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SP_PIR_KEYWORDS:acetylation

GOTERNM_CC_FAT:G0:0017053 transcriptional repressor complex

EP_FAT:GO:0045041 positive regulation of transcription
OTERM_BP_FAT:GO0:0010628 positive regulation of gene expression

S OTERMMFFAT.60.000018 hualuatids binding

GOTERM

GOTERM_BP_FAT:¢0:0045035 positive of leab, and nucleic acid metabolic process
GOTERM_BP_FAT:G0:0051173 positive regulation of nitragen proce:
GOTERM_BP_FAT:G0:0010557 positive lation of process
GOTERM_BP_FAT:G0:0031328 positive regulation of cellular hmsyntheuc process
GOTERM_BP _FAT:GO: 0009891 positive regulation of biosynthetic process
SP_PIR_KEYWORDS:dna-binding
SPPIR KEYWORD S-nuiaotide-bindin
GOUTERM_CC_FAT: GO 0030529 ribenucleoprotein complex
INTERPRO \PRoooms
INTERPRO \PRDDDSD-Q RNA rezagnition matif, RNP-1
FAT GO0 regulation of RNA metabolic process

INTERPRO \PRD128H Nucleotide-hinding, alpha-beta plait
UP_SEQ_FEATURE:DNA-binding region:ETS
SMART:SMO0360:RRM
GOTERM_BP_FAT:G0:0010804 positive lation of process
SP_PIR_KEYWORDS:ma-binding
GOUTERM_BP_FAT:GO 0045934 negative lation of leob and nucleic acid metabolic process
GOTERM_BP_FAT:G0:0051172 negative latian of nitragen process
GOTERWM_WF_FAT:60:0030528 transcription regulator activity
SP_PIR_KEYWORD S:transcription factor
GOUTERM_MF_FAT:G0:0003677 DNA binding
GOTERM_BP_FAT:G0:0045803 positive Slation o
GOTERM_BP_FAT G0:0051254 positive regulation of RNA melabollc process
GOTERM_MF_FAT:G 0:0032553 ribonuclectide binding
GOTERM_BP_FAT:G0:0008258 DNA metabolic process
GOTERM_BP_FAT:G0:0008357 lation of ion fram RNA Il pramaoter
SP_PIR_KEYWORDS: transcription regulation
GOTERW_BP_FAT:G0:0031327 negative regulation of cellular biosynthetic process
GOTERM_BP_FAT:G0:0000800 negative regu\at\ar\ of biosynthetic pracess
GOTERM_BP_FAT:G0:0008355 regulat DN
GOTERM_MF_FAT:G0:0043565 sequence- Speclflc DHA binding
GOTERM_CC_FAT:G0:0018581 NuRD complex
GOTERM_WMF_FAT:G 00016564 transcription repressar activity
SP_PIR_FKEYWORD S:methyltransferase
GUTERM_BP_FAT:G0:0045802 negative of
GOTERM_BP_FAT:G0:0051253 negative ragu\atmr\ of RNA. matahollc process
GOTERM_BP_FAT:30:0010805 negative | of ic process
GOTERM_BP_FAT:G0:0010558 negative | ‘ of ic process
SP_PIR_KEYWORDS:Transcription
GOUTERM_BP_FAT:30:0045440 regulation of ranscription
SP_PIR_KEYWORDS:repressor
GOTERWM_BP_FAT:G0:0008350 transcription
GOTERM_BP_FAT:30:0016481 negative regulation of transeription
GOTERM_BP_FAT:G0:0010820 negative regulation of gene expression
SP_PIR_KEYWORDS:activator
GOTERM_BP_FAT:G0:0051276 chromosome oiganization
UP_SEQ_FEATURE:domain:Leucine-zippe
INTERPRO \PR011616 bZIP (ranscnpllon faclor. bZIP 1

