031410 0015687 OOO]. 102 Cytoplasmlc VeSiCle cellular_component
G00031424 0018767 156736—05 keratlnlzatlon biological_process
GOOO31982 00050707 000019421 Vesicle cellular_component
GOOO31988 0016028 00015381 membrane—bounded Vesicle cellular_component
GOOO32432 0012909 00020237 aCtin ﬁlament bund]_e cellular_component
GO:0032787  0.033522 1.9609¢-05 gzsocarboxyhc acid metabolic pro- @ ecess
GO0:0034613  0.00095828 0.033138 cellular protein localization biological_process
G0:0042127 0.044438 3.5019e-05  regulation of cell proliferation biological_process
CO:0042175 0.049994 0.0074351 nuclear envelope-endoplasmic retic- -

. . . ulum network ce ular_componen
G0:0042221 0.024974 5.1668e-06  response to chemical stimulus biological_process
G0:0042246 0.020959 0.069964 tissue regeneration biological_process
GOOO42470 00012167 000031354 melanosome cellular_component
G0O:0042598 0.029552 0.00040633  vesicular fraction cellular_component
GOOO42641 00037425 000070586 aCtOInyOSin cellular_component
G0O:0042692 0.02393 0.0011767 muscle cell differentiation biological_process
G0O:0042803 0.034283 0.090127 protein homodimerization activity  motecutar_function
GOOO42981 00058774 00001689 l“egulation Of apOptOSiS biological_process
G0O:0043066 0.049852 0.038655 negative regulation of apoptosis biological _process
G0:0043067  0.0060006 0.00019421  regulation of programmed cell death  viclogical_process
GO:0043069  0.045453  0.045748 ~ Lesative regulation of programmed

cell death
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GO ID robust pval. normal pval. GO Name process type
GO:0043227  2.6397e-08 0.0055873  membrane-bounded organelle cellular_component
G0:0043229 1.1535e-10 5.9763e-05  intracellular organelle cellular_component
GO:0043231  2.9439¢-08  0.005301 iggﬁ‘éﬂum membrane-bounded or-
GO:0043473 0.002726 0.001473 gigmentation biological_process
GO:0044255 0.017151 7.3897e-05  cellular lipid metabolic process biological _process
G0:0044420  0.0012167 1.3951e-05  extracellular matrix part cellular_component
GO:0044421 0.00064603  5.6187e-12  extracellular region part cellular_component
G0O:0044424  2.3943e-25 1.0078e-15  intracellular part cellular_component
G0:0044425 0.02393 2.7249¢-05  membrane part cellular_component
GO:0044430  0.0033119 0.0002563  cytoskeletal part cellular_component
GO:0044432  0.0068187 0.00093236  endoplasmic reticulum part cellular_component
GO0:0044444  6.5303e-07  0.00019421  cytoplasmic part cellular_component
GO:0044464  4.6945e-28 5.9428e-25  cell part cellular_component
GO:0045802  0.017314 0.017 %ﬁ%i‘gﬁ;jﬁiﬁmn Of TANSCIIPHON, - test procers
GO:0045893  0.0036389  0.0019197 %‘iji{vdee;iifeaﬁéon Of EranSCription, - iceton prosae
GO:0045941  0.0071374 0.0032375  positive regulation of transcription  viological_process
G0:0046456 0.047514 0.0012223 icosanoid biosynthetic process biological_process
G0:0046907 0.024728 0.044241 intracellular transport biological_process
GO:0046983  0.00011396 0.0032902  protein dimerization activity nolecular_function
GO:0048066  0.0029771 0.0001438  pigmentation during development biological process
GO:0048513  8.6678e-08 2.5182e-14  organ development biological _process
GO:0048522  1.0093¢-05  1.3077e07 Positive regulation of cellular pro-
GO00S323  0.0078355 7231805  NeEative regulation of cellular pro-
GO:0048731  2.1202e-07 1.621e-15 g}e;iem development biological_process
GO:0048770  0.0012167 0.00031354  pigment granule cellular_component
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GO ID robust pval. mnormal pval. GO Name process type
GO:0048856  2.1351e-08 6.0781e-17  anatomical structure development biological_process
GO:0048869 0.00016939 1.7237e-10  cellular developmental process biological_process
GOOO48870 0019228 00001477 CeH InOtlhty biological_process
GO:0050793  0.0005152 8.7014e-06  regulation of developmental process wiologicai_process
GO:0050794  0.0047627 3.908e-05 regulation of cellular process biological_process
GO:0051094  0.044308  0.0030064 gfg;:f regulation of developmental = .
GO0:0051253  0.025424 0.02615 ~ Desative - regulation of  RNA e

metabolic process A
GO:0051254  0.0055011  0.0026620 Positive  regulation of - RNA
metabolic process
G00051301 0030739 0017246 Cell le]SlOn biological_process
GOOO60548 0045453 0045748 negative regulation Of CeH death biological_process
GO0:0060589  0.015727 0.075773  Ducleoside-triphosphatase regulator =
activity
Differences:
G00001783 0044308 B Cell apoptOSiS biological_process
GO:0005085  0.0045106 i?ﬁiﬁ;ﬂudeomd‘% exchange factor i
GO:0005088  0.012378 Ras guanyl-nucleotide exchange fac- =
tor activity ]
GO0:0005089  0.018371 Rho guanyl-mucleotide exchange =~
factor activity
GOOOO5581 0014943 COHagen cellular_component
GOOOO5583 00099447 ﬁbl"ﬂlal“ Collagen cellular_component
GOOOO5634 0032359 nucleus cellular_component
GO:0005874 0.030739 microtubule cellular_component
G00008104 0016028 prOtein locahzation biological_process
G00009249 0016028 pI‘Oteln hpoylatlon biological_process
GO:0015031  0.0092493 protein transport biological process
G00016505 0020673 ?tl;optOtlc prOtease aCtlvator aCtlv_ molecular_function
G0:0022604 0.030739 regulation of cell morphogenesis bielogical process
G00030140 00063582 trans_GOlgi network transport VeSi_ cellular_component

cle
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GO ID robust pval. normal pval. GO Name process type
GO:0030695 0.01751 GTPase regulator activity nolecular_function
G0:0031970 0.041629 organelle envelope lumen cellular_component
CO:0035023 0.018607 regulation of Rho protein signal .

. . transduction 1ological_process
GOOO43588 0014943 Skln development biological_process
GO-0044419 0.018607 interspecies interaction between or- o

. . ganisms biological_process
GOOO44446 00028032 intraceﬂulal“ Organelle pal“t cellular_component
G0:0045184 0.010945 establishment of protein localization biological_process
CO:0046578 0.016047 regulation of Ras protein signal e

' ' transduction B e
GO:0050650 0.029766 chondroitin  sulfate proteoglycan o

’ ’ biosynthetic process piotogical process
GO-0050654 0.029766 chondroitin ~ sulfate proteoglycan o

. . metabth process biological_process
G0:0051056  0.0027566 regulation of GTrase mediated signal trans-  yso1ogicar process
G00000085 0038368 G2 phase Of mltotlc Cell Cycle biological_process

) negative regulation of transcription
G00000122 001517 fI‘Om RNA polymerase II promote[‘ biological_process
GOOOOO267 0055741 Ceu fraction cellular_component
GO:0000307 0.042764 cyclin-dependent protein kinase

. . holoenzyme COmpleX cellular_component
G0:0000902 0.048162 cell morphogenesis biological_process
GOOOOOQ].O 00074351 Cytokinesis biological_process
GO:0001516 0.042764 prostaglandin biosynthetic process  viotogical_process
G00001525 0011613 angiogeneSiS biological_process
G00001527 0011511 microﬁbril cellular_component
G00001558 0015884 l“egulation Of Cell gI’OWth biological_process
G00001666 0080718 reSpOHSG tO hypOXla biological_process
G0O:0001709 0.098938 cell fate determination biological_process
CO:0001818 0.08995 negative regulation of cytokine pro- .

. . duc:ttipn 1 t. f t . . 1ological_process
G0:0001934 0.033138 ~ POSIHVE TEEUIALION OL PIOLEHLAMINO | @ eocess

acid phosphorylation
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GO ID robust pval. normal pval. GO Name process type
] regulation of cytokine-mediated sig-
G00001959 0031988 nahng pathway biological_process
G0O:0002250 0.080477 adaptive immune response biological_process
G0:0002327 0.049808 immature B cell differentiation biological_process
GOOOO2329 0049808 pl"e—B Ceu diffel"entiation biological_process
G0:0002376 0.06814 immune system process biological_process
G00002424 0081989 T Cell mediated immune response tO biological_process
tumor cell ) )
antigen processing and presentation

G0O:0002504 0.014714 of peptide or polysaccharide antjgen biological_process
via IEI,C clafss, II "

GO:0002682 0.035941 Z‘Zg;l ation of INIMUNE SyStemL Pro= | @ ical process

) regulation of T cell mediated im-
GOOOO284O 0081989 mune [‘esponsle tO tu]TflOri; Cel%l d biological_process

. positive regulation o cell medi-
GOOOO2842 0081989 ated immune I‘eSpOnse to tumor Cell biological_process
G0O:0002902 0.044551 regulation of B cell apoptosis biological_process
G0:0002904 0.049808  Positive regulation of B cell apopto-

sis
G0O:0003714 0.056028 transcription corepressor activity nolecular_function
G0O:0004364 0.0078478  glutathione transferase activity molecular_function
GOOOO4664 0049808 prephenate dehydratase aCthlty molecular_function

) transmembrane receptor protein ty- .
GOOOO4714 0049808 rosine kinase aCtlvlty molecular_function
GOOOO4857 000021548 enzyme lnhlbltor aCthlty molecular_function
GO:0004364 0.017147 phosphoprotein  phosphatase in- .

. . hlbltor a,Cthlty molecular_function
GOOOO4866 000054248 endopeptldase lnhlbltor aCthlty molecular_function
G0:0005001 0.090377 ~ ‘ransmembrane receptor protein ty-

%(])Osm&phosphata}sle %ctwlty

) roblast growt actor receptor '
GOOOO5104 0010598 blndlng . ' molecular_function
GOOOO5 152 0022925 lIllxt]letr;GUkln_l receptor antagonlSt ac molecular_function
G0:0005200 0.044551 :tmcmml constituent of cytoskele- @ ien

on
GOOOO5509 0023 Calcium iOIl blndlng molecular_function
GOOOO552O 0009712 lnsulln—hke gI“OWth faCtOI" blndlng molecular_function

32
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GO ID robust pval. normal pval. GO Name process type
GO:0005576 1.1367e-09  extracellular region cellular_component
G0:0005604 0.00031753  basement membrane cellular_component
GO:0005615 4.01e-05 extracellular space cellular_component
GO0:0005819 0.0083005  spindle cellular_component
GO:0005876 0.022428 spindle microtubule cellular_component
GO0:0005882 0.00016491  intermediate filament cellular_component
GO:0005884 0.052383 actin filament cellular_component
G0O:0005896 0.081989 interleukin-6 receptor complex cellular_component
G0:0005901 0.049808 caveola cellular_component
GO:0005912 0.0053658  adherens junction cellular_component
GO:0005924 0.00059803  cell-substrate adherens junction cellular_component
G0:0005925 0.00070931  focal adhesion cellular_component
G0:0005938 0.038301 cell cortex cellular_component
GO:0006082 0.0013467 organic acid metabolic process biological_process
G0:0006366 0.0042863 ~ ‘ravscription from RNA polymerase

