
Names total elements
HFD BP ND BP 417 cellular amino acid biosynthe;c process (GO:0008652)

anterograde trans-synap;c signaling (GO:0098916)
immune system process (GO:0002376)
organelle membrane fusion (GO:0090174)
protein import into nucleus (GO:0006606)
regula;on of anatomical structure size (GO:0090066)
nucleo;de-sugar metabolic process (GO:0009225)
organic acid biosynthe;c process (GO:0016053)
nuclear transport (GO:0051169)
leukocyte mediated immunity (GO:0002443)
regula;on of ac;n polymeriza;on or depolymeriza;on (GO:0008064)
carbohydrate deriva;ve biosynthe;c process (GO:1901137)
regula;on of ac;n filament polymeriza;on (GO:0030833)
regula;on of microtubule cytoskeleton organiza;on (GO:0070507)
cellular protein metabolic process (GO:0044267)
G protein-coupled receptor signaling pathway (GO:0007186)
macromolecule localiza;on (GO:0033036)
pigment metabolic process (GO:0042440)
nucleobase-containing compound catabolic process (GO:0034655)
rRNA metabolic process (GO:0016072)
ubiqui;n-dependent protein catabolic process (GO:0006511)
macromolecule metabolic process (GO:0043170)
small molecule biosynthe;c process (GO:0044283)
cellular protein localiza;on (GO:0034613)
nitrogen compound transport (GO:0071705)
nega;ve regula;on of RNA biosynthe;c process (GO:1902679)
posi;ve regula;on of cellular amide metabolic process (GO:0034250)
protein-containing complex assembly (GO:0065003)
nucleo;de-sugar biosynthe;c process (GO:0009226)
organic substance transport (GO:0071702)
regula;on of protein polymeriza;on (GO:0032271)
cellular nitrogen compound biosynthe;c process (GO:0044271)
purine ribonucleo;de metabolic process (GO:0009150)
nega;ve regula;on of transcrip;on, DNA-templated (GO:0045892)
organonitrogen compound metabolic process (GO:1901564)
anion transport (GO:0006820)
cellular component organiza;on or biogenesis (GO:0071840)
transla;on (GO:0006412)
nucleobase-containing compound transport (GO:0015931)
heme metabolic process (GO:0042168)
carbohydrate deriva;ve metabolic process (GO:1901135)
posi;ve regula;on of immune system process (GO:0002684)
protein folding (GO:0006457)
matura;on of SSU-rRNA (GO:0030490)
ribonucleoprotein complex localiza;on (GO:0071166)
male gamete genera;on (GO:0048232)
regula;on of RNA biosynthe;c process (GO:2001141)
endoplasmic re;culum organiza;on (GO:0007029)
matura;on of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA) (GO:0000463)
cellular nitrogen compound catabolic process (GO:0044270)
regula;on of cellular component size (GO:0032535)
chemical synap;c transmission (GO:0007268)
electron transport chain (GO:0022900)
nucleic acid-templated transcrip;on (GO:0097659)
immune response-ac;va;ng signal transduc;on (GO:0002757)
innate immune response (GO:0045087)
germ cell development (GO:0007281)
cyclic-nucleo;de-mediated signaling (GO:0019935)
regula;on of immune response (GO:0050776)
proteolysis involved in cellular protein catabolic process (GO:0051603)
regula;on of cell ac;va;on (GO:0050865)
mul;-organism process (GO:0051704)
intracellular protein transport (GO:0006886)
cellular macromolecule catabolic process (GO:0044265)
biological_process (GO:0008150)
response to lipopolysaccharide (GO:0032496)
response to topologically incorrect protein (GO:0035966)
regula;on of vesicle-mediated transport (GO:0060627)
cell communica;on (GO:0007154)
regula;on of supramolecular fiber organiza;on (GO:1902903)
posi;ve regula;on of cell ac;va;on (GO:0050867)
cellular aroma;c compound metabolic process (GO:0006725)
defense response to bacterium (GO:0042742)
regula;on of endocytosis (GO:0030100)
Unclassified (UNCLASSIFIED)
cellular respira;on (GO:0045333)
pos^ranscrip;onal regula;on of gene expression (GO:0010608)
ac;n polymeriza;on or depolymeriza;on (GO:0008154)
regula;on of mRNA metabolic process (GO:1903311)
gene expression (GO:0010467)
pep;de transport (GO:0015833)
purine nucleo;de metabolic process (GO:0006163)
ribonucleoprotein complex biogenesis (GO:0022613)
cell-cell signaling (GO:0007267)
pyrimidine nucleobase metabolic process (GO:0006206)
protein localiza;on (GO:0008104)
regula;on of transcrip;on ini;a;on from RNA polymerase II promoter (GO:0060260)
aroma;c compound catabolic process (GO:0019439)
ATP synthesis coupled proton transport (GO:0015986)
ATP biosynthe;c process (GO:0006754)
purine nucleoside triphosphate metabolic process (GO:0009144)
primary metabolic process (GO:0044238)
protein metabolic process (GO:0019538)
biosynthe;c process (GO:0009058)
organic substance biosynthe;c process (GO:1901576)
cellular component disassembly (GO:0022411)
cellular nitrogen compound metabolic process (GO:0034641)
modifica;on-dependent macromolecule catabolic process (GO:0043632)
ribosomal large subunit biogenesis (GO:0042273)
regula;on of mRNA processing (GO:0050684)
RNA transport (GO:0050658)
synap;c signaling (GO:0099536)
response to molecule of bacterial origin (GO:0002237)
posi;ve regula;on of response to s;mulus (GO:0048584)
proteasomal protein catabolic process (GO:0010498)
posi;ve regula;on of cellular component biogenesis (GO:0044089)
ribosomal small subunit biogenesis (GO:0042274)
regula;on of leukocyte ac;va;on (GO:0002694)
posi;ve regula;on of biological process (GO:0048518)
establishment of RNA localiza;on (GO:0051236)
RNA splicing, via transesterifica;on reac;ons with bulged adenosine as nucleophile (GO:0000377)
humoral immune response (GO:0006959)
pep;de metabolic process (GO:0006518)
regula;on of mRNA splicing, via spliceosome (GO:0048024)
posi;ve regula;on of lymphocyte ac;va;on (GO:0051251)
an;gen receptor-mediated signaling pathway (GO:0050851)
ribonucleo;de biosynthe;c process (GO:0009260)
protein targe;ng to ER (GO:0045047)
pa^ern specifica;on process (GO:0007389)
immune response (GO:0006955)
regula;on of response to s;mulus (GO:0048583)
purine ribonucleoside triphosphate biosynthe;c process (GO:0009206)
response to external bio;c s;mulus (GO:0043207)
ncRNA processing (GO:0034470)
nucleoside triphosphate metabolic process (GO:0009141)
retrograde vesicle-mediated transport, Golgi to endoplasmic re;culum (GO:0006890)
nucleobase-containing compound metabolic process (GO:0006139)
adenylate cyclase-ac;va;ng G protein-coupled receptor signaling pathway (GO:0007189)
ribosome biogenesis (GO:0042254)
mRNA processing (GO:0006397)
cofactor biosynthe;c process (GO:0051188)
regula;on of cellular component biogenesis (GO:0044087)
response to external s;mulus (GO:0009605)
drug metabolic process (GO:0017144)
posi;ve regula;on of supramolecular fiber organiza;on (GO:1902905)
regula;on of RNA polymerase II transcrip;onal preini;a;on complex assembly (GO:0045898)
RNA biosynthe;c process (GO:0032774)
posi;ve regula;on of ac;n filament polymeriza;on (GO:0030838)
cytosolic transport (GO:0016482)
ncRNA metabolic process (GO:0034660)
mul;-organism reproduc;ve process (GO:0044703)
protein polymeriza;on (GO:0051258)
cellular catabolic process (GO:0044248)
NLS-bearing protein import into nucleus (GO:0006607)
cellular component assembly (GO:0022607)
potassium ion transmembrane transport (GO:0071805)
regula;on of ac;n filament organiza;on (GO:0110053)
alpha-amino acid metabolic process (GO:1901605)
cellular component organiza;on (GO:0016043)
macromolecule catabolic process (GO:0009057)
ATP metabolic process (GO:0046034)
modifica;on-dependent protein catabolic process (GO:0019941)
phagocytosis (GO:0006909)
response to s;mulus (GO:0050896)
Ras protein signal transduc;on (GO:0007265)
retrograde transport, endosome to Golgi (GO:0042147)
endomembrane system organiza;on (GO:0010256)
response to unfolded protein (GO:0006986)
detec;on of s;mulus (GO:0051606)
regula;on of cellular component organiza;on (GO:0051128)
regula;on of cytoskeleton organiza;on (GO:0051493)
response to organonitrogen compound (GO:0010243)
ribonucleoprotein complex export from nucleus (GO:0071426)
ribonucleoside triphosphate metabolic process (GO:0009199)
oxida;on-reduc;on process (GO:0055114)
developmental process (GO:0032502)
system process (GO:0003008)
heterocycle catabolic process (GO:0046700)
regula;on of protein complex assembly (GO:0043254)
mul;vesicular body sor;ng pathway (GO:0071985)
cytoskeleton organiza;on (GO:0007010)
fa^y acid catabolic process (GO:0009062)
leukocyte ac;va;on (GO:0045321)
transcrip;on, DNA-templated (GO:0006351)
regula;on of macromolecule biosynthe;c process (GO:0010556)
organelle fusion (GO:0048284)
organelle assembly (GO:0070925)
regula;on of receptor signaling pathway via STAT (GO:1904892)
Golgi vesicle transport (GO:0048193)
regula;on of biological process (GO:0050789)
purine-containing compound metabolic process (GO:0072521)
COPII-coated vesicle budding (GO:0090114)
ribose phosphate biosynthe;c process (GO:0046390)
response to toxic substance (GO:0009636)
response to reac;ve oxygen species (GO:0000302)
carboxylic acid catabolic process (GO:0046395)
posi;ve regula;on of RNA polymerase II transcrip;onal preini;a;on complex assembly (GO:0045899)
ac;n filament organiza;on (GO:0007015)
posi;ve regula;on of protein complex assembly (GO:0031334)
spermatogenesis (GO:0007283)
cellular process involved in reproduc;on in mul;cellular organism (GO:0022412)
genera;on of precursor metabolites and energy (GO:0006091)
RNA catabolic process (GO:0006401)
mitochondrial ATP synthesis coupled electron transport (GO:0042775)
cellular metabolic process (GO:0044237)
cellular macromolecule localiza;on (GO:0070727)
protein localiza;on to nucleus (GO:0034504)
protein targe;ng (GO:0006605)
B cell ac;va;on (GO:0042113)
aerobic respira;on (GO:0009060)
sensory percep;on (GO:0007600)
cellular response to lipopolysaccharide (GO:0071222)
adap;ve immune response (GO:0002250)
endoplasmic re;culum to Golgi vesicle-mediated transport (GO:0006888)
organic substance metabolic process (GO:0071704)
protein transport (GO:0015031)
posi;ve regula;on of organelle organiza;on (GO:0010638)
regula;on of transcrip;on by RNA polymerase II (GO:0006357)