BP_FAT:G0:0045044 posit Il promater

DTERM BPFAT Gl] -0000122 negatwa

v

f

G
SP_PIR_FEYWORDS:chromatin regulator

GOTERM_BP_FAT:¢0:0016568 chromatin modification
CC_FAT:G0:0000118 histone deacetylase complex
MF_FAT:&0:00037 12 transcription cofactar activity
BP_FAT.G0:0006325 chromatin organization
CC_FAT:G0:0005694 chramosome
CC_FAT:G0:0034708 methyltransferase complex
GOTERM_CC_FAT:¢0:0035007 histone methyltranﬂelase complex

GOTERM
GOTERM,
GOTERM,
GOTER

GOTERM,

TERPRO:IPRO11991:Winged helix repressor DNA- hmdmg

IN
INTERPRO:IPROO17EE: Transeription factor, fork he
INTERPRO:IPRO12122: Transeription factor, fork head. conserved site

SMART:SMO0339 FH

UP_SEQ_FEATURE:DNA-binding region:For-head
GOTERNM_MF_FAT:G 0:0003632 chlomatln binding
G yla

OTERM_BP_FAT:G0:0032258 metl
GOTERM_CC_FAT:6G0:0000785 chromal n
G

i
OTERM_CC_FAT:G0:0000782 heterachramatin
CC_FAT:G0:0035008 ESC/EZ) complex
GOTERM_MF_FAT:G0:0003720 mRNA binding

GOTERM,

KEGG_PATHWAY:mmu04012:E1bE signaling pathway

GOTERM_BP_FAT:G0:0033554 cellular response to stress

SP_PIR_KEYWORDS:phosphoprotein

GOTERM_BP_FAT:G0:0007267 cell-cell signaling

KEGG_PATHWAY:mmu04310:Insulin signaling pathway

GOTERN_BP_FAT:GO: 0031670 oellular response 5o nutrent
62:B cell receptor signaling pathway

KEGG_PATHWAY:mmuD:

INTERFRO \PR015/3/ TEshs—spEmfm serine-threonine kinase
IRSFO3

FIR_SUPER
SR, KEORD o phosphaprotein

KE®G_PATHWAY:mmu04310:Wnt signaling pathway

233 testis-spesific serinefthizanine-protein kinase

I promaoter

BIOCARTA:m_|L12Pathway:IL12 and Statd Dependent Signaling Pathway in Th1 Development

BIOCARTA:m _gpcrPathway:Signaling Pathway from G-Protein Families

SP_PIR_KEYWORDS:wnt signaling pathway

GOTERM_MF_FAT:G0:00 18887 protein kinase regulator astivity

GDTERM_EP "FAT:G0:0009988 negative regulation of signal transduction

GOTERM_BP_FAT.G0:0010848 negative regulation of cell communication

GOTERM_MF_FAT:G0:0019207 kinase regulator activity

SOTERM_MF_FAT:300001802 pancreatic polypeplids recsptor activity
mu0d 16:Aslanagenesis

KEGG_PATH
SP_PIR_KE

ORDS: spe.matog

Pl YW
GOTERWM_BP_FAT:60:0032504 mulllcellular organism repreduction
GOTERM_BP_FAT:G0:0048600 reproductive process in a multicellular organism

SP_PIR_KEYWORDS:developmental protein

GOTERWM_BP_FAT:G0:0048502 eye morphogenesis

GOTERM_BP,
GOTERM_BP_FAT
GOTERM_BP_FAT:G0:00428232

KEGG_PATHWAY:mmuD5215:Prostate cance

EGG_P,
KEGG_PATHWAY:mmu05200:Pathways in cancer

r

FAT:G:0:0010053 sexual reproduction
60:0007283 spermatagenesis

male gamete generation

GOTERM_BP_FAT:G0:0007276 gamete generation

KEGG_PATHWAY:mmud5211:Renal cell carcinoma

SP_PIR_KEYWORDS:Proto-oncogens

PR q
KEGG_PATHWAY:mmu05220:Chronic myeloid leukemia
'

