UniprotkB Entry name organism full oglcnacscore o.glcnac p.h osphorylation PMIDS [sequence intracellular lextracellular [cytosol nucleus mitochndrion en('loplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane [region
IAOA338P6N4 [AOA338P6N4_MOUSE Mus NaN [22.380232 NaN NaN 37507081 MSGGRRRGSAPWHSFSRFFAPRNP [None None None [None None None None None None

musculus

SRDKEEEEEEKPGTGQPAGVSRSAA
SVENEPVSTSQKKENALSSEAVKIPQ
IAEDRRNHAEQPAILPMVDDLPKPKD
LPDSTPEAKTGESDRQPKESFFQFL
GNLFNISGKSSLGEVKQSSFKDDQE
KPEKDPQTPWGPPEEGSQREEEAAS
HPARTQVLLGGQQESTSSELSDAFS
LDSTQDSEQETTEMPKKDTVGKPEK
PSVTYATYRGATQIRKYLQQQPVLET
MNHLDGEDGSSDSSPQAHAGSRSI
RDTVTVPLSTDSKDVATKGYLLGGPL
EASGYSQINTNRESHQESVPGLQDI
IASSKCILNKNSHGGLRSSWASPSSV
SNPSYVVGEPDSQTESVLVCSSVFR
GSKSSQGPCPEFQRKTPTDSPPRVN
SSAVTDGLPSVPGEEPARPQRPSVPD
FSRSKSDGSDTTKMESTNLSSPHKS
IRHEDARLPEHKCGDKPAVDNPSRR
TVNHACIMALQGHAVTDSELVNEG
KKLPARDSQKNMVSEILKETECASG
REPTTLSHVRTPEVRIESLPKETEPP
EPPCETETKRLGLELHVKTPHEMGK
TQEDPGSVKGVSDSVVVACTESETA
HELKSELNRNPTSESPFLLENSQQG
GVASDAEAPLHLDCKTSDYSASPPTL
IASRINRLGQLGFSGLKGERSSSSKTG
QGKVFSHPNECQEEGVGTHSEATD
RENPPALYLGHASSTLESKEFLPHG
EKCQSPSGPETAGTQLAGVALNFEH
GDTSEDLNSVPSHGPKKEELMSSNA
KARKSTVEKSDSFPLETQTAKMLGK
GEVCDQSSFPVESSSGRRKALSTPSV
SQAEPRDVPQCNISSSQVTVAEKLAE
TVLSELNYLGMEKDEDVQPVDRKEI
KQLCFSGGFKENHQTGISPASEHHG
GQETEMNTPDRSAAVLTSNLPGILP
LPPEEESTRHRPQNCEASTCLITPSL
IAICVTKKSSSISETEGLSLDNIFPKFQ
ETDNTRVYTSFLSSDAHLEKNVFAP
EGSSSLTVPSLLGLEKEASSRRDNAY
FQSAGTGNTSPSFCHTKGESTAVNS
HDLPSNFESLKVTVNLTCEGASVIDP
LGHNSFYLALDTPSPKEAEVTSLQG
CVGTHTRKACLDSPTTAYFDNLMKA
ETGTVAGAPVSVNRSCQQCSEASAD
QTDSRRRARDPLLLRSGLPKRADTL
TEEILSSVREELKSKHTVGTCQEHLA
QEDVMNPGTVKEAIPSEVVLAGIQL
KESLDEKGVDSMSGVKEEEETSVSS
IAVGETSLLFDFDRGNSSWMLEERA
RELVNEVIYAAQENLIRDAFDEIEDT
RVSEPQANTSKNWNGSGGGNPHAV
IVREFLVSEQAVNQSTCEISENEVLSK
LSSVSYLVSGTESIKGREIVPYQECPD
FGSGAGQSASVKLETLETVFQGEGV
PRTRLDAKVKTGFLVSEDYKKVAETE
CVDNHKMAAADTRTLVLNFNLPFA
RDDIHVPSTSKNSFSDSLVCISEKSF
PGHNKSTPLAMSDLGKAHKNDNEV
NVGKMALTPSMLEIGKTNKRDVEL
NIMKHEAAPLMPHREKACKVDPEL
NSMKAEPEANVFARGSVYQMDAQM
YVEKPEELPITLGMEKAFKTDSEGDI
GKAEVMPAMSELKTVHLKDAEGAIV
KTEVAPISIEMESFYQKRAEGDVGKA
GVASVMPEVEIFYQSDGVGSASEAE
IATTVTLGMEDTYQKDEESTVAETDVI
DMVPAELEMESIYPKDSEGDTDSIS
EGMPAKLDVVNAYQKYSDRVTGRIE
RPVSPLRDAEDVLGNAETVPFVLDV
KETYQETVYPPLDILEKRIQRDTEES
NGTTEPVPSKIEMEVMAPEDSSGST
ENRELLPMEVAMERTNGTTPGVTIM
QTDALGPAFENTKDPREYMEKSIGEI
EEPPGEVKKGLILHDDRLASHFRGY




ESPTLSKDYEGYPASAIPDVQEEDTV
'VRLKKIMSVPVVYDKRRNLDCREEK
EESNLAFVSQDEQDSSSFTILYEEPL
QEEDRYTSAELRGSQSLLFPDTSSM
PGLACERSESRTDLVHHFEKEGKLG
EAFDGDNSEMFLSVEAKRYKIYPLA
LSPIYEDDSSQEDVLSSEVSPGHHGS
SKSRESANQPSSVLSLLQSVSERLQ
RNFDGDDRQEAEEEEEEAVASGKD
WRTEKREHVTFHLPDPSIPFYPEDN
QEHAGIFKSYVEFSEPTTSSLQHGR
WSEKELFLQKSDMTSKLHSSLKSAY
HQYLQTSRTHSSETGTRFGGTLQEP
IVSKYFRVQDHAGRLSPYVENVDKQT
LKCNPRPGKMITYDLHGSKYKQEVY
CNIPDATTWSFPNGALIKVVRGCWIL
YEKPHFQGQKCVLEEGERVLDRDW
LLQNRKHPERNFVLGSIKRVLKDCSI
PVIELCPKTDPGCSPIYIHRSVPNVEE
LNIPKSTSVITVKSGVWLAYPDIHFKG
QATILEEDQGLFEISAAEMKSLHPLQ
MGGLKVEMPMNLKVILYEKPHFLG
HTKEFSEHIDSVPTFLKSDKDFHGIG
SIRVIGGVWVAYEKEHFKGQQFLLE
EGDFEDSSACGALSGPIMSFRYLQA
NFIESSITLFESSHLESGKFIDITNQE
ISDLEEIGFGSETRSIHVKSGVWVAY
HQKFFCGDQYILEKGKYKCFFDWGG
SSNTILSIRPIQLEPLGINEPTHLLKA
FSKAGFQGECIDFVKECADLTSFTPA
SFKVLRGCWLLLYYQEDGFYHQCVL
EEGLYVDLTSCGCPSARIRALQPIDY
VFEEPSISLFALEHCEGRELHLEDAV
NSVLNKDLHFYTQSVWIKSGLWIAY
EGSNFLGRQILLTPKEIPNWTAFSG
'WKTIGSVRPMKQPAVYIRIRNRAQD
EYLTVTGNPADARTMSVCISPYSGK
DTQIWHYCRGLFKSKASHTCLDVIG
GRDTPGAKVALWTEHGQLRQKWR
MSRNGTISSYLSDELVLDVKGGNYY
DKTHVIVNQPLEGEETQKWDIEIL