IT promoter ) )
GO:0006509 0.0093687 Ei?yf; ane protein ectodomain pro- e
GO:0006516 0.017655 glycoprotein catabolic process biological_process
G0O:0006631 0.00022512  fatty acid metabolic process biological_process
G0O:0006690 0.0020237 icosanoid metabolic process biological_process
G0:0006691 0.029222 leukotriene metabolic process biological process
G0O:0006692 0.010114 prostanoid metabolic process biological_process
G0O:0006693 0.010114 prostaglandin metabolic process biological process
GO:0006726 0.049808 eye pigment biosynthetic process biological_process
GO:0006892 0.055098 gZi:'GOIgi vesiclemediated trans- s
GO:0006903 0.055098 vesicle targeting biological process
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GO ID robust pval. normal pval. GO Name process type
G00006916 0.012035 anti—apoptOSiS biological_process
G00006950 00071908 response tO Stl“eSS biological_process
G00006954 0052183 inﬂammatory I“eSpOIlse biological_process
GO:0006979 0.068895 response to oxidative stress biological _process
G00006986 0049808 l“eSpOIlSG tO unfolded protein biological_process
GO:0007015 0.0083882 actin filament organization biological_process
G0O:0007051 0.049808 spindle organization biological_process
GO:0007166 0.0000853  cell surface receptor linked signal =~

%ransductllt))n ‘ tein &
GO:0007169 0.0083005 = CSHICTHDTANS TECEDOT DROVEILEY™ - cat process
rosine kinase signaling pathway
transmembrane receptor protein
GO:0007178 0.030272 serine/threonine kinase signaling viological_process
pathway
GOOOO7179 0084588 tranbformlng. grOWth faCtor beta e biological_process
ceptor signaling pathway
GOOOO7219 0022925 NOtCh Slgnahng pathway biological_process
GO:0007220 0.081989 Notch receptor processing biological _process
GOOOO7399 00036584 nervous SyStem development biological_process
GOOOO7507 0080718 heal“t deVelOpment biological_process
G0O:0008013 0.043987 beta-catenin binding nolecular_function
GO:0008045 0.023991 motor axon guidance biological_process
GO:0008047 0.08995 enzyme activator activity molecular_function
GOOOO8131 0081989 amine OXidase aCthIty molecular_function
G0:0008139 0.047448 ?I?gdear localization sequence bind- =
GO:0008195 0.042764 phosphatidate phosphatase activity  motecutar_function
GOOOO8233 008995 peptldase aCthlty molecular_function
G00008236 0032354 Serine-type peptidase aCthIty molecular_function
G0:0008285 0.0028174  Degative regulation of cell prolifera- —
tion )
G0O:0008289 0.062918 lipid binding nolecular_function
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GO ID robust pval. mnormal pval. GO Name process type
G0O:0008361 0.0013052  regulation of cell size biological _process
GOOOO8624 0051283 lndUCt,lon Of apoptOSIS by eXtracel_ biological_process

lular signals
GO:0008637 0.033138 apoptotic mitochondrial changes biological_process
G00009056 0046818 Ca.tabolic pI‘OCGSS biological_process
G0:0009094 0.049808 I;;)Shenylalamne biosynthetic pro- o recess
G0O:0009605 5.9763e-05  response to external stimulus biological_process
GO:0009611 0.00019421  response to wounding biological_process
G0O:0009719 0.08995 response to endogenous stimulus biological _process
G0O:0009725 0.027529 response to hormone stimulus biological_process
GO:0009790 0.062918 embryonic development biological_process

) embryonic development ending in
G00009792 0045533 blrth or egg hatchlng biological_process
G0O:0009880 0.041134 embryonic pattern specification biological_process
G00009890 0044551 negative regulation Of biosynthetic biological_process

process
G00009891 0021072 pOSitive regUIation Of biosynthetic biological_process
process . .
G0:0009893 0.0075203 5:::”6 regulation of metabolicpro- o
G0:0009913 0.0014784 epidermal cell differentiation biological_process
G00009986 00055873 Cell Surface cellular_component
G00010466 0029913 Eigl:;;lve regulatlon Of peptldase ac biological_process
GO0:0010557 0.061385 ~ Positive regulation of macro-
molecule biosynthetic ro}cless .

) positive regulation of phosphorus
G00010562 00098522 met.a.bolic process. f biological_process
G00010604 001249 pOSItlve regulat.lon © macro- biological_process

molecule metabolic process
GO:0010613 0.081989  Positiveregulation of cardiacmuscle
hypertrophy
G0:0010942 0.034666 positive regulation of cell death biological_process
G0:0012502 0.022859 induction of programmed cell death viotogical_process
G0:0014706 0.048481 striated muscle tissue development  biological_process
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G00014742 0081989 pOSItlve regulatlon Of mUSCIG hyper_ biological_process
trophy
G00014866 0.081989 Skeletal myoﬁbrll assembly biological_process
G00015166 0081989 pOIYOI transmembrane transporter molecular_function
activity
G00015630 008986 miCI‘Otubule CytOSkeleton cellular_component
G00015665 0081989 alc9h..01 transmembrane transporter molecular_function
activity
G0:0016021 0.0075324  integral to membrane cellular_component
G00016049 00020237 Cel]. grOWth biological_process
GO:0016053 0.0020237  organic acid biosynthetic process bielogical process
G00016055 00031177 Wnt receptor Slgnallng pathway biological_process
G00016209 0029303 antIOXIdant aCthlty molecular_function
GO:0016327 0.04948 apicolateral plasma membrane cellular_component
G00016337 0037898 CeH—CeH adhesion biological_process
G0O:0016485 0.042639 protein processing biological_process
G00016491 00010514 OXidOl"eduCtase aCtIVIty molecular_function
G0O:0016563 0.052383 transcription activator activity molecular_function
GO:0016566 0.038655 if’vei(t’lyﬁc transcriptional repressor ac- s
G00016600 004455]. ﬂOtlHln COmpleX cellular_component
GO:0016615 0.062918 malate dehydrogenase activity molecular_function

oxidoreductase activity, acting on
G0O:0016620 0.052183 the aldehyde or oxo group of donors, motecutar_function
NAD or NADP as acceptor
transferase activity, transferring
GO:0016765 0.098938 alkyl or aryl (other than methyl) motecutar_function
groups
G00016787 00018288 hydrolase aCthlty molecular_function
G00016791 0086799 phosphatase aCthlty molecular_function
GO:0017171 0.042017 serine hydrolase activity nolecular_function
GO:0019198 0.090377 ~ ‘ramsmembrane receptor protein
phosphatase activity
GO:0019212 0.02531 phosphatase inhibitor activity molecular_function
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G0:0019221 0.013834 ;Z;c;kme—medlated signaling  path- biological_process
G0O:0019319 0.049808 hexose biosynthetic process biological_process
G0:0019369 0.049808 arachidonic acid metabolic process  viological_process
G0:0019370 0.017655 leukotriene biosynthetic process biological_process
GO:0019752 0.0010636  carboxylic acid metabolic process biological _process
GO:0019888 0.081989 iryOtem phosphatase regulator activ- ...
G0:0022008 0.0083005 neurogenesis biological_process
G0:0022402 0.025999 cell cycle process biological_process
G0:0022403 0.01249 cell cycle phase biological_process
CO:0022409 0.028544 ppsitive regulation of cell-cell adhe- biotogicet process
G0:0030016 002256 myofibril collutar_coponent
GO0:0030017 0.04948 sarcomere cellular_component
GO0:0030018 0.066652 7 disc cellular_component
G0:0030054 0.042298 cell junction cellular_component
GO:0030055 0.00089134  cell-substrate junction cellular_component
GO:0030057 0.023991 desmosome cellular_component
G0O:0030100 0.030621 regulation of endocytosis biological process
G0:0030323 0.072841 respiratory tube development biological_process
G0:0030353 0.022925 f;ggg;szis’f; factor receptor an- . erien
G0:0030414 0.00044684  peptidase inhibitor activity nolecular_function
G0:0030435 0.049808 Zpsgﬁ?;iogpf:e“mng i formation of - s
G0O:0030509 0.044551 BMP signaling pathway biological process
G0:0030510 0.073724 sz;lation of BMP signaling path- @ s
G0:0030514 0.062918 ?f;?;:ﬁ;;ﬁ‘ﬂmom of BMP signal- | icat proces
GO0O:0030528 0.04948 transcription regulator activity molecular_function
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G0O:0030595 0.018573 leukocyte chemotaxis biological_process
G0:0031032 0.042017 actomyosin structure organization biological_process
G00031105 00086449 Septin Complex cellular_component
GO:0031175 0.0075203  neuron projection development biological _process
GOOO31224 00066363 intrinsic to membra,ne cellular_component

) negative regulation of cellular
GOOO31327 00461 17 biosynthetic process biological_process
GO:0031398 0.0076113 positive  regulation of cellular

’ ’ biosynthetic process piotogical process
GO:0031401 0.090701 positive regulation of protein modi-

. . ﬁcation process biological_process
GOOO31528 0049808 miCI‘OVi]luS membrane cellular_component
GOOO31674 0029303 I band cellular_component
GOOO31941 0028544 ﬁlamentous actin cellular_component
C0O:0032103 0.054301 positive regulation of response to ex- .

' ' ternal stimulus TR pesess
GO:0032156 0.0086449  septin cytoskeleton cellular_component
GO:0032395 0.065361 MHC class II receptor activity nolecular_function
G00032465 0062918 regulation Of Cytokinesis biological_process
G0:0032526 0.052183 response to retinoic acid biological_process
GO:0032594 0.049808 protein transport within lipid bi-

. . ]ayer biological_process

) B cell receptor transport within
GOOO32595 0049808 llpld bllayer biological_process
CO:0032596 0.049808 protein transport into membrane .

. . raft 1ological_process
CO:0032597 0.049808 B cell receptor transport into mem- .

. . brane ra’ft 1ological_process
CO:0032599 0.049808 protein transport out of membrane piotogicat o

. . raft 1ological_process
CO:0032600 0.049308 chemokine receptor transport out of .

. . membrane. raft 1ological_process
GO:0032907 0.049808 transforming growth factor-betad .

. . producpion ' 10. oglca _process
G0:0032910 0.049808  Lesulation of transforming growth — =

factor-beta3 production )
G0:0032913 0.040808  Desative regulation of transforming =

growth factor-betad production

continued on next page

38




continued from previous page
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G0:0032989 0.025109 cellular component morphogenesis biological_process
GOOO33162 0031988 melanosome membrane cellular_component
G0:0033189 0.075565 response to vitamin A biological_process

) chemokine  receptor  transport
GOOO33606 0049808 Wlthln hpld bllayer biological_process
G00033619 00093687 membrane pI‘Otein pl"OteOIySiS biological_process
GOOO33622 0049808 lntegrln aCthathn biological_process
G0:0033623 0.049808 regulation of integrin activation biological_process
G0:0033625 0.049808 posll(;ve regulation of integrin acti- .

) regulation of cell-cell adhesion me-
G00033632 0053319 dlated by lntlegrln f 11 11 dh biological_process

) positive regulation of cell-cell adhe-
GOOO33634 0049808 sjon medlated by 1ntegr1n biological_process
G0:0034102 0.049808 erythrocyte clearance biological _process
GO0:0034106 0.049808 regulation of erythrocyte clearance  viorogical_process
CO-0034107 0.049808 negative regulation of erythrocyte o

’ ' clearance . e
CO-0034110 0.049808 regulation of homotypic cell-cell ad- piotogicet o

. . hesion l1ological_process
CO-0034111 0.049808 negative regulation of homotypic .

