
UniprotKB
ID Entry	name organism full

name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

B2RWX1 B2RWX1_MOUSE Mus
musculus

NaN 29.185005 NaN NaN 22645316 MATHWTGLPEEDGDKLKACGAASA
CEVSKNKDGKDQGEPVSPSEDEPFS
WPGPKTVMLKRTSQGFGFTLRHFIV
YPPESAIQFSYKDEENGNRGGKQRN
RLEPMDTIFVKQVKEGGPAFEAGLC
TGDRIIKVNGESVIGKTYSQVIALIQN
SDTTLELSVMPKDEDILQVLQFTKD
VTALAYSQDAYLKGNEAYSGNARNI
PEPPPVCYPWLPSTPSATAQPVETCP
PDSLPNKQQTSAPVLTQPGRAYRME
IQVPPSPTDVAKSNTAVCVCNESVRT
VIVPSEKVVDLLANRNNPSGPSHRT
EEVRYGVNEQASTKAASRTTSPASVP
TAHLIHQTTGSRSLEPSGILLKSGNY
SGHSEGISSSRSQAVDSPPVSVNHY
SANSHQHIDWKNYKTYKEYIDNRRL
HIGCRTIQERLDSLRAASQSAADYNQ
VVPTRTTLQVRRRSTSHDRVPQSVQI
RQRSVSQERLEDSVLMKYCPRSASQ
GALTSPPVSFNNHRTRSWDYIEGQT
EATATVNSESQIPDSNGERKQTYKW
SGFTEQDDRRGIHERPRQQEMHKP
FRGSNLTVAPVVNSDNRRLVGRGVG
PVSQFKKIPPDLRPPHSNRNFPTTTG
VSLQRGIAQDRSPLVKVRSNSLKVPP
PPVSKPSFSQHSLASMKDQRPVNHL
HQHSVLSQQTQFRSESTFEHQLETE
VSSCLPGTSAKTSPQLSENLGTSDLE
LPAIPRNGDINLQEAEIQQPDVLDNK
ESVILREKPQSGRQTPQPLRHQSYIL
AVNDQETGSDTTCWLPNDARREVHI
KRMEERKASSTSPPGDSLASIPFIDE
PTSPSIDHEIAHIPASAVISASTAHVP
SIATVPPSLTTSAPLIRRQLSHDQESV
GPPSLDGQHSSKTERSKSYDEGLDD
YREDAKLSFKHVSSLKGIKITDSQKS
SEDSGSRKGSSSEVFSDAAREGWLQ
FRPLVTDKGKRVGGSIRPWKQMYVV
LRGHSLYLYKDRREQTTPSEEEQPIS
VNACLIDISYSETKRRNVFRLTTSDC
ECLFQAEDRDDMLSWIKTIQESSNL
NEEDTGVTNRDLISRRIKEYNSLLSK
TEQLPKTPRQSLSIRQTLLGAKSEPK
TQSPHSPKEESERKLLSKDDTSPPK
DKGTWRRGIPSIVRKTFEKKPAATGT
FGVRLDDCPPAHTNRYIPLIVDICCK
LVEERGLEYTGIYRVPGNNAAISSMQ
EELNKGMADIDIQDDKWRDLNVISS
LLKSFFRKLPEPLFTNDKYADFIEAN
RKEDPLDRLRTLKRLIHDLPEHHFE
TLKFLSAHLKTVAENSEKNKMEPRN
LAIVFGPTLVRTSEDNMTHMVTHM
PDQYKIVETLIQHHDWFFTEEGAEE
PLTAVQEENTVDSQPVPNIDHLLTNI
GRTGVLPGDVSDSATSDSAKSKGSW
GSGKDQYSRELLVSSIFAAASRKRKK
PKEKAQPSSSEDELDSVFFKKENTE
QSHSEIKEESKRESETSGSKQRVVV
AKESNTKKDSGTTKEEKKIPWEEPS
PPHSSKRNRSPTLSCRLAMLKEGPR
SLLTQKPHCEETGSDSGTLLSTSSQA
SLLRSSTKKSTSPETKHSEFLSIAGTT
TSDYSTTSSTTYLTSLDSSRLSPEVQ
SVAESKGDEADDERSELVSEGRPVE
TDSESEFPVFPATLTSDRLFRGKFQD
VARVSRRNSEGSEASCTEGSLTPSL
DSRRQQFSSHRLIECDTLSRKKSAR
FKSDSGSPGDTRTEKETPALAKMFD
VMKKGKSTGSLLTPSRSESEKQEAT
WKTKIADRLKLRPRAPADDMFGVGN
QKPTAETAKRKNIKRRHTLGGHRDA
TEISVLSFWKAHEQSADKESELSAV
NRLKPKCSAQDLSISDWLARERVRT
SASDLSRGEGLEPQAESPSVLGTPIS

None None None None None None None None None



THSPPSQQPEARVAATSTLASTSQSP
LFTPPQSPDQINRESFQNMSQNASS
TANIHPHKQSESPDTKAETPP


