
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation

sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

0

Q5T1R4 ZEP3_HUMAN Homo
sapiens

Transcription
factor
HIVEP3

31.998451 T516;T531;S763;S766;T1006;T1008
;S1075;S1076;S1077;S1080;S1089;
S1094;T1263;S1264;S1278;T1279;T
1401;S1409;S1570;S1919

NaN 38665916;28657654;39302247;314
92838;39531497;40136647;293519
28;35254053;37340703

MDPEQSVKGTKKAEGSPRKRLTKGE
AIQTSVSSSVPYPGSGTAATQESPAQ
ELLAPQPFPGPSSVLREGSQEKTGQ
QQKPPKRPPIEASVHISQLPQHPLTP
AFMSPGKPEHLLEGSTWQLVDPMR
PGPSGSFVAPGLHPQSQLLPSHASII
PPEDLPGVPKVFVPRPSQVSLKPTEE
AHKKERKPQKPGKYICQYCSRPCAK
PSVLQKHIRSHTGERPYPCGPCGFSF
KTKSNLYKHRKSHAHRIKAGLASGM
GGEMYPHGLEMERIPGEEFEEPTEG
ESTDSEEETSATSGHPAELSPRPKQP
LLSSGLYSSGSHSSSHERCSLSQSST
AQSLEDPPPFVEPSSEHPLSHKPEDT
HTIKQKLALRLSERKKVIDEQAFLSP
GSKGSTESGYFSRSESAEQQVSPPN
TNAKSYAEIIFGKCGRIGQRTAMLTA
TSTQPLLPLSTEDKPSLVPLSVPRTQ
VIEHITKLITINEAVVDTSEIDSVKPR
RSSLSRRSSMESPKSSLYREPLSSHS
EKTKPEQSLLSLQHPPSTAPPVPLLR
SHSMPSAACTISTPHHPFRGSYSFD
DHITDSEALSHSSHVFTSHPRMLKR
QPAIELPLGGEYSSEEPGPSSKDTAS
KPSDEVEPKESELTKKTKKGLKTKG
VIYECNICGARYKKRDNYEAHKKYYC
SELQIAKPISAGTHTSPEAEKSQIEH
EPWSQMMHYKLGTTLELTPLRKRR
KEKSLGDEEEPPAFESTKSQFGSPG
PSDAARNLPLESTKSPAEPSKSVPSL
EGPTGFQPRTPKPGSGSESGKERRT
TSKEISVIQHTSSFEKSDSLEQPSGL
EGEDKPLAQFPSPPPAPHGRSAHSL
QPKLVRQPNIQVPEILVTEEPDRPDT
EPEPPPKEPEKTEEFQWPQRSQTLA
QLPAEKLPPKKKRLRLAEMAQSSGE
SSFESSVPLSRSPSQESNVSLSGSSR
SASFERDDHGKAEAPSPSSDMRPKP
LGTHMLTVPSHHPHAREMRRSASE
QSPNVSHSAHMTETRSKSFDYGSLS
LTGPSAPAPVAPPARVAPPERRKCFL
VRQASLSRPPESELEVAPKGRQESE
EPQPSSSKPSAKSSLSQISSAATSHG
GPPGGKGPGQDRPPLGPTVPYTEAL
QVFHHPVAQTPLHEKPYLPPPVSLFS
FQHLVQHEPGQSPEFFSTQAMSSLL
SSPYSMPPLPPSLFQAPPLPLQPTVL
HPGQLHLPQLMPHPANIPFRQPPSF
LPMPYPTSSALSSGFFLPLQSQFALQ
LPGDVESHLPQIKTSLAPLATGSAGL
SPSTEYSSDIRLPPVAPPASSSAPTSA
PPLALPACPDTMVSLVVPVRVQTNM
PSYGSAMYTTLSQILVTQSQGSSATV
ALPKFEEPPSKGTTVCGADVHEVGP
GPSGLSEEQSRAFPTPYLRVPVTLPE
RKGTSLSSESILSLEGSSSTAGGSKR
VLSPAGSLELTMETQQQKRVKEEEA
SKADEKLELVKPCSVVLTSTEDGKRP
EKSHLGNQGQGRRELEMLSSLSSD
PSDTKEIPPLPHPALSHGTAPGSEAL
KEYPQPSGKPHRRGLTPLSVKKEDS
KEQPDLPSLAPPSSLPLSETSSRPAK
SQEGTDSKKVLQFPSLHTTTNVSWC
YLNYIKPNHIQHADRRSSVYAGWCIS
LYNPNLPGVSTKAALSLLRSKQKVSK
ETYTMATAPHPEAGRLVPSSSRKPR
MTEVHLPSLVSPEGQKDLARVEKEE
ERRGEPEEDAPASQRGEPARIKIFEG
GYKSNEEYVYVRGRGRGKYVCEECG
IRCKKPSMLKKHIRTHTDVRPYVCK
HCHFAFKTKGNLTKHMKSKAHSKK
CQETGVLEELEAEEGTSDDLFQDSE
GREGSEAVEEHQFSDLEDSDSDSDL
DEDEDEDEEESQDELSRPSSEAPPP
GPPHALRADSSPILGPQPPDAPASGT
EATRGSSVSEAERLTASSCSMSSQS
MPGLPWLGPAPLGSVEKDTGSALSY
KPVSPRRPWSPSKEAGSRPPLARKH
SLTKNDSSPQRCSPAREPQASAPSPP
GLHVDPGRGMGALPCGSPRLQLSPL

True False False 4.555 False False



TLCPLGRELAPRAHVLSKLEGTTDPG
LPRYSPTRRWSPGQAESPPRSAPPG
KWALAGPGSPSAGEHGPGLGLDPRV
LFPPAPLPHKLLSRSPETCASPWQKA
ESRSPSCSPGPAHPLSSRPFSALHDF
HGHILARTEENIFSHLPLHSQHLTR
APCPLIPIGGIQMVQARPGAHPTLLP
GPTAAWVSGFSGGGSDLTGAREAQE
RGRWSPTESSSASVSPVAKVSKFTLS
SELEGGDYPKERERTGGGPGRPPDW
TPHGTGAPAEPTPTHSPCTPPDTLPR
PPQGRRAAQSWSPRLESPRAPTNPE
PSATPPLDRSSSVGCLAEASARFPAR
TRNLSGEPRTRQDSPKPSGSGEPRA
HPHQPEDRVPPNA