' ’ cell-cell adhesion gy
GO:0034117 0.049808 erythrocyte aggregation biolegical_process
GOOO34118 0049808 Eegulatlon Of erythrocyte aggrega_ biological_process

ion

) negative regulation of erythrocyte
GOOO34119 0049808 agl r?gationb h d b h biological_process

) cellular carbohydrate biosynthetic
G00034637 004424]. process biological_process
G0:0035295 0.013309 tube deVelOpment biological_process
GOOO40007 506466-05 gI‘OWth biological_process
GOOO40008 0063146 regulation Of gI‘OWth biological_process
GOOO40011 00019324 1OCOmOtiOn biological_process
GOOO42060 0015591 Wound heahng biological_process
GOOO42103 0049808 pOSItlve regulatlon Of T Ceu homeo_ biological_process

static proliferation
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GO ID robust pval. normal pval. GO Name process type
GO0:0042327 0.022403 E(;iltwe regulation of phosphoryla- biological_process
G0:0042438 0.038368 melanin biosynthetic process biological_process
G0:0042441 0.049808 eye pigment metabolic process biological_process
G0:0042445 0.0053453 hormone metabolic process biological_process
GO:0042578 0.028544 phosphoric ester hydrolase activity  motecutar_function
GO:0042802 0.0036389  identical protein binding nolecular_function
G0:0042987 0.016162 ;?Cl)};(:sd precursor protein catabolic biological_process
G0:0043009 0.038301 chordate embryonic development biological _process
G0:0043065 0.028976 positive regulation of apoptosis biological process
GO:0043068 0.03226  Positive regulation of programmed =

cell death
GO:0043121 0.015998 neurotrophin binding molecular_function
G0:0043154 0.047448 i‘;gative regulation of caspase activ- | e
G0:0043232 0.03455 Ln(f;iffiluirganene ROD-MEMDIANC:  nens
G0:0043292 0.033138 contractile fiber cellular_component
G0O:0043296 0.049808 apical junction complex cellular_component
G0:0043449 0.043987 cellular alkene metabolic process biological_process
G0:0043450 0.017655 alkene biosynthetic process biological_process
G0:0043616 0.042764 keratinocyte proliferation biological_process
G0:0044449 0.084756 contractile fiber part cellular_component
G0:0044459 0.062956 plasma membrane part cellular_component
G0:0045009 0.031988 chitosome cellular_component
GO:0045111 0.00031086  intermediate filament cytoskeleton cellular_component
G0:0045445 0.0090853 myoblast differentiation biological _process
G0:0045595 0.017655 regulation of cell differentiation biological _process
CO-0045597 0.022611 positive regulation of cell differenti- biotogicet process

ation
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CO-0045639 0.075773 positive regulation of myeloid cell o
’ ' differentiation ) ) e
CO-0045667 0.023 regulation of osteoblast differentia- biotogieat. process
tion )
GO:0045669 0.075565 positive regulation of osteoblast dif- .
) ’ ferentiation grenprneess
G0O:0045785 0.033593 positive regulation of cell adhesion  viological_process
negative regulation of nucleobase,
G0:0045934 0.077145 nucleoside, nucleotide and nucleic  biological_process
acid metabolic process
positive regulation of nucleobase,
G0:0045935 0.023333 nucleoside, nucleotide and nucleic  biological_process
acid metaboliﬁ p;"ocessf
G0:0045937 0.0098522  Positive regulation of phosphate
metabolic process ; o
G0:0045944 0.031901  Positive regulation of transcription
from RNA polymerase II promoter
GOOO46014 0049808 negat—ilve regulatl,on Of T Cell home_ biological_process
ostatic proliferation
G0O:0046165 0.04948 alcohol biosynthetic process biological _process
CO:0046364 0.033341 monosaccharide biosynthetic pro- e
. . 10. oglca _process
cess
G0:0046394 0.0020237  carboxylic acid biosynthetic process viological_process
G0:0046457 0.042764 prostanoid biosynthetic process biological_process
GOOO48069 0.081989 eye pigmentation biological_process
GOOO48468 000035904 CeH development biological_process
G0:0048514 0.013822 blood vessel morphogenesis biological_process
GOOO48589 005276 developmental gl“OWth biological_process
G0:0048646 0.0023009  natomical structure formation in- -
volved in morphogenesis
GO:0048699 0.060094 generation of neurons biological _process
GO:0048729 0.004153 tissue morphogenesis biological_process
G0O:0048730 0.046111 epidermis morphogenesis biological _process
GOOO50661 0081989 NADP or NADPH blndlng molecular_function
GOOO50673 0077145 eplthehal Cell pl"OliferatiOIl biological_process
GOOO50679 00093687 pOSlFIVG r.egUIatlon Of eplthehal Cell biological_process
proliferation _
GO-0050799 0097795 positive regulation of inflammatory sotogieat process

41 response
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GO ID robust pval. normal pval. GO Name process type
G0O:0050896 0.035699 response to stimulus biological_process
G0O:0050900 0.0015094  leukocyte migration biological process
GO:0051015 0.012385 actin filament binding molecular_function
G0:0051043 0.073752 Zi%g};ti;n ;fmt’z“;l;szane PTOTEIN picat process
G0:0051093 0.055098 ?;f;‘i)v;;:g“lation of developmen-— | @ i sroces
G0:0051128 0.001559 ;‘;i‘izttii of cellular component or- ...,
GO:0051287 0.041134 NAD or NADH binding molecular_function
G0:0051302 0.042764 regulation of cell division biological_process
G0:0051319 0.038368 G2 phase biological_process
G0:0051325 0.097208 interphase biological _process
G0:0051329 0.099609 interphase of mitotic cell cycle biological_process
G0:0051346 0.059695 E‘igij;ive regulation of hydrolase ac- e
GO0:0051604 0.019244 protein maturation biological_process
GO:0051641 0.043987 cellular localization biological_process
GO:0051648 0.049808 vesicle localization biological_process
GO:0051649 0.061484  establishment of localization in cell — biclogical process
G0O:0051650 0.049808  establishment of vesicle localization — biclogical process
GO:0051789 0.067857 response to protein stimulus biological_process
G0O:0055008 0.064644 cardiac muscle tissue morphogenesis viological_process
GO:0055114 0.0011851 oxidation reduction biological_process
GO0:0060170 0.011511 cilium membrane cellular_component
GO0:0060326 0.018573 cell chemotaxis biological_process
G0O:0060415 0.064644 muscle tissue morphogenesis biological_process
G0O:0060537 0.049808 muscle tissue development biological_process
GO0:0070161 0.00044684  anchoring junction cellular_component
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GO:0070228 0.044551 regulation of lymphocyte apoptosis  biological_process
GOOO70230 0049808 pOSItlve, regUIatlon Of lymphOCYte biological_process

apoptosis
Mouse diet
Intersect:
GOOOOO267 15446—05 000011191 CeH fraction cellular_component
GO:0000271  0.0052759 0.018715 polysaccharide biosynthetic process wiological_process
G00001523 00019709 0006675 retinoid metabolic prOCGSS biological_process
G00001775 0018754 00016109 Cell activation biological_process
GO:0001823 0.018754 0.035681 mesonephros development biological_process
G00003824 280376—05 556596—05 Catalytlc aCthlty molecular_function
GO:0003912  0.013324  0.027248 gﬁfy nucleotidylexotransferase ac-
GOOOO4112 001227 003695 szll\l/(i;guCIGOtlde phosphOdleSterase molecular_function
GO0:0004114  0.010227 0.034468 50 -eyclicmucleotide  phosphodi-
e§te}rase actglt% L hodi
GO:0004115  0.012452 0.032387 zc’tiv'fs;dw' MP phosphodiesterase
GO:0004163  0.0032521  0.006675  (iphosphomevalonate —decarboxy-
lase activity
GOOOO4340 00032521 0006675 glucokinase aCtIVIty molecular_function
GO:0004497  8.0857e-08 8.9886e-09  monooxygenase activity molecular_function
GOOOO5488 0026686 000017416 blndlng molecular_function
GOOOO5506 00019828 0013212 iron lOIl blndlng molecular_function
GOOOO5536 00075962 00161 17 gluCOSG blndlng molecular_function
GOOOO5622 0019664 00054674 intraceuular cellular_component
GOOOO5623 00026032 000021339 Cell cellular_component
GOOOO5624 430876—05 000021339 membrane fraction cellular_component
GOOOO5626 811396-05 000044226 insoluble fraction cellular_component
GOOOO5737 476556—05 727186—05 CytOplasm cellular_component
GO:0005783  0.00012891 6.7444e-05  endoplasmic reticulum cellular_component
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GO ID robust pval. normal pval. GO Name process type
GO:0005789  0.0001628 7.2718¢-05  endoplasmic reticulum membrane cellular_component
GO:0005792  1.8583e-05 3.2254e-05  microsome cellular_component
GO:0005975 0.010222 0.032387 carbohydrate metabolic process biological_process
GO:0005977  0.014669 0.045614 glycogen metabolic process biological _process
GO:0005978  0.00064562 0.0022807  glycogen biosynthetic process biological_process
GO:0005979  0.018754  0.035681 ;iii?;on of glycogen biosynthetic @ e
GO:0005996  0.0062129 0.045614 monosaccharide metabolic process biological_process
GO:0006066  2.7044e-06 2.147e-05 cellular alcohol metabolic process biological_process
GO:0006073 0.014669 0.045614 cellular glucan metabolic process biological_process
GO:0006112 0.021904 0.073408 energy reserve metabolic process biological process
GO:0006629  8.0857e-08 1.3218e-07  lipid metabolic process biological _process
GO:0006694  3.1658e-05 7.2718e-05  steroid biosynthetic process biological _process
GO:0006695  0.0019431 0.0006738  cholesterol biosynthetic process biological_process
GO:0006720  2.9104e-05 3.2254e-05  isoprenoid metabolic process biological_process
GO:0006721  0.00015861 5.8615e-05  terpenoid metabolic process biological_process
GO:0006733  0.018792  0.061942 ;f;‘l‘;:du“ion coenzyme metabolic | s
GO:0006766  1.8583e-05 0.0001742 vitamin metabolic process biological_process
GO:0006775  0.00026011  0.001246 ~ ‘et-soluble vitamin metabolic pro-
GO:0006776  0.0024012 0.0080022 S/?‘S;min A metabolic process biological_process
GO:0008152  1.8583¢-05 5.8615e-05  metabolic process biological_process
GO:0008202  1.8583e-05 8.8091e-05  steroid metabolic process biological_process
GO0:0008203  0.00015861  0.00021339  cholesterol metabolic process biological_process
G0O:0008356 0.041481 0.079664 asymmetric cell division biological_process
GO:0008610  1.8583e-05 7.9007e-05  lipid biosynthetic process biological_process
GO:0009055  9.7669e-06 3.3849¢-06  electron carrier activity molecular_function
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GO ID robust pval. normal pval. GO Name process type
G0O:0009250  0.00064562 0.0022807 glucan biosynthetic process biological_process
GO:0009730  0.0032521 0.006675 detection of carbohydrate stimulus  biological_process
G0O:0009732 0.0032521 0.006675 detection of hexose stimulus biological_process
GO:0009968  0.035175  0.020348 zegi‘,ﬁve regulation of signal trans- |,

uction

G00009987 00032521 000013683 Cellular pI"OCGSS biological_process
GO:0010466  0.0019709  0.068864 Eevgijyt”e regulation of peptidase ac- e
GO:0010677  0.013324  0.02724g ~ Desative regulation of cellularcar-— '

bohydrate metabolic process )
GO:0010962  0.018754  0.035681 ;‘iiii?on of glican biosynthetic e
GO:0016051  0.0003999 0.0045325  carbohydrate biosynthetic process bielogical process
GO:0016101  0.0019709 0.006675 diterpenoid metabolic process biological _process
G00016125 316586-05 727189—05 SteI“Ol metabolic proceSS biological_process
G00016126 0000265 000016288 SteI‘OI biosynthetic prOCQSS biological_process
GO:0016491  8.4262e-05 0.00063668  oxidoreductase activity nolecular_function

oxidoreductase activity, acting on
GO:0016705  8.0857e-08 8.9886e-09  paired donors, with incorporation or  meiecutar_tunction

reduction of molecular oxygen

oxidoreductase activity, acting on

paired donors, with incorporation
GO:0016712  0.0012347  0.0057106  °F reduction of molecular oxygen, = |

reduced flavin or flavoprotein as

one donor, and incorporation of one

atom of oxygen

oxidoreductase activity, acting on

paired donors, with incorporation
GO:0016713  0.033663 0064573  °F reduction of molecular oxygen,

reduced iron-sulfur protein as one

donor, and incorporation of one

atom of oxygen
G00017022 00032521 653036—05 myOSln blndlng molecular_function
GO:0017159  0.0075962 0.016117 pantetheine hydrolase activity nolecular_function
GO:0018685  0.0032521 0.006675 alkane 1-monooxygenase activity molecular_function
GO0:0019318  0.0057182 0.043488 hexose metabolic process biological_process
GOTMOTI362 00076517 0027591 5 P dinenucleotide metabolie pro-—— |

cess
GO:0019748  0.0021271 0.0008694  secondary metabolic process biological_process
G00020037 235346-06 937446—06 heme blndlng molecular_function
GOOO30497 0018754 0035681 fatty aCld elongatlon biological_process
G0:0032020 0.041481 0.079664 ISG15-protein conjugation biological_process
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GO ID robust pval. normal pval. GO Name process type