cellular response to oxida;ve stress (GO:0034599)
response to oxida;ve stress (GO:0006979)
inflammatory response (GO:0006954)
complement ac;va;on (GO:0006956)
cellular response to molecule of bacterial origin (GO:0071219)
small GTPase mediated signal transduc;on (GO:0007264)
mRNA splicing, via spliceosome (GO:0000398)
regula;on of cellular macromolecule biosynthe;c process (GO:2000112)
cellular macromolecule metabolic process (GO:0044260)
ac;va;on of adenylate cyclase ac;vity (GO:0007190)
cellular biosynthe;c process (GO:0044249)
glycoly;c process (GO:0006096)
purine nucleoside triphosphate biosynthe;c process (GO:0009145)
posi;ve regula;on of cytosolic calcium ion concentra;on (GO:0007204)
establishment of localiza;on in cell (GO:0051649)
amide biosynthe;c process (GO:0043604)
purine nucleo;de biosynthe;c process (GO:0006164)
cytoplasmic transla;on (GO:0002181)
alterna;ve mRNA splicing, via spliceosome (GO:0000380)
cellular process (GO:0009987)
oxida;ve phosphoryla;on (GO:0006119)
regula;on of signal transduc;on (GO:0009966)
ribose phosphate metabolic process (GO:0019693)
regula;on of ac;n filament-based process (GO:0032970)
B cell receptor signaling pathway (GO:0050853)
nervous system process (GO:0050877)
phosphate-containing compound metabolic process (GO:0006796)
protein localiza;on to endoplasmic re;culum (GO:0070972)
nuclear export (GO:0051168)
matura;on of LSU-rRNA (GO:0000470)
RNA splicing (GO:0008380)
protein localiza;on to organelle (GO:0033365)
transport (GO:0006810)
nucleoside monophosphate metabolic process (GO:0009123)
immune response-ac;va;ng cell surface receptor signaling pathway (GO:0002429)
tetrapyrrole metabolic process (GO:0033013)
purine ribonucleoside triphosphate metabolic process (GO:0009205)
posi;ve regula;on of immune response (GO:0050778)
transla;onal ini;a;on (GO:0006413)
purine-containing compound biosynthe;c process (GO:0072522)
nucleo;de phosphoryla;on (GO:0046939)
RNA localiza;on (GO:0006403)
cellular modified amino acid metabolic process (GO:0006575)
nitrogen compound metabolic process (GO:0006807)
regula;on of receptor signaling pathway via JAK-STAT (GO:0046425)
carboxylic acid biosynthe;c process (GO:0046394)
cell fate commitment (GO:0045165)
organic acid catabolic process (GO:0016054)
cellular response to stress (GO:0033554)
mRNA metabolic process (GO:0016071)
vesicle-mediated transport (GO:0016192)
catabolic process (GO:0009056)
second-messenger-mediated signaling (GO:0019932)
biological regula;on (GO:0065007)
response to bio;c s;mulus (GO:0009607)
immune effector process (GO:0002252)
supramolecular fiber organiza;on (GO:0097435)
organic hydroxy compound metabolic process (GO:1901615)
energy coupled proton transport, down electrochemical gradient (GO:0015985)
adap;ve immune response based on soma;c recombina;on of immune receptors built from immunoglobulin superfamily domains (GO:0002460)
vacuolar transport (GO:0007034)
signal transduc;on (GO:0007165)
intra-Golgi vesicle-mediated transport (GO:0006891)
cellular localiza;on (GO:0051641)
regula;on of cellular process (GO:0050794)
lymphocyte mediated immunity (GO:0002449)
potassium ion transport (GO:0006813)
organonitrogen compound catabolic process (GO:1901565)
organic cyclic compound metabolic process (GO:1901360)
anatomical structure development (GO:0048856)
organonitrogen compound biosynthe;c process (GO:1901566)
cofactor metabolic process (GO:0051186)
nucleoside triphosphate biosynthe;c process (GO:0009142)
cellular amino acid metabolic process (GO:0006520)
cellular response to unfolded protein (GO:0034620)
ac;n filament-based process (GO:0030029)
sperma;d development (GO:0007286)
proton transmembrane transport (GO:1902600)
carboxylic acid metabolic process (GO:0019752)
organophosphate biosynthe;c process (GO:0090407)
DNA-templated transcrip;on, ini;a;on (GO:0006352)
establishment of protein localiza;on to organelle (GO:0072594)
response to inorganic substance (GO:0010035)
establishment of protein localiza;on (GO:0045184)
organelle localiza;on (GO:0051640)
cellular response to s;mulus (GO:0051716)
purine ribonucleo;de biosynthe;c process (GO:0009152)
RNA splicing, via transesterifica;on reac;ons (GO:0000375)
small molecule catabolic process (GO:0044282)
posi;ve regula;on of transcrip;on ini;a;on from RNA polymerase II promoter (GO:0060261)
transcrip;on by RNA polymerase II (GO:0006366)
immunoglobulin mediated immune response (GO:0016064)
nucleoside phosphate metabolic process (GO:0006753)
microtubule-based process (GO:0007017)
ac;n cytoskeleton organiza;on (GO:0030036)
rRNA processing (GO:0006364)
proteolysis (GO:0006508)
organelle organiza;on (GO:0006996)
metabolic process (GO:0008152)
organic anion transport (GO:0015711)
mitochondrion organiza;on (GO:0007005)
protein stabiliza;on (GO:0050821)
posi;ve regula;on of cytoskeleton organiza;on (GO:0051495)
chaperone-mediated protein folding (GO:0061077)
response to endoplasmic re;culum stress (GO:0034976)
nucleobase metabolic process (GO:0009112)
membrane fusion (GO:0061025)
nucleo;de metabolic process (GO:0009117)
heme biosynthe;c process (GO:0006783)
transla;onal elonga;on (GO:0006414)
protein export from nucleus (GO:0006611)
organic acid metabolic process (GO:0006082)
pep;de biosynthe;c process (GO:0043043)
regula;on of cytosolic calcium ion concentra;on (GO:0051480)
regula;on of protein stability (GO:0031647)
ac;n filament polymeriza;on (GO:0030041)
cellular amide metabolic process (GO:0043603)
regula;on of cellular amide metabolic process (GO:0034248)
localiza;on (GO:0051179)
regula;on of transcrip;on, DNA-templated (GO:0006355)
phosphorus metabolic process (GO:0006793)
ion transport (GO:0006811)
RNA processing (GO:0006396)
import into nucleus (GO:0051170)
G protein-coupled receptor signaling pathway, coupled to cyclic nucleo;de second messenger (GO:0007187)
response to other organism (GO:0051707)
protein-containing complex disassembly (GO:0032984)
regula;on of DNA-templated transcrip;on, ini;a;on (GO:2000142)
trans-synap;c signaling (GO:0099537)
sensory percep;on of chemical s;mulus (GO:0007606)
regula;on of organelle organiza;on (GO:0033043)
protein-containing complex subunit organiza;on (GO:0043933)
vesicle fusion (GO:0006906)
small molecule metabolic process (GO:0044281)
nega;ve regula;on of nucleic acid-templated transcrip;on (GO:1903507)
ribonucleoprotein complex subunit organiza;on (GO:0071826)
monocarboxylic acid metabolic process (GO:0032787)
Golgi vesicle budding (GO:0048194)
porphyrin-containing compound metabolic process (GO:0006778)
cellular component biogenesis (GO:0044085)
cellular response to bio;c s;mulus (GO:0071216)
posi;ve regula;on of leukocyte ac;va;on (GO:0002696)
regula;on of transla;on (GO:0006417)
mul;cellular organismal process (GO:0032501)
regula;on of ac;n cytoskeleton organiza;on (GO:0032956)
cell surface receptor signaling pathway (GO:0007166)
immune response-regula;ng cell surface receptor signaling pathway (GO:0002768)
nucleo;de biosynthe;c process (GO:0009165)
endosome transport via mul;vesicular body sor;ng pathway (GO:0032509)
organic substance catabolic process (GO:1901575)
regula;on of microtubule-based process (GO:0032886)
cellular protein-containing complex assembly (GO:0034622)
sulfur compound metabolic process (GO:0006790)
ribonucleoprotein complex assembly (GO:0022618)
protein catabolic process (GO:0030163)
posi;ve regula;on of DNA-templated transcrip;on, ini;a;on (GO:2000144)
posi;ve regula;on of cellular component organiza;on (GO:0051130)
RNA export from nucleus (GO:0006405)
tricarboxylic acid cycle (GO:0006099)
regula;on of alterna;ve mRNA splicing, via spliceosome (GO:0000381)
energy deriva;on by oxida;on of organic compounds (GO:0015980)
ATP synthesis coupled electron transport (GO:0042773)
respiratory electron transport chain (GO:0022904)
proteasome-mediated ubiqui;n-dependent protein catabolic process (GO:0043161)
ribosomal large subunit assembly (GO:0000027)
ribonucleoside triphosphate biosynthe;c process (GO:0009201)
regula;on of membrane poten;al (GO:0042391)
nucleic acid transport (GO:0050657)
metal ion transport (GO:0030001)
nucleocytoplasmic transport (GO:0006913)
protein import (GO:0017038)
amide transport (GO:0042886)
establishment of protein localiza;on to endoplasmic re;culum (GO:0072599)
regula;on of lymphocyte ac;va;on (GO:0051249)
regula;on of nucleic acid-templated transcrip;on (GO:1903506)
cellular protein complex disassembly (GO:0043624)
cell ac;va;on (GO:0001775)
posi;ve regula;on of transla;on (GO:0045727)
posi;ve regula;on of protein polymeriza;on (GO:0032273)
pre-replica;ve complex assembly involved in nuclear cell cycle DNA replica;on (GO:0006267)
defense response (GO:0006952)
immune response-regula;ng signaling pathway (GO:0002764)
intracellular transport (GO:0046907)
transcrip;on ini;a;on from RNA polymerase II promoter (GO:0006367)
cellular response to topologically incorrect protein (GO:0035967)
cellular protein catabolic process (GO:0044257)
organic cyclic compound catabolic process (GO:1901361)
response to bacterium (GO:0009617)
regula;on of RNA splicing (GO:0043484)
ac;va;on of immune response (GO:0002253)
regula;on of ac;n filament length (GO:0030832)
mRNA cis splicing, via spliceosome (GO:0045292)
establishment of localiza;on (GO:0051234)
heterocycle metabolic process (GO:0046483)
nucleobase-containing small molecule metabolic process (GO:0055086)
regula;on of immune system process (GO:0002682)
reac;ve oxygen species metabolic process (GO:0072593)
lymphocyte ac;va;on (GO:0046649)
defense response to other organism (GO:0098542)
nucleoside phosphate biosynthe;c process (GO:1901293)
organophosphate metabolic process (GO:0019637)
endosomal transport (GO:0016197)
Arp2/3 complex-mediated ac;n nuclea;on (GO:0034314)
an;microbial humoral immune response mediated by an;microbial pep;de (GO:0061844)
signaling (GO:0023052)
ERAD pathway (GO:0036503)
ribonucleo;de metabolic process (GO:0009259)
oxoacid metabolic process (GO:0043436)