KEGG_PATHWAY:mmuD5210:Colarectal cancel
KEGG_PATHWAY:mmu05210:Bladder cancer

KEGG_PATHWAY:mmu05213:Endometrial cancer
GOTERM_BP_FAT:G0:0051726 regulation of cell cycle
GOTERM_BP_FAT:G0:0008285 negative regulation of cell prollferahon

GOTERM_BP_FAT:G0:0045786 negative regulation of cell o
TERM_BP_FAT:G0:0042127 regulatlon of cell pmhferatmn

G0
KEGG_PATHWAY:mmu04110:Cell o

GOTERM_BP_FAT:G0:0006270 DNA repllcatlon initiation

SP_PIR_KEYWORDS:nucleus

GOTERWM_BP_FAT:G0:0008611 protein export fram nucleus

GOTERM
TERW
GOTERM BP

GOTERM_CC_FAT:G0:0005828 cytosal
GOTERM BP_FAT.GO

GOTERM_EP
GOTERM_CC,
GOTERM_CC

GOTERM,
GOTERM

p

BP
EP.
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WORDS: ¢

yiop
GOTERM CC_FAT. GOl 0010013 intracellular org
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o
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GOTERM,
GOTERM
GOTERM,

0043007 intracellular transport
FAT:G0:0051188 nuclear export
FAT:G0:0005654 nucleoplasm
FAT.G0:0044451 nucleoplasm part
GOTERM_CC_FAT:G0:0031981 nuclear lumen

FAT.G0:006034 regulation of cellular localization
FAT:G0:0006813 nucleacytoplasmic transpart
FAT:GO: EIEIE'HED nuclear transport

ganelle lumen

AT:G0:0043233 organelle lumen
GOTERM CC_FAT:G0:0031074 membrane-enclosed lumen
CC_FAT.GO:0044427 chromosomal part
BP_FAT:G0:0051187 cofactar catabolic
MF_FAT:G 00016417 S-acyltransferase activity
GOTERM_CC_FAT:¢0:0005730 mitochondrion
s

process

BP_FAT:GO:0060627 regulation of vesicle-mediated transport
BP_FAT:G0:0008888 intracellular protein transport
FAT:30:0034513 cellular protein localization

GOTERM BP_FAT:G0:0070727 cellular macromolecule localization

OTERM_BP_FAT:G0:0008084 acetyl-CoA metahohc process

KEGG_PATHWAY:mmu00380: Tryptophan metabolis
GOTERM, BP FAT GO:0044265 cellularmacromolecule catabolic process

GOTERM
GOTERM,

SF_PIR_KEYWORDS:transferase
SP_PIR_KEYWORDS:atp-binding

INTERPRO |PRO1T455Zine finger, FYVE-related
FEATURE:nuclentide phosphate-binding regian:ATP

PIR KEYWORDS:ubl conjugation

UP SE@_FEATURE:zinc finger reglon:FYVE-type

GOTERM_MF_FAT:GO:0005524 ATP binding
GOTERM_MF_FAT:30:0032555 putine ribonucleotide binding
GOTERM_MF_FAT:G 0:0032558 adenyl ribonucleotide binding

SP_PIR_KEYWORDS:methylation

GOTERM_MF_FAT:G0:0004385 helicase activity

SP_PIR_FKEYWORDS:zinc-finger
SP PIR_KEYWORDS:prenylation
KEYWORDS:metal-binding

PIR_|
UP SEQ_FEATURE:region oflntereﬂ S-adenosyl-L-methionine binding

SP_PIR_KEYWORDS:isopeptide band
SP_PIR_KEYWORDS:helicase
SP_PIR_KEYWORDS:s-adenosyl-l-methionine

GOTERWM_BP_FAT:G0:0017157 regulation of exocytosis
GOTERM BP FAT:¢0:0045020 neqative requlation of exocvtosis

T:60:0043413 biopalymer methylation
BPFAT 60 0057303 protealysis invalved in cellular protein catabolic process
GOTERM_BP_FAT:G0:0044257 cellular protein catabolic process
GOTERM_BP_FAT'G0:0008057 macramolecule catabolic process
GOTERM_BP_FAT.G0:0030163 protein catabolic process