G0:0032881  0.025306 00476 ~ ‘eswlation  of - polysaccharide e
metabolic process ) )
GO:0032885  0.018754  0.035681 Eiiltliljt;scz:’OlysaCCha“de DIOSYI - icet prcess
GO:0033089  0.041481  0.079664 ﬁ;illgelietg;ﬁtﬁ‘;i’fsT cell differen- | et proces
GO:0033692  0.0038307  0.014719 Ciglc‘i:; polysaccharide biosynthetic = s
GO:0034235 0.018754 0.035681 IéPI anchor binding nolecular_function
GO:0034287  0.0032521  0.006675 ff;eCtion of monosaccharide stimu-— .,
GO:0035110 0.018754 0.035681 leg morphogenesis biological_process
GO0:0042078  0.0075962 0.016117 germ-line stem cell division biological_process
GO:0042175  0.00019902  8.5011¢.05 |uclear envelope-endoplasmic retic- |\
ulum network

G0O:0042445  0.0047774 0.032387 hormone metabolic process biological process
G0O:0042572  0.00015861 0.00053592  retinol metabolic process biological_process
GO:0042598  2.9104e-05 5.5659e-05  vesicular fraction cellular_component
GO:0043154  0.0019709  0.068864 i‘;gative regulation of caspase activ- | e
G0:0043281 0.018795 0.079142 regulation of caspase activity biological _process
G0:0044042 0.014669 0.045614 glucan metabolic process biological _process
GO0:0044237  0.0044923 0.005986 cellular metabolic process biological_process
G0:0044238  0.0040214 0.035681 primary metabolic process biological_process
GO0:0044255  8.0857e-08 6.7282e¢-07  cellular lipid metabolic process biological_process
G0:0044262  0.0015083  0.02228 ;i?i: carbohydrate metabolic |\ e
G0:0044424 0.020899 0.0041512 intracellular part cellular_component
GO:0044432 0.00019902  8.5011e-05  endoplasmic reticulum part cellular_component
G0:0044444 0.026686 0.0089799  cytoplasmic part cellular_component
GO0:0044464  0.0026032 0.00021339  cell part cellular_component
G0:0045321 0.012105 0.0006738 leukocyte activation biological_process
CO:0045721 00075962  0.016117  “esative regulation of gluconeogen-—

esis
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GO ID robust pval. mnormal pval. GO Name process type

GO0:0045725  0.018754 0.035681  Positive regulation —of glycogen
biosynthetic %ro_cess ¢ carbolvd

G0:0045912  0.013324 0.02724g ~ Degative regulation of carbohydrate
metabolic process

GOOO46649 0018795 0.011265 lymphocyte activation biological_process

GO:0046906  2.3534e-06 9.3744e-06  tetrapyrrole binding nolecular_function

GO:0048029  0.037071 0.091746 monosaccharide binding molecular_function

GOOO48133 00075962 00161 17 male germ-hne Stem Cel]. lelSlOIl biological_process

GO:0051156  0.0075962  0.016117  8lucose 6-phosphate metabolic pro-
cess

G00051594 00032521 0006675 detection Of glucose biological_process

GO:0052547  0.019664 0.082043 regulation of peptidase activity biological_process

GOOO52548 0.019302 007969 l“egulation Of endopeptidase aCt1V1ty biological_process

GOOO55114 434796-05 000021339 OXidatiO]_’l I‘eduction biological_process

Differences:

GOOOO4683 0044602 CalmOdll.llljl_dependent prOteln kl_ molecular_function
nase activity

G0O:0006006 0.041481 glucose metabolic process biological_process

GO:0006732  0.0047774 coenzyme metabolic process biological_process

G00006739 0018754 NADP metabolic prOCGSS biological_process

G00006769 00057068 niCOtinamide metabolic proceSS biological_process

G0:0010941 0.041464 regulation of cell death biological_process

GO:0016790  0.025306 thiolester hydrolase activity nolecular_function

GO:0032787  0.012105 monocarboxylic acid metabolic pro-
cess . .

GO:0034637  0.0068583 cellular - carbohydrate biosynthetic =~
process

G0:0042981 0.037659 regulation of apoptosis biological_process

G0:0043067 0.041464 regulation of programmed cell death  biotogicar_process

GOOO44264 0033202 Cellular pOlysaCCharlde metabOhC biological_process
process

G0:0046165 0.027388 alcohol biosynthetic process biological_process

GO:0046364 0020899 monosaccharide - biosynthetic pro-

Ccess
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GO ID robust pval. normal pval. GO Name process type
G0O:0051186 0.016229 cofactor metabolic process biological_process
GO:0051346  0.014669 Eevijtive regulation of hydrolase ac- | s
G0:0000723 0.04762 telomere maintenance biological_process
G0:0002526 0.032247 acute inflammatory response biological_process
GO:0004022 0.096293 alcohol dehydrogenase activity molecular_function
GO:0004452 0.016117 ;zgpme;:zr;y;'iiiﬁ‘;phate delta- o sunesion
GO:0005576 0.095157 extracellular region cellular_component
GO:0005615 0.040165 extracellular space cellular_component
GO:0006909 0.057616 phagocytosis biological_process
G0O:0006916 0.098142 anti-apoptosis biological _process
G0:0007041 0.084649 lysosomal transport biological_process
G0O:0008299 0.018715 isoprenoid biosynthetic process bielogical process
GO:0008333 0.032387 endosome to lysosome transport biological _process
GO:0008398 0.016117 sterol 14-demethylase activity molecular_function

UDP-galactose:beta-N-
G0O:0008499 0.017537 acetylglucosamine beta-1,3-  molecular_function

galactosyltransferase activity
G0:0009266 0.073408 response to temperature stimulus biological_process
G0:0009311 0.035681 oligosaccharide metabolic process biological_process
GO:0009312 0.013304 oligosaccharide biosynthetic process viotogical_process
G0:0009408 0.0251 response to heat biological _process
GO:0010648 0.032387 ?;iizve regulation of cell communi- |
G0:0016108 0.04762 tetraterpenoid metabolic process biological_process
G0:0016109 0.035681 tetraterpenoid biosynthetic process — viological_process
G0:0016114 0.035681 terpenoid biosynthetic process biological_process
GO0:0016116 0.04762 carotenoid metabolic process biological_process
GO:0016117 0.035681 carotenoid biosynthetic process biological _process
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GO ID robust pval. normal pval. GO Name process type
G00016566 0035681 ii}eli;ﬁc transcrlptlonal repressor ac molecular_function
oxidoreductase activity, acting on
paired donors, with incorporation

) or reduction of molecular oxygen,

G00016709 880916‘05 NADH or NADPH as one donor, molecular_function
and incorporation of one atom of
oxygen )

GO:0016860 0.064573 ;?iffymdecum oxidoreductase ac-
intramolecular oxidoreductase ac-

. 1 . molecular_function
GO:0016863 0.023417 tivity, transposing C=C bonds recntert
GO:0019882 0.095157 antigen processing and presentation viotogical_process
G0O:0031225 0.04382 anchored to membrane cellular_component
G0:0032200 0.04762 telomere organization biological_process
GOOO35034 0027248 hlSt:)OFle acetYItranSferase regUIator molecular_function

activity
GOOO43167 0032387 1011 blndlng molecular_function
. lati . . i
G0:0046627 0.096203 ~ Desative regulation of insulin recep-
tor signaling pathway
GOOO46872 0020348 metal iOH blndlng molecular_function
GO0:0046914 0.069318 transition metal ion binding nolecular_function
GOOO48531 0027004 E;ta_l73_ga’laCtosy:ltranSferase aCth_ molecular_function
Mouse glycerol
Intersect:
GO0:0000307  0.02936 0.040664 ~ Yelin-dependent protein kinase
holoenzyme complex
G00003824 394916-05 775878-11 Catalytlc aCtIVlty molecular_function
GOOOO4370 0001043 00017282 glycerol kinase aCthIty molecular_function
GO:0004648  0.0071501 00091411  O-Phospho-Leserine:2-oxoglutarate =
aminotransferase activity
GO:0006066  0.00049411 8.9891e-05  cellular alcohol metabolic process biological_process
GO:0006071  0.00039298  9.5165e-05  glycerol metabolic process biological process
GO:0006072  2.0894¢-05  6.5376¢-05  Slyeerol-3-phosphate metabolic pro-
cess
GO:0006082  0.0016293 0.00018486  organic acid metabolic process biological_process
G00009055 0022491 898916—05 eleCtrOIl Carrier aCthltV molecular_function
G00009987 0044168 0065729 49 Cellular pI"OCGSS biological_process
GO:0010811  0.039535 0015717  Positive regulation of cell-substrate =~

adhesion
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GO ID robust pval. mnormal pval. GO Name process type
GO0:0015362  0.032872 0.020543 el affinity sodium:dicarboxylate =
symporter activity
GO0:0016290  0.0021651 0.065729 palmitoyl-CoA hydrolase activity molecular_function
GO:0016291  0.0035196 0.084848 acyl-CoA thioesterase activity nolecular_function
G00016491 000091826 113256-05 OXidOl"eduCtase aCtIVIty molecular_function
GO:0019751  3.9491e-05 6.5376e-05  polyol metabolic process biological _process
GO0:0019752  0.0016293 0.00018486  carboxylic acid metabolic process biological _process
G00019867 00041465 003093 Outer membrane cellular_component
G00020037 0032872 764096—05 heme blndlng molecular_function
GO0:0031968  0.0040298 0.029186 organelle outer membrane cellular_component
GO:0032787  0.0082978  0.007854  momocarboxylic acid metabolic pro-
cess
GOOO46906 0032872 764096—05 tetrapyl“role blndlng molecular_function
GO:0051786  0.0071501  0.0091411 ?ili'itt;ans'retmd 13,14-reductase ac- ¢ etion
GO:0055114 3.9491e-05 3.8524e-08 oxidation reduction biological_process
Differences:
G00006637 00071501 aCyl-COA metabohc pl“OCGSS biological_process
G00016289 00081003 COA hydrolase aCthlty molecular_function
G0:0000064 0.0004g185 ~ ornithine transmembrane trans-
porter activity
GOOOOO267 001938 Ceu fraction cellular_component
G0:0002526 0.034897 acute inflammatory response biological_process
G0:0002532 0.0193g  Production of molecular mediatorof = =
acute mflammfatqry_ response ]
GOOOO2537 00042124 prOdu(.:tlon © nltrlc OXIde durlng biological_process
acute inflammatory response
GOOOO4091 0012269 Cal“bOXyleSterase aCthlty molecular_function
G0O:0004252 0.098068 serine-type endopeptidase activity  molecular_function
GOOOO4368 0074414 glyf:e.rOI_B_phosphate dehYdrogenase molecular_function
activity
G0O:0004497 0.00018749 monooxygenase activity molecular_function
GOOOO4798 001938 thymldylate kinase aCtIVIty molecular_function
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GO ID robust pval. normal pval. GO Name process type
G0O:0004833 0.01938 tryptophan 2,3-dioxygenase activity motecutar_function
GOOOO4867 0025549 :ec-‘illi?;type endopeptldase lnhlbltor molecular_function
GO:0005287 0.00048185  1i8h affinity basic aniino acid trans- o
ﬁer}?br%ﬁle.‘granqurt‘er aCttIVIty

G0:0005289 0.00048185 ot ALY ATSINe MAlSMOms | fction
brane'tran.?orter activity

G0:0005342 0.024374 ~ Oveanic acid transmembrane frans-
porter activity

GO 0005488 0 . 06 1 1 69 blndlng molecular_function

GOOOO5496 0025008 Steroid blndlng molecular_function

GO:0005506 0.005756 iron ion binding nolecular_function

GO:0005576 0.00085871  extracellular region cellular_component

GO:0005604 0.034389 basement membrane cellular_component

GOOOO5624 0034793 membrane fraction cellular_component

GOOOO5626 0056788 insoluble fraction cellular_component

GOOOO5792 00032866 miCI'OSOme cellular_component

G0:0006233 0.01938 dTDP biosynthetic process biological_process

GOOOO6519 0005304 Ceuular .amlno aCld and derlvatlve biological_process
metabolic process

G0O:0006520 0.095282 amino acid metabolic process biological_process

G0O:0006559 0.074414 L-phenylalanine catabolic process biological_process

GO:0006572 0.060532 tyrosine catabolic process biological_process

GO:0006575 0.016339 ~ mino acid derivative metabolic =
process

GO:0006576 0.005215 biogenic amine metabolic process biological _process

G0O:0006584 0.079006 catecholamine metabolic process biological _process

G0O:0006629 0.02137 lipid metabolic process biological _process

G0:0006725 0.0007421g ~ CCllular - aromatic  compound -
metabolic process )

G00006807 83418'06 nltrogen Compound metabOIIC pl“O— biological_process
cess

GO:0006809 0.087147 nitric oxide biosynthetic process biological_process
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GO ID robust pval. normal pval. GO Name process type
G0:0006814 0.095282 sodium ion transport biological_process
G0:0006929 0.087147 substrate-bound cell migration biological_process
CO:0006931 0.0091411 substrate-bound cell migration, cell .