ND BP 69 ribosome localiza;on (GO:0033750)
nega;ve regula;on of biosynthe;c process (GO:0009890)
mito;c cell cycle process (GO:1903047)
mul;cellular organism development (GO:0007275)
meio;c cell cycle (GO:0051321)
mRNA transport (GO:0051028)
regula;on of cAMP-mediated signaling (GO:0043949)
posi;ve regula;on of transcrip;on, DNA-templated (GO:0045893)
vesicle targe;ng, trans-Golgi to periciliary membrane compartment (GO:0097712)
protein localiza;on to cilium (GO:0061512)
nega;ve regula;on of cellular macromolecule biosynthe;c process (GO:2000113)
protein transport along microtubule (GO:0098840)
rRNA-containing ribonucleoprotein complex export from nucleus (GO:0071428)
nega;ve regula;on of cellular biosynthe;c process (GO:0031327)
posi;ve regula;on of RNA biosynthe;c process (GO:1902680)
cytokine-mediated signaling pathway (GO:0019221)
nega;ve regula;on of macromolecule biosynthe;c process (GO:0010558)
nega;ve regula;on of nitrogen compound metabolic process (GO:0051172)
ciliary transi;on zone assembly (GO:1905349)
reproduc;on (GO:0000003)
reproduc;ve process (GO:0022414)
coenzyme metabolic process (GO:0006732)
coenzyme biosynthe;c process (GO:0009108)
regula;on of RNA metabolic process (GO:0051252)
intraciliary transport (GO:0042073)
response to lipid (GO:0033993)
meio;c cell cycle process (GO:1903046)
nega;ve regula;on of nucleobase-containing compound metabolic process (GO:0045934)
nega;ve regula;on of transcrip;on by RNA polymerase II (GO:0000122)
axoneme assembly (GO:0035082)
nega;ve regula;on of transla;on (GO:0017148)
establishment of protein localiza;on to vacuole (GO:0072666)
nega;ve regula;on of RNA metabolic process (GO:0051253)
mito;c nuclear division (GO:0140014)
microtubule cytoskeleton organiza;on involved in mitosis (GO:1902850)
meio;c nuclear division (GO:0140013)
posi;ve regula;on of cellular process (GO:0048522)
cor;cal cytoskeleton organiza;on (GO:0030865)
posi;ve regula;on of nucleic acid-templated transcrip;on (GO:1903508)
establishment or maintenance of cell polarity (GO:0007163)
mRNA export from nucleus (GO:0006406)
ribosomal subunit export from nucleus (GO:0000054)
matura;on of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA) (GO:0000462)
cellular response to lipid (GO:0071396)
cilium assembly (GO:0060271)
cAMP-mediated signaling (GO:0019933)
cristae forma;on (GO:0042407)
mito;c cell cycle (GO:0000278)
receptor signaling pathway via JAK-STAT (GO:0007259)
cell chemotaxis (GO:0060326)
receptor signaling pathway via STAT (GO:0097696)
inositol phosphate-mediated signaling (GO:0048016)
Golgi organiza;on (GO:0007030)
cilium organiza;on (GO:0044782)
regula;on of cellular biosynthe;c process (GO:0031326)
protein modifica;on by small protein conjuga;on or removal (GO:0070647)
late endosome to vacuole transport (GO:0045324)
intraciliary transport involved in cilium assembly (GO:0035735)
posi;ve regula;on of transcrip;on by RNA polymerase II (GO:0045944)
regula;on of nucleobase-containing compound metabolic process (GO:0019219)
nega;ve regula;on of cellular metabolic process (GO:0031324)
posi;ve regula;on of RNA metabolic process (GO:0051254)
regula;on of biosynthe;c process (GO:0009889)
mRNA-containing ribonucleoprotein complex export from nucleus (GO:0071427)
microtubule-based protein transport (GO:0099118)
posi;ve regula;on of lipase ac;vity (GO:0060193)
embryo development (GO:0009790)
microtubule bundle forma;on (GO:0001578)
posi;ve regula;on of nucleobase-containing compound metabolic process (GO:0045935)

HFD BP 30 regula;on of cell communica;on (GO:0010646)
regula;on of RNA stability (GO:0043487)
regula;on of transla;onal ini;a;on (GO:0006446)
regionaliza;on (GO:0003002)
RNA metabolic process (GO:0016070)
animal organ development (GO:0048513)
RNA 3'-end processing (GO:0031123)
regula;on of signaling (GO:0023051)
Golgi to plasma membrane transport (GO:0006893)
mitochondrial electron transport, ubiquinol to cytochrome c (GO:0006122)
mRNA 3'-end processing (GO:0031124)
regula;on of mRNA catabolic process (GO:0061013)
post-Golgi vesicle-mediated transport (GO:0006892)
glutathione metabolic process (GO:0006749)
pyrimidine-containing compound metabolic process (GO:0072527)
regula;on of mRNA stability (GO:0043488)
posi;ve regula;on of cell popula;on prolifera;on (GO:0008284)
ubiqui;n-dependent ERAD pathway (GO:0030433)
response to nitrogen compound (GO:1901698)
IMP metabolic process (GO:0046040)
nucleobase-containing small molecule biosynthe;c process (GO:0034404)
RNA phosphodiester bond hydrolysis, endonucleoly;c (GO:0090502)
spliceosomal snRNP assembly (GO:0000387)
pyrimidine nucleo;de metabolic process (GO:0006220)
microtubule cytoskeleton organiza;on (GO:0000226)
cellular response to organonitrogen compound (GO:0071417)
double-strand break repair via break-induced replica;on (GO:0000727)
import into cell (GO:0098657)
nucleic acid metabolic process (GO:0090304)
mRNA catabolic process (GO:0006402)

Supplementary File 2. Gene Ontology and Venn analysis.



Names total elements
HFD MF ND MF 128 RNA binding (GO:0003723)