' ' attachment to substrate e
GOOOO7586 0070397 digestion biological_process
GOOOO8152 653766-05 metabolic prOCGSS biological_process
G00008278 0043643 COheSin COmpleX cellular_component
GOOOO8289 001938 1lpld blndlng molecular_function
G00008483 006791 transaminase aCthlty molecular_function
G0:0009063 0.040977 amino acid catabolic process biological_process

) aromatic amino acid family
G00009072 0025549 metabolic process d f 1 biological_process

) aromatic amino  aci amily
G00009074 00013217 Catallbohg péoc}elss h b h biological_process

) nucleoside diphosphate biosynthetic
G00009133 0029543 pro‘(jes.?i. 1 d d h h biological_process

) pyrimidine nucleoside diphosphate
G00009138 001938 metab%llc procelss d d h h biological_process

) pyrimidine nucleoside diphosphate
G00009139 001938 biosynthetic rOCESS biological_process
GO-0009189 0.01938 deoxyribonucleoside  diphosphate

. . b1osynthet1c process . . biological_process
GO:0009196 0.0193g ~ Pyrimidine - deoxyribonucleoside

dlphos_ghate me&abohq rocesls .

) pyrimidine eoxyribonucleoside
G00009197 001938 diphosphate biosynthetic process biological_process
G0:0009308 0.0013914 cellular amine metabolic process biological_process
G00009310 006791 amine Catabolic pI‘OCGSS biological_process
G0:0010466 0.079006 Eigi?;we regulation of peptidase ac- e
G0:0010810 0.073875 regulation of cell-substrate adhesion biological_process
GO-0015174 0.01165 basic amino acid transmembrane .

. . transporter activity molecular_function
GO:0015181 0.0042124 arginine  transmembrane  trans- .

. . %Olrter actlvlty b molecular_function

) -lysine transmembrane transporter '
GO 0015 189 000096837 actlvlty molecular_function
G00015802 001 165 baSiC amino aCid tranSpOI“t biological_process

g
NO
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GO ID robust pval. normal pval. GO Name process type
G00015809 0.0073768 arginine transport biological_process
G00015819 000096837 lysine traDSpOI‘t biological_process
G00015822 000048185 Ornithine transport biological_process
GO:0015849 0.022284 organic acid transport biological _process
G00016151 0023666 niCkel iOIl blndlng molecular_function

oxidoreductase activity, acting on
G00016705 000018486 paired dOIlOI“S, Wlth inCOI‘pOI‘ation or molecular_function
reduction of molecular oxygen
oxidoreductase activity, acting on
paired donors, with incorporation
G0:0016712 0.00070967  OF reduction of molecular oxygen,
reduced flavin or flavoprotein as
one donor, and incorporation of one
atom of oxygen
G00016787 0004327 hydrolase aCthlty molecular_function
GO:0016788 0.06791 lgydgﬂase activity, acting on ester = ien
onds
) hydrolase activity, acting on carbon-
GOOOlGSlO 0095856 nitrogen (but not peptlde) bOndS molecular_function
G00016829 002137 1yase aCthlty molecular_function
GO:0017159 0.01938 pantetheine hydrolase activity molecular_function
G0O:0018958 0.081591 phenol metabolic process biological_process
G0:0019439 0.0023853 ~ aromatic compound catabolic pro-
cess .
G00019441 0087147 tryptophan CatabOIIC process to biological_process
kynurenine
G00019842 0031655 Vlta.mln blndlng molecular_function
G0:0022904 0.005756 respiratory electron transport chain wiological_process
GOOO30170 0024374 pyridOX&l phOSphate blndlng molecular_function
GO:0030857 0.087147 ~ negative regulation of epithelial cell -~ =~
differentiation
G00031402 0027713 SOdium iOIl blndlng molecular_function
GO:0031589 0.02137 cell-substrate adhesion biological_process
G0:0033089 0.087147  Positive regulation of Trcell differen- ' "
tiation in the thymus
GOOO34235 0043643 GPI anChOI" blndlng molecular_function
AT AT rama e oo celiular—nitrogen——eompound———
GOOO34641 653766'05 53 . biological_process
metabolic process
GO:0042116 0.094795 macrophage activation biological_process
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GO ID robust pval. normal pval. GO Name process type
G0O:0042598 0.0050221 vesicular fraction cellular_component
G0O:0043129 0.087147 surfactant homeostasis biological_process
GOOO43154 0079006 ii]gatlve regUIatlon Of Caspase aCth_ biological_process
GOOO43394 0060532 prOteoglycan blndlng molecular_function
GO0:0043395 0.060532 i}fgaran sulfate proteoglycan bind-— @

regulation of transcription from
G0O:0043618 0.060532 RNA polymerase II promoter in re- viological_process
sponse to stress
regulation of transcription from
G0:0043619 0.060532 RNA polymerase II promoter in re- siological_process
Sponlse to oxifdative stress .
GO:0043620 0.060532 ~ reswation ol tramscription inwe- oo e
sponse to stress
G0:0044237 0.074414 cellular metabolic process biological _process
G0O:0044255 0.039195 cellular lipid metabolic process biological _process
G0:0044270 0.06791  Mitrogen compound catabolic pro-
cess . .
GOOO44271 002611 nltrogen Compound blosynthetlc biological_process
process
G0:0044420 0.08244 extracellular matrix part cellular_component
G0:0045333 0.024356 cellular respiration biological_process
GO:0045682 0.069815 regulation of epidermis development viotogical_process
GO:0045785 0.073875 positive regulation of cell adhesion  viotogical_process
GOOO46072 001938 dTDP metabolic proceSS biological_process
GOOO46165 0098331 alCOhOl biosynthetic proceSS biological_process
G0:0046209 0.087147 nitric oxide metabolic process biological_process
G0:0046942 0.02137 carboxylic acid transport biological_process
GO 0046943 0023666 CarbOXYhC ac.ld, transmembrane molecular_function
transporter activity
GO:0048875 0.087147 chemical homeostasis within a tissue biological process
GOOO70279 0024374 Vltamln B6 blndlng molecular_function
Rat liver
Intersect:
G00000267 00067958 00080526 Cell fraction cellular_component
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GO ID robust pval. normal pval. GO Name process type
G0:0001523 0.029115 0.037422 retinoid metabolic process biological_process
GO:0003824  1.5283e-06 6.2778e-09  catalytic activity molecular_function
G0O:0004091 0.011616 6.2234e-05  carboxylesterase activity molecular_function
GO:0004497  0.011743 0.00071695 monooxygenase activity molecular_function
GO:0004745 0.033978 0.039649 retinol dehydrogenase activity molecular_function
GO:0005344  1.4005e-05 1.9639e-05  oxygen transporter activity molecular_function
GO:0005488  0.0072849 0.00043611  binding nolecular_function
GO:0005506  2.1042e-05 2.8949¢-05  iron ion binding nolecular_function
GO:0005622  0.0071437  0.00042455 intracellular cellular_component
GO0:0005623  0.017435 0.0059457  cell cellular_component
GO:0005737  0.011575 7.8519e-05  cytoplasm cellular_component
GO:0005783 0.026047 0.0045545  endoplasmic reticulum cellular_component
GO:0005792  0.00026228 0.0001016  microsome cellular_component
GO:0005829  0.048962 0.0095421  cytosol cellular_component
GO:0005833  1.7755e-06 2.4498e-06  hemoglobin complex cellular_component
GO0:0006066  0.00017065 1.1721e-08  cellular alcohol metabolic process biological _process
GO:0006082  1.3569e-09 2.0475e-09  organic acid metabolic process biological_process
GO:0006519  7.763¢-05  0.011316 filt‘;lsghirgﬁ‘lejgd and derivative e sroces
G0O:0006520 0.002817 0.024923 amino acid metabolic process biological _process
GO:0006536  0.0050106 0.0063112 glutamate metabolic process biological_process
GO:0006629  1.2696e-08 8.1389e-14  lipid metabolic process biological_process
GO:0006631  3.5153e-06 1.2438e-07  fatty acid metabolic process biological_process
GO:0006633  9.9389e-05 3.668e-05 fatty acid biosynthetic process biological _process
GO:0006720 0.010439 0.0019314 isoprenoid metabolic process biological _process
GO:0006721  0.00028473 0.00043611  terpenoid metabolic process biological_process
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GO ID robust pval. normal pval. GO Name process type
GO:0006732 0.025564 0.051141 coenzyme metabolic process biological _process
GO:0006807 1.5283¢:06  0.00019266  “itrosen compound metabolic pro-
GO:0006950  0.0051164 0.00089658 ggsgonse to stress biological_process
GO:0007584  4.4722e-05 0.00017311 response to nutrient biological_process
GO:0008152  0.00013201 2.4498e-06  metabolic process biological _process
GO:0008202  0.0086333 9.4581e-05  steroid metabolic process biological _process
GO:0008395  0.036915 0.047895 steroid hydroxylase activity nolecular_function
GO:0008610 0.00014857 4.9533e-06  lipid biosynthetic process biological_process
GO0:0009308  1.7755e-06 0.00034398  cellular amine metabolic process biological_process
G0O:0009309 0.041778 0.064213 amine biosynthetic process biological _process
GO:0009605  0.0076655 0.00029397  response to external stimulus biological _process
GO:0009719  4.5409¢-05 9.7621e-09  response to endogenous stimulus biological_process
GO:0009725  2.0359¢-05 6.7519e-09  response to hormone stimulus biological_process
G0O:0009987 0.036613 0.029435 cellular process biological_process
GO0O:0009991  1.8789e-05 6.6213e-06  response to extracellular stimulus biological_process
GO:0010033 0.00053523  6.2316e-05  response to organic substance biological _process
G0:0010035 0.023236 0.021708 response to inorganic substance biological _process
G0:0014070 0.002817 0.0023991 response to organic cyclic substance viological_process
GO:0015669  7.4346e-05 6.4493e-06  gas transport biological_process
GO:0015671  2.3817e-05 3.668e-05 oxygen transport biological_process
GO:0016053  2.9641e-05 1.2597e-05  organic acid biosynthetic process bielogical process
G0:0016101 0.029115 0.037422 diterpenoid metabolic process biological _process
G0:0016125 0.017435 0.00022003  sterol metabolic process biological _process
GO:0016491  9.6343e-05 2.0416e-05  oxidoreductase activity nolecular_function
GO:0016614 0023567  0.0009493 ~ CXidoreductase activity, acting on