secondary ac;ve transmembrane transporter ac;vity (GO:0015291)
voltage-gated ca;on channel ac;vity (GO:0022843)
receptor ligand ac;vity (GO:0048018)
transi;on metal ion binding (GO:0046914)
polyubiqui;n modifica;on-dependent protein binding (GO:0031593)
ATPase ac;vity (GO:0016887)
transla;on ini;a;on factor ac;vity (GO:0003743)
signaling receptor binding (GO:0005102)
transla;on ini;a;on factor binding (GO:0031369)
carbon-oxygen lyase ac;vity (GO:0016835)
heat shock protein binding (GO:0031072)
ATP binding (GO:0005524)
lyase ac;vity (GO:0016829)
ion channel ac;vity (GO:0005216)
sequence-specific double-stranded DNA binding (GO:1990837)
single-stranded RNA binding (GO:0003727)
molecular_func;on (GO:0003674)
regulatory region nucleic acid binding (GO:0001067)
ion gated channel ac;vity (GO:0022839)
ac;n binding (GO:0003779)
small molecule binding (GO:0036094)
cataly;c ac;vity, ac;ng on a protein (GO:0140096)
metal ion binding (GO:0046872)
carbohydrate deriva;ve binding (GO:0097367)
ribosome binding (GO:0043022)
drug binding (GO:0008144)
ATPase ac;vity, coupled (GO:0042623)
nucleoside-triphosphatase regulator ac;vity (GO:0060589)
signal sequence binding (GO:0005048)
ligase ac;vity, forming carbon-sulfur bonds (GO:0016877)
DNA-binding transcrip;on factor ac;vity, RNA polymerase II-specific (GO:0000981)
cataly;c ac;vity, ac;ng on RNA (GO:0140098)
G protein-coupled receptor ac;vity (GO:0004930)
hydro-lyase ac;vity (GO:0016836)
hydrolase ac;vity, ac;ng on acid anhydrides, in phosphorus-containing anhydrides (GO:0016818)
DNA binding (GO:0003677)
protein phosphatase binding (GO:0019903)
pep;dase ac;vity, ac;ng on L-amino acid pep;des (GO:0070011)
pyrophosphatase ac;vity (GO:0016462)
pep;de receptor ac;vity (GO:0001653)
transmembrane transporter ac;vity (GO:0022857)
isomerase ac;vity (GO:0016853)
RNA polymerase II proximal promoter sequence-specific DNA binding (GO:0000978)
enzyme regulator ac;vity (GO:0030234)
hydrolase ac;vity, ac;ng on acid anhydrides (GO:0016817)
voltage-gated potassium channel ac;vity (GO:0005249)
G protein-coupled pep;de receptor ac;vity (GO:0008528)
ligase ac;vity (GO:0016874)
ion binding (GO:0043167)
GTPase regulator ac;vity (GO:0030695)
cytokine ac;vity (GO:0005125)
metal ion transmembrane transporter ac;vity (GO:0046873)
potassium ion transmembrane transporter ac;vity (GO:0015079)
inorganic molecular en;ty transmembrane transporter ac;vity (GO:0015318)
phosphatase binding (GO:0019902)
nucleoside-triphosphatase ac;vity (GO:0017111)
ribonucleo;de binding (GO:0032553)
organic anion transmembrane transporter ac;vity (GO:0008514)
ubiqui;n binding (GO:0043130)
hydrolase ac;vity (GO:0016787)
GTPase ac;vity (GO:0003924)
heterocyclic compound binding (GO:1901363)
double-stranded DNA binding (GO:0003690)
signaling receptor ac;vator ac;vity (GO:0030546)
purine nucleo;de binding (GO:0017076)
transcrip;on regulator ac;vity (GO:0140110)
DNA-binding transcrip;on factor ac;vity (GO:0003700)
potassium channel ac;vity (GO:0005267)
mRNA binding (GO:0003729)
methylated histone binding (GO:0035064)
oxidoreductase ac;vity (GO:0016491)
ion transmembrane transporter ac;vity (GO:0015075)
transmembrane signaling receptor ac;vity (GO:0004888)
Unclassified (UNCLASSIFIED)
structural cons;tuent of nuclear pore (GO:0017056)
cataly;c ac;vity (GO:0003824)
ribonucleoprotein complex binding (GO:0043021)
single-stranded DNA binding (GO:0003697)
transcrip;on regulatory region sequence-specific DNA binding (GO:0000976)
neurotransmi^er receptor ac;vity (GO:0030594)
rRNA binding (GO:0019843)
gated channel ac;vity (GO:0022836)
cytoskeletal protein binding (GO:0008092)
ca;on channel ac;vity (GO:0005261)
channel ac;vity (GO:0015267)
signaling receptor ac;vity (GO:0038023)
cofactor binding (GO:0048037)
structural cons;tuent of ribosome (GO:0003735)
molecular transducer ac;vity (GO:0060089)
neurotransmi^er binding (GO:0042165)
passive transmembrane transporter ac;vity (GO:0022803)
electron transfer ac;vity (GO:0009055)
protein-containing complex binding (GO:0044877)
sequence-specific DNA binding (GO:0043565)
receptor regulator ac;vity (GO:0030545)
RNA polymerase II regulatory region DNA binding (GO:0001012)
unfolded protein binding (GO:0051082)
RNA polymerase II regulatory region sequence-specific DNA binding (GO:0000977)
cytokine binding (GO:0019955)
ca;on transmembrane transporter ac;vity (GO:0008324)
GTP binding (GO:0005525)
nucleoside phosphate binding (GO:1901265)
oxidoreductase ac;vity, ac;ng on the CH-OH group of donors, NAD or NADP as acceptor (GO:0016616)
inorganic ca;on transmembrane transporter ac;vity (GO:0022890)
transporter ac;vity (GO:0005215)
hormone ac;vity (GO:0005179)
ac;n filament binding (GO:0051015)
enzyme binding (GO:0019899)
anion binding (GO:0043168)
ubiqui;n-like modifier ac;va;ng enzyme ac;vity (GO:0008641)
pep;dase ac;vity (GO:0008233)
purine ribonucleo;de binding (GO:0032555)
nucleo;de binding (GO:0000166)
structural molecule ac;vity (GO:0005198)
chaperone binding (GO:0051087)
binding (GO:0005488)
transcrip;on regulatory region DNA binding (GO:0044212)
DNA-binding transcrip;on ac;vator ac;vity, RNA polymerase II-specific (GO:0001228)
purine ribonucleoside triphosphate binding (GO:0035639)
nucleic acid binding (GO:0003676)
protein binding (GO:0005515)
mRNA 3'-UTR binding (GO:0003730)
organic cyclic compound binding (GO:0097159)
DNA-binding transcrip;on ac;vator ac;vity (GO:0001216)
transla;on regulator ac;vity (GO:0045182)
cytokine receptor binding (GO:0005126)

ND MF 13 RNA polymerase ac;vity (GO:0097747)
voltage-gated ion channel ac;vity (GO:0005244)
sterol binding (GO:0032934)
voltage-gated channel ac;vity (GO:0022832)
carbohydrate binding (GO:0030246)
monooxygenase ac;vity (GO:0004497)
NADH dehydrogenase ac;vity (GO:0003954)
steroid hydroxylase ac;vity (GO:0008395)
G protein-coupled receptor binding (GO:0001664)
carbohydrate kinase ac;vity (GO:0019200)
5'-3' RNA polymerase ac;vity (GO:0034062)
transferase ac;vity (GO:0016740)
DNA-directed 5'-3' RNA polymerase ac;vity (GO:0003899)

HFD MF 4 proton transmembrane transporter ac;vity (GO:0015078)
anion transmembrane transporter ac;vity (GO:0008509)
DNA-dependent ATPase ac;vity (GO:0008094)
snRNA binding (GO:0017069)



Names total elements
HFD BP ND BP 234 complement ac;va;on (GO:0006956)

immune system process (GO:0002376)
mRNA splicing, via spliceosome (GO:0000398)
regula;on of anatomical structure size (GO:0090066)
regula;on of cellular macromolecule biosynthe;c process (GO:2000112)
cellular macromolecule metabolic process (GO:0044260)
organic cyclic compound biosynthe;c process (GO:1901362)
locomo;on (GO:0040011)
angiogenesis (GO:0001525)
leukocyte mediated immunity (GO:0002443)
regula;on of ac;n polymeriza;on or depolymeriza;on (GO:0008064)
regula;on of ac;n filament polymeriza;on (GO:0030833)
regula;on of pep;dase ac;vity (GO:0052547)
cell mo;lity (GO:0048870)
cellular protein metabolic process (GO:0044267)
glycoly;c process (GO:0006096)
G protein-coupled receptor signaling pathway (GO:0007186)
anatomical structure morphogenesis (GO:0009653)
amide biosynthe;c process (GO:0043604)
extracellular matrix organiza;on (GO:0030198)
ubiqui;n-dependent protein catabolic process (GO:0006511)
growth (GO:0040007)
cytoplasmic transla;on (GO:0002181)
neuron projec;on development (GO:0031175)
cellular process (GO:0009987)
aroma;c compound biosynthe;c process (GO:0019438)
regula;on of ac;n filament-based process (GO:0032970)
nega;ve regula;on of protein metabolic process (GO:0051248)
macromolecule metabolic process (GO:0043170)
small molecule biosynthe;c process (GO:0044283)
B cell receptor signaling pathway (GO:0050853)
extracellular structure organiza;on (GO:0043062)
cell migra;on (GO:0016477)
nervous system process (GO:0050877)
nega;ve regula;on of RNA biosynthe;c process (GO:1902679)
protein-containing complex assembly (GO:0065003)
axo-dendri;c transport (GO:0008088)
tube morphogenesis (GO:0035239)
cellular lipid metabolic process (GO:0044255)
cell projec;on morphogenesis (GO:0048858)
RNA splicing (GO:0008380)
regula;on of protein polymeriza;on (GO:0032271)
regula;on of biological quality (GO:0065008)
mul;cellular organism development (GO:0007275)
nega;ve regula;on of transcrip;on, DNA-templated (GO:0045892)
muscle structure development (GO:0061061)
organonitrogen compound metabolic process (GO:1901564)
immune response-ac;va;ng cell surface receptor signaling pathway (GO:0002429)
posi;ve regula;on of immune response (GO:0050778)
transla;on (GO:0006412)
cellular component organiza;on or biogenesis (GO:0071840)
transla;onal ini;a;on (GO:0006413)
tube development (GO:0035295)
protein folding (GO:0006457)
nucleo;de phosphoryla;on (GO:0046939)
nitrogen compound metabolic process (GO:0006807)
IMP metabolic process (GO:0046040)
regula;on of RNA biosynthe;c process (GO:2001141)
regula;on of cellular component size (GO:0032535)
neurogenesis (GO:0022008)
nucleic acid-templated transcrip;on (GO:0097659)
catabolic process (GO:0009056)
immune response-ac;va;ng signal transduc;on (GO:0002757)
nega;ve regula;on of ac;n filament polymeriza;on (GO:0030837)
axon development (GO:0061564)
supramolecular fiber organiza;on (GO:0097435)
proteolysis involved in cellular protein catabolic process (GO:0051603)
regula;on of immune response (GO:0050776)
mul;-organism process (GO:0051704)
adap;ve immune response based on soma;c recombina;on of immune receptors built from immunoglobulin superfamily domains (GO:0002460)
cellular macromolecule catabolic process (GO:0044265)
biological_process (GO:0008150)
anatomical structure forma;on involved in morphogenesis (GO:0048646)
developmental growth (GO:0048589)
cell development (GO:0048468)
signal transduc;on (GO:0007165)
cell communica;on (GO:0007154)
nega;ve regula;on of endopep;dase ac;vity (GO:0010951)
regula;on of supramolecular fiber organiza;on (GO:1902903)
lymphocyte mediated immunity (GO:0002449)
cell differen;a;on (GO:0030154)
Unclassified (UNCLASSIFIED)
organonitrogen compound catabolic process (GO:1901565)
pos^ranscrip;onal regula;on of gene expression (GO:0010608)
ac;n polymeriza;on or depolymeriza;on (GO:0008154)
anatomical structure development (GO:0048856)
organonitrogen compound biosynthe;c process (GO:1901566)
proteasome assembly (GO:0043248)
purine nucleo;de metabolic process (GO:0006163)
ribonucleoprotein complex biogenesis (GO:0022613)
regula;on of cellular protein metabolic process (GO:0032268)
posi;ve chemotaxis (GO:0050918)
sprou;ng angiogenesis (GO:0002040)
genera;on of neurons (GO:0048699)
ac;n filament-based process (GO:0030029)
system development (GO:0048731)
primary metabolic process (GO:0044238)
protein metabolic process (GO:0019538)
ac;n filament depolymeriza;on (GO:0030042)
ribosomal large subunit biogenesis (GO:0042273)
modifica;on-dependent macromolecule catabolic process (GO:0043632)
response to inorganic substance (GO:0010035)
cellular response to s;mulus (GO:0051716)
movement of cell or subcellular component (GO:0006928)
RNA splicing, via transesterifica;on reac;ons (GO:0000375)
transcrip;on by RNA polymerase II (GO:0006366)
immunoglobulin mediated immune response (GO:0016064)
proteasomal protein catabolic process (GO:0010498)
ribosomal small subunit biogenesis (GO:0042274)
posi;ve regula;on of cellular component biogenesis (GO:0044089)
microtubule-based process (GO:0007017)
RNA splicing, via transesterifica;on reac;ons with bulged adenosine as nucleophile (GO:0000377)
ac;n cytoskeleton organiza;on (GO:0030036)
vasculature development (GO:0001944)
humoral immune response (GO:0006959)
proteolysis (GO:0006508)
organelle organiza;on (GO:0006996)
pep;de metabolic process (GO:0006518)
metabolic process (GO:0008152)
regula;on of mRNA splicing, via spliceosome (GO:0048024)
protein stabiliza;on (GO:0050821)
posi;ve regula;on of cytoskeleton organiza;on (GO:0051495)
chaperone-mediated protein folding (GO:0061077)
nucleobase metabolic process (GO:0009112)
cell morphogenesis involved in neuron differen;a;on (GO:0048667)
animal organ morphogenesis (GO:0009887)
an;gen receptor-mediated signaling pathway (GO:0050851)
cell part morphogenesis (GO:0032990)
regula;on of protein metabolic process (GO:0051246)
protein depolymeriza;on (GO:0051261)
immune response (GO:0006955)
transla;onal elonga;on (GO:0006414)
neuron development (GO:0048666)
pep;de biosynthe;c process (GO:0043043)
regula;on of protein stability (GO:0031647)
regula;on of transcrip;on, DNA-templated (GO:0006355)
cellular amide metabolic process (GO:0043603)
ac;n filament polymeriza;on (GO:0030041)
ion transport (GO:0006811)
localiza;on of cell (GO:0051674)
cell morphogenesis involved in differen;a;on (GO:0000904)
protein-containing complex disassembly (GO:0032984)
dendrite development (GO:0016358)
ribosome biogenesis (GO:0042254)
nega;ve regula;on of proteolysis (GO:0045861)
regula;on of cellular component biogenesis (GO:0044087)
sensory percep;on of chemical s;mulus (GO:0007606)
regula;on of organelle organiza;on (GO:0033043)
protein-containing complex subunit organiza;on (GO:0043933)
posi;ve regula;on of supramolecular fiber organiza;on (GO:1902905)
nega;ve regula;on of nucleic acid-templated transcrip;on (GO:1903507)
small molecule metabolic process (GO:0044281)
ribonucleoprotein complex subunit organiza;on (GO:0071826)
RNA biosynthe;c process (GO:0032774)
posi;ve regula;on of ac;n filament polymeriza;on (GO:0030838)
;ssue development (GO:0009888)
cellular component biogenesis (GO:0044085)
protein polymeriza;on (GO:0051258)
cellular catabolic process (GO:0044248)
regula;on of transla;on (GO:0006417)
circulatory system development (GO:0072359)
cellular component assembly (GO:0022607)
blood vessel development (GO:0001568)
regula;on of ac;n cytoskeleton organiza;on (GO:0032956)
nega;ve regula;on of hydrolase ac;vity (GO:0051346)
immune response-regula;ng cell surface receptor signaling pathway (GO:0002768)
regula;on of ac;n filament organiza;on (GO:0110053)
cellular component organiza;on (GO:0016043)
macromolecule catabolic process (GO:0009057)
modifica;on-dependent protein catabolic process (GO:0019941)
organic substance catabolic process (GO:1901575)
nucleobase-containing compound biosynthe;c process (GO:0034654)
response to s;mulus (GO:0050896)
cellular protein-containing complex assembly (GO:0034622)
neuron differen;a;on (GO:0030182)
ribonucleoprotein complex assembly (GO:0022618)
protein catabolic process (GO:0030163)
regula;on of cellular component organiza;on (GO:0051128)
regula;on of cytoskeleton organiza;on (GO:0051493)
posi;ve regula;on of cellular component organiza;on (GO:0051130)
response to hypoxia (GO:0001666)
cell morphogenesis (GO:0000902)
oxida;on-reduc;on process (GO:0055114)
developmental process (GO:0032502)
regula;on of protein complex assembly (GO:0043254)
cytoskeleton organiza;on (GO:0007010)
heterocycle biosynthe;c process (GO:0018130)
transcrip;on, DNA-templated (GO:0006351)
proteasome-mediated ubiqui;n-dependent protein catabolic process (GO:0043161)
organelle assembly (GO:0070925)
ribosomal large subunit assembly (GO:0000027)
purine-containing compound metabolic process (GO:0072521)
regula;on of lymphocyte ac;va;on (GO:0051249)
nega;ve regula;on of cellular protein metabolic process (GO:0032269)
regula;on of nucleic acid-templated transcrip;on (GO:1903506)
nega;ve regula;on of pep;dase ac;vity (GO:0010466)
response to toxic substance (GO:0009636)
cellular protein complex disassembly (GO:0043624)
posi;ve regula;on of protein polymeriza;on (GO:0032273)
cellular component morphogenesis (GO:0032989)
response to reac;ve oxygen species (GO:0000302)
nega;ve regula;on of cellular component organiza;on (GO:0051129)
ac;n filament organiza;on (GO:0007015)
collagen fibril organiza;on (GO:0030199)
regula;on of synapse organiza;on (GO:0050807)
immune response-regula;ng signaling pathway (GO:0002764)
posi;ve regula;on of protein complex assembly (GO:0031334)
cellular protein catabolic process (GO:0044257)
regula;on of endopep;dase ac;vity (GO:0052548)
genera;on of precursor metabolites and energy (GO:0006091)
response to bacterium (GO:0009617)
cellular metabolic process (GO:0044237)
regula;on of RNA splicing (GO:0043484)
ac;va;on of immune response (GO:0002253)
regula;on of ac;n filament length (GO:0030832)
blood vessel morphogenesis (GO:0048514)
nucleobase-containing small molecule metabolic process (GO:0055086)
B cell ac;va;on (GO:0042113)
sensory percep;on (GO:0007600)
adap;ve immune response (GO:0002250)
lymphocyte ac;va;on (GO:0046649)
reac;ve oxygen species metabolic process (GO:0072593)
organic substance metabolic process (GO:0071704)
axonogenesis (GO:0007409)
Arp2/3 complex-mediated ac;n nuclea;on (GO:0034314)
cardiovascular system development (GO:0072358)
neuron projec;on morphogenesis (GO:0048812)
posi;ve regula;on of organelle organiza;on (GO:0010638)
signaling (GO:0023052)
regula;on of transcrip;on by RNA polymerase II (GO:0006357)
cellular response to oxida;ve stress (GO:0034599)
plasma membrane bounded cell projec;on morphogenesis (GO:0120039)
response to oxida;ve stress (GO:0006979)