CH-OH group of donors
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GO ID robust pval. normal pval. GO Name process type
oxidoreductase activity, acting on
G00016616 0019404 00080096 the CH-OH group Of dOIlOI‘S, NAD molecular_function
or NADP as acceptor
oxidoreductase activity, acting on
GO:0016705 0.00019726  2.4097e-05  paired donors, with incorporation or melecular_tunction
reduction of molecular oxygen
oxidoreductase activity, acting on
paired donors, with incorporation
GO-0016712 0.040247 0.057023 or reduction of molecular oxygen, .
' ' ’ reduced flavin or flavoprotein as oo
one donor, and incorporation of one
atom of oxygen
oxidoreductase activity, acting on
paired donors, with oxidation of a
GO:0016717 0.020252 0.023235 pair of donors resulting in the re- molecular_function
duction of molecular oxygen to two
molecules of water
G00016787 0032351 00052192 hydl“olase aCtIVlty molecular_function
GO:0016788  0.00067376  0.00019266 ydrolase activity, acting on ester
bonds )
G00016829 00012273 36686—05 lyase aCthIty molecular_function
GO0:0019748  3.7266e-05 6.656e-05 secondary metabolic process biological_process
GO:0019752  1.3569e-09 2.0475e-09  carboxylic acid metabolic process biological_process
G00019825 00012314 00018614 OXygen blndlng molecular_function
G00019842 00058611 00027052 Vltamln blndlng molecular_function
GOOO20037 164996—06 907176—07 heme blndlng molecular_function
GO0:0031667  2.1042e-05 2.8949e-05  response to nutrient levels biological_process
GO:0031960  2.0359¢-05 4.4273e-08  response to corticosteroid stimulus  biological_process
G0:0032355 0.013227 0.02195 response to estradiol stimulus biological_process
G00032787 154416—06 145696—08 monocarboxynC aCid metabonc pro_ biological_process
cess
G0:0032868 0.032538 0.00020349  response to insulin stimulus biological_process
GO:0032870  0.0013845  6.3639c-06  Ccllular response to hormone stimu-
us .
GO:0034641 2491006  0.00045331 Conular - mitrogen  compound -
metabolic process
G0:0042221  6.0412¢-06 6.7519e-09  response to chemical stimulus biological _process
ological_process
GOOO42598 000040327 00001653 VeSiCular f_‘[‘action cellular_component
GO:0043167 0.031157 0.010325 ion binding nolecular_function
GO:0043434  0.00025689  2.0416e-05 PO 10 peptide hormone stimu- .,
G0:0043627 0.026822 0.00105 response to estrogen stimulus biological_process
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GO ID robust pval. normal pval. GO Name process type
G0:0044237  0.0010286 3.8401e-05  cellular metabolic process biological_process
G0:0044238  0.0024476 6.2234e-05  primary metabolic process biological_process
G0:0044255  7.0914e-08 3.3477e-12  cellular lipid metabolic process biological_process
GO:0044262  0.02646  0.00020423 ;‘zgizg carbohydrate metabolic |\ e
G0:0044424  0.0020725 6.0378¢-05  intracellular part cellular_component
G0:0044444 0.017296 0.00049702  cytoplasmic part cellular_component
G0:0044464  0.017435 0.0059457  cell part cellular_component
G0O:0046394  2.9641e-05 1.2597e-05  carboxylic acid biosynthetic process viological_process
GO:0046872  0.017296 0.0047434  metal ion binding molecular_function
GO:0046906  1.6499e-06 9.0717e-07  tetrapyrrole binding molecular_function
GO:0048037  0.013436 0.00036061  cofactor binding molecular_function
GO:0048545 20839005 6.2778¢-09 | CPORSC O steroid hormone stimu- e
GO:0050896  4.4041e-05 3.257e-07 response to stimulus biological _process
GO0:0051186  0.0075282 0.01829 cofactor metabolic process biological_process
GO0:0051384  6.6643e-06 9.7621e-09  response to glucocorticoid stimulus  wviological_process
GO0:0051412 0.036915 0.047895 response to corticosterone stimulus  biological_process
GO:0051716 0.011539 0.00040727  cellular response to stimulus biological_process
GO:0055114  7.3198e-05 8.7085e-06  oxidation reduction biological_process
Differences: '

GO:0006575  0.025564 Eﬁlfeoss acid - derivative metabolic = s
GO:0016407  0.040643 acetyltransferase activity molecular_function
GO:0019966  0.010261 interleukin-1 binding nolecular_function
GO0O:0004056 0.057344 argininosuccinate lyase activity nolecular_function
GO:0004313 0.057344 iceilylct?ﬁg;ef;;te;ﬁmty 5 recster fucsion
G0:0004315 0.057344 ?il‘;};za;éli'v[i‘;yl’Ca”ier'pmtein] SR ecutar_function
GO:0004316 0.057344  >oxoacyl-[acyl-carrier-protein] setecuter_function

reductase activity
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GO ID robust pval. normal pval. GO Name process type

GO:0004317 0.057344 ir};{iﬁ}{(}{é}}?ﬁiﬂiﬁ;&e[E::c};llvcli;rler molaclar._tunction
enoyl-|acyl-carrier-protein -

GO:0004319 0057344 (1£T A%P}L B—sgeci ﬁc)] o t?i?tl;c
GO:0004806 0.023235 triacylglycerol lipase activity nolecular_function
GO:0005549 0.0015416  odorant binding nolecular_function
GO:0005550 0.00015736  pheromone binding molecular_function
GO:0005789 0.047895 endoplasmic reticulum membrane cellular_component
GO:0005865 0.080306 striated muscle thin filament cellular_component
GO:0005975 0.003431 carbohydrate metabolic process biological _process
GO:0005977 0.047895 glycogen metabolic process biological _process
G0O:0005996 0.010453 monosaccharide metabolic process biological_process
G0O:0006006 0.030157 glucose metabolic process biological_process
GO:0006073 0.047895 cellular glucan metabolic process biological process
GO:0006112 0.069411 energy reserve metabolic process biological_process
G0O:0006694 0.0343 steroid biosynthetic process biological _process
G0O:0006695 0.069411 cholesterol biosynthetic process biological_process
GO:0006766 0.099553 vitamin metabolic process biological_process
GO:0006776 0.068522 vitamin A metabolic process biological_process
GO:0006790 0.031348 sulfur metabolic process biological_process
GO:0007586 3.8899e-05  digestion biological _process
G0O:0008203 0.00095834  cholesterol metabolic process biological _process
GO:0008645 0.064213 hexose transport biological_process
G0O:0008652 0.080306 amino acid biosynthetic process biological_process
GO:0009055 0.081653 electron carrier activity molecular_function
G0O:0009056 3.1646e-05  catabolic process biological_process
G0O:0009058 0.047895 biosynthetic process biological _process
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GO ID robust pval. normal pval. GO Name process type
G0:0009628 0.031313 response to abiotic stimulus biological_process
GO0:0015749 0.064213 monosaccharide transport biological_process
G00015758 0057344 glucose transport biological_process
G0O:0016042 6.2234e-05  lipid catabolic process biological _process
GO:0016114 0.057344 terpenoid biosynthetic process biological_process
G0:0016126 0.015479 sterol biosynthetic process biological_process
G00016298 0019357 hpase aCthlty molecular_function
G00016418 0057344 S-acetyltransferase aCthlty molecular_function
G0:0016631 0057344  Cnov-lacyl-camier-protein] - reduc-

tase activity
oxidoreductase activity, acting on
paired donors, with incorporation
or reduction of molecular oxygen
N 1 . 4 ’ molecular_function
GO:0016709 0.00076464 NADH or NADPH as one donor, reclert
and incorporation of one atom of
oxygen
G00016835 0091747 Cal"bon—oxygen lyase aCtIVIty molecular_function
G00016836 0057023 hydro-lyase a.Cthlty molecular_function
G00016840 0080306 Cal“bon—nitrogen lyase aCtIVIty molecular_function
GO OO 1 9 1 71 0 . 057344 3_hYdrOXyacyl_ [%Cyl-carrler-pr()teln] molecular_function
dehydratase activity
G0:0019318 0.026963 hexose metabolic process biological_process
G0:0030299 0.039649 intestinal cholesterol absorption biological_process
G0:0032269 0.077944 ~ Degative regulation of cellular pro-— =
tein metabolic process
G0:0032869 0.0028996 cellular response to insulin stimulus biological_process
GOOO42175 0030157 DUCIGar envelope_endoplasmic l“etiC— cellular_component
ulum,netgvork het; .
GOOO42450 0057344 aI_.gII.llne losynt etlc process via or- biological_process
nithine
GOOO43169 0021902 Cation blndlng molecular_function
GO:0043177 0.057344 organic acid binding nolecular_function
G0:0043227 0.03219 membrane-bounded organelle cellular_component
GOOO43229 0014828 intraceuulal" Org&neﬂe cellular_component

intracellular membrane-bounded or-

GO0043231

0-030157

60 ganelle

cellular_component
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GO ID robust pval. normal pval. GO Name process type
G0O:0044042 0.047895 glucan metabolic process biological _process
GOOO4424O 0057344 multlceHUIar Organlsmal hpld biological_process

catabolic process
GOOO44241 00032335 llpld dlgestlon biological_process
G0:0044248 0.0093903 cellular catabolic process biological_process
G0:0044249 0.034219 cellular biosynthetic process biological _process
G0:0044432 0.023235 endoplasmic reticulum part cellular_component
GOOO46165 0089578 alCOhOl biosynthetic proceSS biological_process
GOOO46470 0068522 phosphatldlehOhne metabOhC pI“O— biological_process
cess
GOOO46914 0057344 tI‘anSitiOH metal ion blndlng molecular_function
GOOO48002 0018625 antlgen. proceS.SIHg and presentatlon biological_process
of peptide antigen
GO:0050662 0.057344 coenzyme binding nolecular_function
GO:0050667 0.057344 homocysteine metabolic process biological_process
GOOO51248 0091747 negatlve, regU1atlon Of prOteln biological_process
metabolic process
GO0:0051258 0.091534 protein polymerization biological_process
Rat obesity
Intersect:
GOOOO5488 00040334 251846-05 blndlng molecular_function
GOOOO5515 00040334 000020715 proteln blndlng molecular_function
GOOOO5622 00057218 500246-06 intra(jeuular cellular_component
GOOOO5623 00013386 143956—06 Cell cellular_component
GOOOO5737 0013155 301326—06 Cytoplasm cellular_component
G0O:0005996 0.032849 0.018653 monosaccharide metabolic process biological_process
G0O:0006006 0.015818 0.0096188 glucose metabolic process biological_process
G00008152 003209 110476—05 metabolic pI“OCGSS biological_process
G00009987 0030044 104626-05 Cellular pI"OCGSS biological_process
G0:0019318 0.031394 0.016118 hexose metabolic process biological_process
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GO ID robust pval. normal pval. GO Name process type
GO:0032787  0.013155  0.00070822 momocarboxylic acid metabolic pro-—
cess
G0:0044424  0.0049752 1.4395e-06  intracellular part cellular_component
GOOO44464 00013386 143956-06 Cel]. part cellular_component
GO:0050794 0.041882 9.5471e-05  regulation of cellular process biological _process
Differences:
GOOOOOOO3 0091011 l“eproduction biological_process
GOOOOO267 0023063 Ceu fraction cellular_component
GOOOOO323 0.0059477 lytIC vacuole cellular_component
G0O:0001501 0.010074 skeletal system development biological_process
G00001503 0022761 Ossiﬁcation biological_process
G00001726 0083962 I'ufﬂe cellular_component
G00001775 0013549 Cell activation biological_process
G00001794 0.013549 type IIa hypersenSIUVlty biological_process
G00001796 0013549 zl[‘te}%ujlatlon Of type I:[a hypersenSItlv_ biological_process
G00001798 0013549 pOSItlve. ?e.gulatlon Of type IIa hy_ biological_process
persensitivity
G00001802 00071134 type 11T hypersenSItIVIty biological_process
GO:0001803 0.0071134 fygumon of type Il hypersensitiv- = e
G00001805 00071134 pOSIFlYe. regUIatlon Of type III hyper_ biological_process
sensitivity
GO:0001810 0.013549 regulation of type I hypersensitivity viotogical_process
G00001812 00071134 pOSlFIYe. regUIatlon Of type I hyper_ biological_process
sensitivity
GO0:0001816 0.0014324 cytokine production biological_process
GO:0001817 0.0028419  regulation of cytokine production biological _process
G0O:0001894 0.0071134 tissue homeostasis biological_process
G0:0002250 0.059205 adaptive immune response biological_process
GOOOO2252 0013023 immune effeCtOI‘ pI“OCGSS biological_process
G0O:0002274 8.0938e-05  myeloid leukocyte activation biological_process
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GO ID robust pval. normal pval. GO Name process type
GO0:0002367 0.002002  CYtokine production during immune
response q . .

GO 0002438 0031401 :Icllllteenll(l;l S?‘i?ln?lll?lsory response © biological_process
G0:0002440 0.00081624 ~ Production of molecular mediator of -
' ' immune response gy
G00002443 0015369 1eukocyte mediated lmmunlty biological_process
G0:0002444 0.0087171 E{;lmd leukocyte mediated immu-
G0O:0002445 0.013549 type II hypersensitivity biological_process
G0:0002448 0.065241 mast cell mediated immunity biological_process
G0:0002449 0.052343 lymphocyte mediated immunity biological _process

adaptive immune response based on
p P
somatic recombination of immune
G00002460 0059205 receptors bullt from immunoglobu— biological_process
lintsuperfamily ‘domaiéls ot
) antigen processing and presentation
GOOOO2495 0077624 Of peptlde antigen Via MHC ClaSS II biological_process
GOOOO2524 0.031401 hypersenSItIVIty biological_process
G0:0002526 0.00046634  acute inflammatory response biological_process
GOOOO2673 001243 Zlet)ilrlj:etlon Of acute lnﬂammatory res biological_process
NS lati ¢ flam.
GO:0002675 0.002002 fnoastlg;erzziﬁ:m of acute Iflam- @ @ e rocess
G0:0002682 0.015369  resulation of immune system pro-
cess | ] ]
GO:0002683 0.013549 ?siagjoecégsgulamon of Immune sys- @ e
G0:0002684 0.02469 ~ Positive regulation of immune sys-
tem process
G0:0002694 0.026112 regulation of leukocyte activation biological _process
G0:0002695 0.031796 i{egi_tlve regulation of leukocyte ac- o
ivation )
GO:0002697 0.00093293 regulation of immune effector pro-
cess
5 lati fi foc
G0:0002699 0.050993 ff;zecg;gu ation ot immune effec- - ocess
G0:0002700 0.00015552  "egulation of production of molecu-——
lar mediator of immune response
positive regulation of production of
G0O:0002702 0.052735 molecular mediator of iImmune re- viological_process
03 sponlset. f leukocyt diated
G0:0002703 0.0017097 oWALIon Ob JCUROCYRE HCAALEE el process
immunity ]  louk
G0:0002705 0.022911  Positive regulation of leukocyte me-

diated immunity
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GO ID robust pval. normal pval. GO Name process type
G0:0002706 0.0090308  "eeulation of lymphocyte mediated =
immunity i . b
GOOOO2708 0022911 pOSIt.;lve regu atl.on © ymp Ocyte biological_process
mediated 1mfmun1t ) '
G0:0002712 0.00093293 fl‘;g;latlono B cell mediated immu- e
G0:0002714 0.0029588  Positive regulation of B cell medi-—
atedllmmum%y . duct
GOOOO2718 00011475 regl,l atl,on © Cyto e pro UCtlon biological_process
dunrllg }mmufne é“eslgpnsq
G0:0002819 0.010656  ‘cetation of adaphive MMUNE Te- @ s
sponse lati ¢ adaptive i
G00002821 002061 pOSItlve regu ation of & ap tve - biological_process
mune response
regulation of adaptive immune re-
sponse based on somatic recombi-
G0O:0002822 0.010656 nation of immune receptors built viological_process
from immunoglobulin superfamily
domains ) ..
positive regulation of adaptive im-
mune response based on somatic re-
GOOOO2824 002061 Combination Of immune receptors biological_process
built from immunoglobulin super-
family domz}i_nsﬂ
G0:0002861 0.077624 ~ ‘eeulation of inflammatory response
to antigenic sltlmulusf ol
GOOOO2863 0031401 pOSltlve regu at,lon O 11’% ammatory biological_process
resp(l)nts.e to fz‘amt1gten_1cﬁstHnuh‘gs
G00002864 0031401 regu ation o E.ilcu ,eln ,amma Ory res biological_process
sponse to antigenic stimulus
positive regulation of acute inflam-
G0O:0002866 0.013549 matory response to antigenic stimu-  biological_process
lus
GO:0002883 0.031401 regulation of hypersensitivity biological_process
.. lati fh e
G0:0002885 0.013549 i(;smve regulation O hypersensitiv- @ oo
GO:0002886 0.0042053 ~ "eeulation of myeloid leukocyte me-
diated 1mm11f11t_y ¢ loid louk
GO:0002888 0.013549 ~ Positive regulation obmyeloid feuko- ..
cytelmgdlat%c_l 1mmunl‘iyb i "
G0:0002889 0.00093293  "eswlation of immunoglobulinmedi-—
ated ;mmunelre_sponsfe' oh
G0:0002891 0.0020588  Positive reguation of immunoglob-
64 OITiT flltbzk(;lalgfsltllllgllfil%lU%pls)élbg‘t‘
G00002892 0013549 fte;}%u ation yp yp FSeHsty biological_process
GOOOO2894 0013549 pOSI‘.;lYe. regUIatlon Of type II hyper_ biological _process
sensitivity
GOOOO3824 0028456 Catalytlc aCthlty molecular_function
GOOOO5215 0018653 transporter aCthlty molecular_function
GOOOO5319 000091731 llpld transporter aCtIVIty molecular_function
GOOOO5324 0013549 long_Chaln fatty aCld transporter ac molecular_function

tivity
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GO ID robust pval. normal pval. GO Name process type
G0:0005391 0.052735 ;Oa‘iieuggtl?vffjsmm’eXCh&ngmg AT eoter cncrion
GO:0005504 0.089091 fatty acid binding nolecular_function
GO:0005506 0.083045 iron ion binding nolecular_function
GO:0005576 3.3213e-08  extracellular region cellular_component
GO:0005615 8.0938e-05  extracellular space cellular_component
GO:0005764 0.0059477  lysosome cellular_component
GO:0005773 0.0091108  vacuole cellular_component
GO:0005783 0.0030661  endoplasmic reticulum cellular_component
GO:0005792 0.012203 microsome cellular_component
GO:0005886 0.089793 plasma membrane cellular_component
GO:0006066 0.00093293  cellular alcohol metabolic process biological_process
G0O:0006082 0.0023368 organic acid metabolic process biological _process
G0O:0006090 0.077624 pyruvate metabolic process biological_process
G0O:0006094 0.050993 gluconeogenesis biological _process
G0O:0006629 1.4629¢-05  lipid metabolic process biological_process
G0:0006631 0.0327 fatty acid metabolic process biological_process
G0O:0006643 0.077624 membrane lipid metabolic process — viotogical_process
G0O:0006644 0.042714 phospholipid metabolic process biological_process
GO:0006650 0.053642  8lyeerophospholipid metabolic pro- |
GO:0006656 0.0087171 Cg%igsg:;aﬁdykhdme PIOSYIPHEHIC | et prcess
G0:0006700 0.089793 srilg:{::rmd hormone  biosynthetic i sreces
GO:0006810 0.009203 transport biological_process
GO:0006869 0.00081624  lipid transport biological _process
G0:0006909 0.0062207  phagocytosis biological_process
GO:0006911 0.052735 phagocytosis, engulfment biological _process
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GO ID robust pval. normal pval. GO Name process type
G0:0006915 0.017935 apoptosis biological_process
G0O:0006950 0.003137 response to stress biological_process
G0O:0006952 7.4448e-05  defense response biological_process
G0O:0006954 1.2698e-05  inflammatory response biological _process
GO:0006955 0.051207 immune response biological_process
G0O:0006996 0.040046 organelle organization biological_process
GO:0007154 0.0087312  cell communication biological _process
GO:0007165 0.0076533 signal transduction biological_process
CO:0007275 0.01243 multicellular organismal develop- piotogieat process
GO:0007584 0.030377 ?égggnse to nutrient biological_process
GO:0007586 0.068809 digestion biological process
G0:0008191 0.04207 gjf:;loendompﬁdase mhibitor ac- e fcvin
G0O:0008202 0.0071134 steroid metabolic process biological _process
G0:0008219 0.022361 cell death biological process
G0:0008233 0.01817 peptidase activity nolecular_function
G0:0008289 0.063796 lipid binding nolecular_function
GO:0008610 0.03108 lipid biosynthetic process biological process
G0O:0009056 0.0045609 catabolic process biological_process
G0O:0009058 0.0030923 biosynthetic process biological _process
G0:0009266 0.068275 response to temperature stimulus biological_process
G0O:0009605 9.8153e-05  response to external stimulus biological_process
G0:0009611 6.2026e-05  response to wounding biological_process
G0:0009719 0.00081624  response to endogenous stimulus biological_process
GO:0009725 0.00028224  response to hormone stimulus biological_process
G0O:0009888 0.088247 tissue development biological_process
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GO ID robust pval. normal pval. GO Name process type
G0O:0009889 0.044421 regulation of biosynthetic process biological _process
G0:0009894 0.086638 regulation of catabolic process biological_process
GO:0009897 0.039858 external side of plasma membrane cellular_component
G0O:0009966 0.096366 regulation of signal transduction biological _process
G0:0009986 0.0076533  cell surface cellular_component
G0:0009991 0.033722 response to extracellular stimulus biological_process
G0:0010033 0.00074869  response to organic substance biological_process
G0:0010035 0.019462 response to inorganic substance biological_process
G0:0010522 0.01243 fﬁfflfyti?off calcium fon Transport o e
G0:0010524 0.065241 fr(:rilgjr trigl:;asﬁgsoolf caleium 100 et proess
GO:0010556 oriies  Tegulaton of macromolecale bos
GO:0010576 0.04207 metalloenzyme regulator activity nolecular_function
G0:0010646 0.09582 regulation of cell communication biological_process
GO:0010769 0.050022 ~ resulation of cell morphogenesis in-

volved in differentiation
G0:0010941 0.024302 regulation of cell death biological_process
G0:0010959 0.083225 regulation of metal ion transport biological _process
G0:0012501 0.018653 programmed cell death biological _process
G0:0014070 0.013549 response to organic cyclic substance viological_process
GO:0015245 0.022361 fatty acid transporter activity nolecular_function
GO:0015248 0.089793 sterol transporter activity molecular_function
GO:0015908 0.089793 fatty acid transport bielogical process
G0O:0015909 0.065241 long-chain fatty acid transport biological _process
G0O:0015914 0.015569 phospholipid transport biological_process
G0:0016020 0.0059385  membrane cellular_component
G0:0016042 0.036136 lipid catabolic process biological process
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GO ID robust pval. normal pval. GO Name process type
G0:0016043 0.00020237  cellular component organization biological_process
G00016064 0013549 lmmunoglObulln medlated tnme biological_process