ND BP 50 posi;ve regula;on of locomo;on (GO:0040017)
nega;ve regula;on of cataly;c ac;vity (GO:0043086)
regula;on of anatomical structure morphogenesis (GO:0022603)
posi;ve regula;on of cellular component movement (GO:0051272)
organelle transport along microtubule (GO:0072384)
biological regula;on (GO:0065007)
posi;ve regula;on of transcrip;on, DNA-templated (GO:0045893)
posi;ve regula;on of nucleic acid-templated transcrip;on (GO:1903508)
nucleus localiza;on (GO:0051647)
RNA metabolic process (GO:0016070)
myeloid leukocyte migra;on (GO:0097529)
nuclear migra;on (GO:0007097)
leukocyte chemotaxis (GO:0030595)
carboxylic acid metabolic process (GO:0019752)
cellular component disassembly (GO:0022411)
muscle contrac;on (GO:0006936)
regula;on of microtubule polymeriza;on or depolymeriza;on (GO:0031110)
nucleoside phosphate metabolic process (GO:0006753)
enzyme linked receptor protein signaling pathway (GO:0007167)
posi;ve regula;on of RNA biosynthe;c process (GO:1902680)
response to endoplasmic re;culum stress (GO:0034976)
neuron projec;on guidance (GO:0097485)
nucleo;de metabolic process (GO:0009117)
microtubule cytoskeleton organiza;on (GO:0000226)
organic acid metabolic process (GO:0006082)
leukocyte migra;on (GO:0050900)
cellular developmental process (GO:0048869)
axon guidance (GO:0007411)
chemotaxis (GO:0006935)
posi;ve regula;on of macromolecule biosynthe;c process (GO:0010557)
regula;on of cellular biosynthe;c process (GO:0031326)
cell projec;on organiza;on (GO:0030030)
nucleic acid metabolic process (GO:0090304)
posi;ve regula;on of cell mo;lity (GO:2000147)
regula;on of macromolecule biosynthe;c process (GO:0010556)
regula;on of biological process (GO:0050789)
regula;on of gene expression (GO:0010468)
posi;ve regula;on of transcrip;on by RNA polymerase II (GO:0045944)
regula;on of nucleobase-containing compound metabolic process (GO:0019219)
nervous system development (GO:0007399)
regula;on of RNA metabolic process (GO:0051252)
posi;ve regula;on of RNA metabolic process (GO:0051254)
regula;on of biosynthe;c process (GO:0009889)
nega;ve regula;on of nucleobase-containing compound metabolic process (GO:0045934)
regula;on of cell mo;lity (GO:2000145)
taxis (GO:0042330)
posi;ve regula;on of cell migra;on (GO:0030335)
ribonucleo;de metabolic process (GO:0009259)
oxoacid metabolic process (GO:0043436)
posi;ve regula;on of nucleobase-containing compound metabolic process (GO:0045935)