response
G00016068 0013549 type I hypersenSItIVIty biological_process
GO0:0016125 0.056715 sterol metabolic process biological_process
G00016265 0022951 death biological_process
G00016491 00071134 OXidOl“edU.Ctase aCthlty molecular_function
G0:0016614 0.065241 ~ oxidoreductase activity, ‘acting on
CH-OH group of donors
oxidoreductase activity, acting on
G0O:0016616 0.059205 the CH-OH group of donors, NAD  notecutar_tunction
or NADP as acceptor
oxidoreductase activity, acting on
G00016705 00261 12 paired dODOI“S, Wlth inCOI‘pOI‘atiOD or molecular_function
reduction of molecular oxygen
oxidoreductase activity, acting on
paired donors, with incorporation
G00016712 004675 or reduCtlon.Of m()lecular O)Sygen’ molecular_function
reduced flavin or flavoprotein as
one donor, and incorporation of one
atom of oxygen
G00016787 0049722 hydrolase aCtIVIty molecular_function
GO:0017127 0.089793 cholesterol transporter activity molecular_function
G00017147 0031401 Wnt—proteln blndlng molecular_function
G0:0019216 0.056715 regulation of lipid metabolic process viotogical_process
GO:0019222 0.0052684  regulation of metabolic process biological_process
G00019319 0068809 heXOSG biosynthetic pl“OCGSS biological_process
G00019724 0013549 B Cell mediated lmmunlty biological_process
G0:0019752 0.0023026 carboxylic acid metabolic process biological_process
G00019763 0022361 lmmunoglobulln I‘eceptor aCtIVIty molecular_function
G00019864 0022361 IgG blndlng molecular_function
G00019865 0052735 lmmunoglobulln blndlng molecular_function
antigen processing and presentation
G0O:0019886 0.077624 of exogenous peptide antjgen via  biological_process
MHC class 11
Wmﬁ%ﬁs—ﬁmgmmmmm
GOOO22414 0086638 l"epI‘OduCtive pI‘OCGSS biological_process
GOOO22600 0028988 digestive SyStem prOCGSS biological_process
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GO ID robust pval. normal pval. GO Name process type
G0O:0022607 0.074674 cellular component assembly biological _process
G00022892 0058427 iS;]bStrate_speCIﬁc transporter aCtlv_ molecular_function
GOOO30017 0089421 sarcomere cellular_component
G00030018 0018653 Z diSC cellular_component
G00030100 0027632 l"egulation Of endOCytOSiS biological_process
G0:0030279 0.077624 negative regulation of ossification biological _process
GOOO30282 0007417 bone minerahzation biological_process
G0O:0030336 0.059205 negative regulation of cell migration violegical_process
G0:0031012 0.013549 extracellular matrix cellular_component
G00031099 00089813 l“egenel"ation biological_process
GO:0031100 0.0096861  organ regeneration biological _process
GOOO31214 0010656 biomineral forma,tion biological_process
C0O:0031323 0.002002 regulation of cellular metabolic pro- e

. . 10. oglca _process

cess

) regulation of cellular biosynthetic
GOOO31326 0042714 process biological_process
G0:0031347 0.0087171 regulation of defense response biological _process

) positive regulation of defense re-
GOOO31349 0042302 Sponse biological_process
GOOO31430 0022361 M band cellular_component
GOOO31667 0024276 reSpOHSG tO nutrient leVels biological_process
GOOO31672 0052735 A ba,nd cellular_component
GOOO31674 0031 152 I band cellular_component
CO:0032101 0.009203 regulation of response to external .

. . Stimulus . 1ological_process
G0:0032103 0.013549  Positiveregulation of responsetoex-—
' ' ternal stimulus e
G00032403 0086599 pI‘Otein COmpleX blndlng molecular_function
G0O:0032502 0.0014654  developmental process biological_process
G0:0032640 0.077624 tumor necrosis factor production biological _process
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GO ID robust pval. mnormal pval. GO Name process type
GO:0032680 0.077624 ~ "egulation of tumor necrosis factor
production
G0:0032762 0.0071134 mast cell cytokine production biological_process
CO-0032763 0.0071134 regulation of mast cell cytokine pro- .

’ ) duction ey
G0:0032844 0.0024515 regulation of homeostatic process biological_process
GOOO32846 00023026 pOSltlve regulatlon Of homeOStatlc biological_process

process
G0:0033003 0.052735 regulation of mast cell activation biological_process
G0:0033273 0.053642 response to vitamin biological_process
GOOO33700 0065241 phOSphthld efﬂux biological_process
GOOO34105 0042302 Ie)lcl)rs'llgijlve regulatlon Of tlssue remOd_ biological_process
G0:0034405 0.089793 response to fluid shear stress biological_process
GOOO35020 0065241 regulatlorl‘ Of Rac prOteln Slgnal biological_process
tran?dtuctlonf tokine bi theti
G0:0042035 0.050993 ' BWAION OL CYLORINE DIOSYILHCHC esicat process
process
G0:0042089 0.074074 cytokine biosynthetic process biological_process
GO0:0042107 0.074074 cytokine metabolic process biological _process
GO0:0042127 0.089091 regulation of cell proliferation biological_process
G0:0042221 1.2698e-05  response to chemical stimulus biological_process
GOOO42493 912536-05 response tO drug biological_process
antigen processing and presentation
G0O:0042590 0.013549 of exogenous peptide antigen via  biological_process
MHC class I
GOOO42592 00023026 homeostatic proceSS biological_process
G0:0042598 0.013549 vesicular fraction cellular_component
GOOO42981 0022951 regulation Of apOptOSiS biological_process
GOOO42995 0005855 CeH pl“OjeCtiOIl cellular_component
G0O:0043005 0.091329 neuron projection cellular_component
G0:0043066 0.041318 negative regulation of apoptosis biological_process
G0O:0043067 0.024091 regulation of programmed cell death  viotogical_process
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GO ID robust pval. normal pval. GO Name process type
CO-0043069 0.041318 negative regulation of programmed o
' ' cell death TR pacess
GOOO43169 0071747 Cation blndlng molecular_function
G0:0043170 0.069775 macromolecule metabolic process biological_process
GOOO43227 954716—05 membrane—bounded Organeﬂe cellular_component
G0:0043229 1.7021e-05 intracellular organelle cellular_component
G0:0043231 9.3512¢.05 ntracellularmembrane-boundedor-—
ganelle
G0:0043269 0.094946 regulation of ion transport biological_process
G0O:0043270 0.093137 positive regulation of ion transport  wiotogical_process
G0:0043299 0.089793 leukocyte degranulation biological _process
G0:0043300 0.04207 Efiﬂa“on of leukocyte degranula- @ e
G0:0043303 0.065241 mast cell degranulation biological_process
GOOO43304 004207 i‘leogrllllatlon Of maSt Cell degranula_ biological_process
GOOO43434 0052735 fi:ponse to peptlde hormone Stlmu_ biological_process
G0:0044237 0.00081624  cellular metabolic process biological_process
G0:0044238 0.00027216  primary metabolic process biological _process
GOOO44248 0096366 Cellular Catabolic proceSS biological_process
G0:0044249 0.0025277  cellular biosynthetic process biological_process
G0:0044255 6.2026e-05  cellular lipid metabolic process biological_process
GOOO44262 0072789 Cellular CarbOhydrate meta’bOhC biological_process
process
G0:0044421 3.0132e-06  extracellular region part cellular_component
GOOO44425 00091108 membrane pal"t cellular_component
GOOO44444 809386—05 Cytoplasmic pal"t cellular_component
G0:0044459 0.024698 plasma membrane part cellular_component
GOOO45321 0086638 leukocyte activation biological_process
GOOO45453 0012985 bone reSOI“ption biological_process
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GO ID robust pval. normal pval. GO Name process type
GOOO45576 00015398 mast CeH activation biological_process
GOOO45780 004207 'E).OSltlve regUIatlon Of bone resorp_ biological_process

ion
G0:0045807 0.022911 positive regulation of endocytosis biological_process
CO-0046364 0.089091 monosaccharide biosynthetic pro- .
. . 1ological_process
cess
CO-0046470 0.018182 phosphatidylcholine metabolic pro- .
. . 1ological_process
cess
GOOO46474 0064695 glycerophosphthid biosynthetic biological_process
process -
G0O:0046486 0.039858 glycerolipid metabolic process biological process
GOOO46849 00049973 bone remodeling biological_process
G0:0046852 0.028988 ?noglt”e regulation of bone remodel-
G0:0046914 0.070471 transition metal ion binding molecular_function
GOOO48468 0044421 Cell development biological_process
GOOO48513 00327 Ol‘gan deVelOpment biological_process
GOOO48522 0036074 pOSitive regulation Of Cellular pI‘O— biological_process
cess
G0:0048523 0.00057217  Regative regulation of cellular pro- =
cess
GO-0048545 0.035873 response to steroid hormone stimu- Cotericns

. . lus iological_process
GO:0048551 0.04207 metalloenzyme inhibitor activity molecular_function
G0:0048583 0.0034247 regulation of response to stimulus biological_process
GOOO48584 002007 pOSitive regUIation Of response tO biological_process

stimulus )
CO:0048585 0.047354 negative regulation of response to .

. . Stimulus 1ological_process
G0O:0048679 0.022361 regulation of axon regeneration biological _process
GOOO48731 0013549 SyStem development biological_process
GOOO48771 00046586 tissue I‘emodeling biological_process
G0O:0048856 0.019671 anatomical structure development biological_process
G0O:0048869 0.077624 cellular developmental process biological_process
GOOO48871 00071134 rr‘lultlcell.lllar Organlsmal homeOSta_ biological_process

S1S
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GO ID robust pval. normal pval. GO Name process type
G0O:0048872 0.016118 homeostasis of number of cells biological_process
GO:0050727 0.017856 regulation of inflammatory response  biologicai_process
GOOO50729 0018182 pOSltlve regU1atlon Of lnﬂammatory biological_process

response
GO:0050764 0.00081624  regulation of phagocytosis biological process
GO:0050766 0.0071134  positive regulation of phagocytosis  viotogical_process
GO:0050776 0.00070822  regulation of immune response biological _process
G0:0050778 0.013549 ~ Positive regulation of immune re-
sponse
GO:0050793 0.093261 regulation of developmental process viotogical_process
GOOO50865 0029924 l“egulation Of Cell activation biological_process
GO:0050866 0.039858 negative regulation of cell activation viological_process
G0O:0050892 0.089793 intestinal absorption biological_process
G00050896 000020981 response tO Stimulus biological_process
G0:0050994 0.052735 regulation of lipid catabolic process viotogical_process
G0:0051049 0.0054944  regulation of transport biological_process
G0O:0051050 0.0080584 positive regulation of transport biological_process
GOOO51093 0012203 negatlve regulatlon Of developmen_ biological_process
tal plrogess ¢ eellul
GO:0051128 0.015369  ‘ceuation of cellular Component or=— = e
gan'lz'atlon ] ¢ collul
G0:0051130 0.013549 ~ Positive regulation of cellular com-—
ponent organization
GO:0051234 0.0096481 establishment of localization biological_process
GO:0051271 0.077624 negative regulation of cell motion biological_process
GOOO55066 0074346 di_’ tri_v.alent inorganic Cation biological_process
homeostasis
GOOO55080 0047726 Cation homeostasis biological_process
GO0:0055114 0.0054944 oxidation reduction biological_process
G0:0060249 0.04207 anatomical structure homeostasis biological process
G0:0060255 0.0030089  ‘egulation of - macromolecule

metabolic process
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GO ID robust pval. normal pval. GO Name process type
G0O:0060284 0.042302 regulation of cell development biological _process
G0:0060341 0.036136 regulation of cellular localization biological_process
GOOO60348 0022761 bone development biological_process
G0:0060401 0.028988 cytosolic calcium ion transport biological _process
G0O:0060402 0.028988 calcium ion transport into cytosol biological_process
GO0:0060548 0.041318 negative regulation of cell death biological_process
GO 00700 ]. 1 0 . 039858 pep.tldase. a,Ctlv%ty, aCtlng on L_ molecular_function
amuio acid I%eptldes o

GOOO70570 0022361 regu atl.on of neuron prOJeCtlon e biological_process
genelratt_lon f pri taboli

G0:0080090 0.0045609 | oMM OF DIUHALY HICWABORC - cetcat_process
process

G0:0080134 0.018653 regulation of response to stress biological _process

Table 0.1: Table of GO terms and their p-values, shared by the methods or differing
between methods
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