HFD BP 40 protein import into nucleus (GO:0006606)
transmembrane transport (GO:0055085)
alterna;ve mRNA splicing, via spliceosome (GO:0000380)
intracellular signal transduc;on (GO:0035556)
matura;on of SSU-rRNA (GO:0030490)
ca;on transport (GO:0006812)
mRNA metabolic process (GO:0016071)
response to bio;c s;mulus (GO:0009607)
innate immune response (GO:0045087)
immune effector process (GO:0002252)
intra-Golgi vesicle-mediated transport (GO:0006891)
defense response to bacterium (GO:0042742)
ion transmembrane transport (GO:0034220)
regula;on of mRNA metabolic process (GO:1903311)
regula;on of transcrip;on ini;a;on from RNA polymerase II promoter (GO:0060260)
pep;dyl-lysine modifica;on (GO:0018205)
cellular nitrogen compound metabolic process (GO:0034641)
regula;on of mRNA processing (GO:0050684)
regula;on of proteolysis (GO:0030162)
posi;ve regula;on of transcrip;on ini;a;on from RNA polymerase II promoter (GO:0060261)
bone morphogenesis (GO:0060349)
posi;ve regula;on of lymphocyte ac;va;on (GO:0051251)
regula;on of cellular amide metabolic process (GO:0034248)
response to external bio;c s;mulus (GO:0043207)
RNA processing (GO:0006396)
import into nucleus (GO:0051170)
response to other organism (GO:0051707)
regula;on of DNA-templated transcrip;on, ini;a;on (GO:2000142)
mRNA processing (GO:0006397)
regula;on of transmembrane receptor protein serine/threonine kinase signaling pathway (GO:0090092)
regula;on of RNA polymerase II transcrip;onal preini;a;on complex assembly (GO:0045898)
nega;ve regula;on of organelle organiza;on (GO:0010639)
posi;ve regula;on of DNA-templated transcrip;on, ini;a;on (GO:2000144)
regula;on of alterna;ve mRNA splicing, via spliceosome (GO:0000381)
defense response (GO:0006952)
posi;ve regula;on of RNA polymerase II transcrip;onal preini;a;on complex assembly (GO:0045899)
transcrip;on ini;a;on from RNA polymerase II promoter (GO:0006367)
regula;on of immune system process (GO:0002682)
defense response to other organism (GO:0098542)
RNA polymerase II preini;a;on complex assembly (GO:0051123)



Names total elements
HFD BP ND BP 85 RNA binding (GO:0003723)

ribonucleo;de binding (GO:0032553)
hydrolase ac;vity (GO:0016787)
extracellular matrix structural cons;tuent (GO:0005201)
heterocyclic compound binding (GO:1901363)
double-stranded DNA binding (GO:0003690)
cell adhesion molecule binding (GO:0050839)
purine nucleo;de binding (GO:0017076)
transla;on ini;a;on factor ac;vity (GO:0003743)
transcrip;on regulator ac;vity (GO:0140110)
DNA-binding transcrip;on factor ac;vity (GO:0003700)
mRNA binding (GO:0003729)
extracellular matrix binding (GO:0050840)
oxidoreductase ac;vity (GO:0016491)
ion transmembrane transporter ac;vity (GO:0015075)
transmembrane signaling receptor ac;vity (GO:0004888)
integrin binding (GO:0005178)
Unclassified (UNCLASSIFIED)
cataly;c ac;vity (GO:0003824)
ribonucleoprotein complex binding (GO:0043021)
oxidoreductase ac;vity, ac;ng on peroxide as acceptor (GO:0016684)
molecular_func;on (GO:0003674)
heparin binding (GO:0008201)
serine hydrolase ac;vity (GO:0017171)
regulatory region nucleic acid binding (GO:0001067)
rRNA binding (GO:0019843)
endopep;dase ac;vity (GO:0004175)
cytoskeletal protein binding (GO:0008092)
ca;on channel ac;vity (GO:0005261)
ac;n binding (GO:0003779)
small molecule binding (GO:0036094)
signaling receptor ac;vity (GO:0038023)
cataly;c ac;vity, ac;ng on a protein (GO:0140096)
metal ion binding (GO:0046872)
carbohydrate deriva;ve binding (GO:0097367)
ribosome binding (GO:0043022)
drug binding (GO:0008144)
molecular transducer ac;vity (GO:0060089)
structural cons;tuent of ribosome (GO:0003735)
protein-containing complex binding (GO:0044877)
DNA-binding transcrip;on factor ac;vity, RNA polymerase II-specific (GO:0000981)
G protein-coupled receptor ac;vity (GO:0004930)
sequence-specific DNA binding (GO:0043565)
RNA polymerase II regulatory region DNA binding (GO:0001012)
enzyme inhibitor ac;vity (GO:0004857)
RNA polymerase II regulatory region sequence-specific DNA binding (GO:0000977)
unfolded protein binding (GO:0051082)
ca;on transmembrane transporter ac;vity (GO:0008324)
protease binding (GO:0002020)
metalloendopep;dase ac;vity (GO:0004222)
oxidoreductase ac;vity, ac;ng on the CH-OH group of donors, NAD or NADP as acceptor (GO:0016616)
nucleoside phosphate binding (GO:1901265)
inorganic ca;on transmembrane transporter ac;vity (GO:0022890)
pep;dase inhibitor ac;vity (GO:0030414)
transporter ac;vity (GO:0005215)
endopep;dase inhibitor ac;vity (GO:0004866)
ac;n filament binding (GO:0051015)
anion binding (GO:0043168)
DNA binding (GO:0003677)
pep;dase regulator ac;vity (GO:0061134)
serine-type endopep;dase ac;vity (GO:0004252)
pep;dase ac;vity (GO:0008233)
pep;dase ac;vity, ac;ng on L-amino acid pep;des (GO:0070011)
glycosaminoglycan binding (GO:0005539)
purine ribonucleo;de binding (GO:0032555)
transmembrane transporter ac;vity (GO:0022857)
isomerase ac;vity (GO:0016853)
enzyme regulator ac;vity (GO:0030234)
nucleo;de binding (GO:0000166)
structural molecule ac;vity (GO:0005198)
hydrolase ac;vity, ac;ng on acid phosphorus-nitrogen bonds (GO:0016825)
binding (GO:0005488)
ligase ac;vity (GO:0016874)
transcrip;on regulatory region DNA binding (GO:0044212)
purine ribonucleoside triphosphate binding (GO:0035639)
protein binding (GO:0005515)
nucleic acid binding (GO:0003676)
ion binding (GO:0043167)
protein serine/threonine kinase ac;vity (GO:0004674)
organic cyclic compound binding (GO:0097159)
metal ion transmembrane transporter ac;vity (GO:0046873)
inorganic molecular en;ty transmembrane transporter ac;vity (GO:0015318)
transla;on regulator ac;vity (GO:0045182)
metallopep;dase ac;vity (GO:0008237)

ND BP 6 growth factor binding (GO:0019838)
sequence-specific double-stranded DNA binding (GO:1990837)
disulfide oxidoreductase ac;vity (GO:0015036)
transcrip;on regulatory region sequence-specific DNA binding (GO:0000976)
molecular func;on regulator (GO:0098772)
collagen binding (GO:0005518)

HFD BP 11 transferase ac;vity, transferring phosphorus-containing groups (GO:0016772)
ac;ve transmembrane transporter ac;vity (GO:0022804)
heat shock protein binding (GO:0031072)
transla;on ini;a;on factor binding (GO:0031369)
ATP binding (GO:0005524)
protein kinase ac;vity (GO:0004672)
phosphotransferase ac;vity, alcohol group as acceptor (GO:0016773)
2-oxoglutarate-dependent dioxygenase ac;vity (GO:0016706)
kinase ac;vity (GO:0016301)
monovalent inorganic ca;on transmembrane transporter ac;vity (GO:0015077)
transferase ac;vity (GO:0016740)


