
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

0

A0A0B4LJ24 A0A0B4LJ24_DROME Drosophila
melanogaster

NaN 30.60235 S454;S648;S671;S673;S717;S720;T
1313;T1314;T1316;T1317;T1495;T1
500;S1503;T1512;T1513;T1551;T15
53;S1556;T1557;S1562;S1577;S157
8;T1591;T1592;S1631

NaN 33925313;40245499 MQWKKKFTRLKAATGNSRVRRMLC
CGRRKENGRSVPDVTASPGRAPPGP
LPANQMPAMGNQQHHGNQQHHG
NQQQHHGNQHSNHRGQSGSLSNA
AGVKDPVMLQGDFRKVSGISSEIFR
QIEAVENDHDPNTAAALEAVERRGE
MIVRVLEPRCMGSKQAVDAAHKLM
NKADARHTVQLVEIVKRPGQTLGLYI
REGNGADRTDGVFISRIALESAVYNS
GCLRVGDEILAVNLVDVTHMSLDDV
VIIMSIPRRLVLAIRQRRGNRGTGSP
GPPTLSRPEQKPPPVVVIKRDLRDED
LDETDRMPRPRSSRDRRTGDGREM
TESRSRLGLGLNNYSPQSEQLDMYY
NTRGGGGGAMGEPPNWGYKPPPPP
SSVITEQPTKAHAFAPSHAYYQNAGT
LESLAEKVHAFYPGQPGGPPVGPSR
RMSTGTGNVGLAQQHARFPRSGSD
QHLPRVEYSDYSNSLGRHSLLRSSL
KPGTTGGAPMQVGVGGTLGRYGRY
DQQRAGVSKYGPPSGGAQSLTRRSR
PNLDYSSDTEATIGPRPSYYYYNRPAI
GSMSRGSGGAGGGVGAASTAALLA
GAADLNKFNSLPRERPGTRLQGIRS
RMGDRLVDENDGNTSAPEFDVRRG
RDLRQRITASPSIFTADEYRAWLRRA
PSSSAIAEQMRMTRDMFAQPRAQR
FSCSAENIHDALRNTESIYSSRNHIL
GTGTLDRNMGLTRPISALPVRSMSS
QHIGGAGSIRSPSIRRMRQLLELSAG
PASPSGSILSTGGHQSPAPTPSATLP
RPHRQIDINPAEFAKYKLDKPIVDIG
GISGMLWIHLLAGRGLRTAPEGAAG
TATQGQTRDLYCVIECDRVHKARTV
VRSGDLQFDWDESFELDLVGNKQL
DVLVYSWDPQHRHKLCYRGAISLSSI
LRQSPLHQLALKVEPRGTIYIRMRHT
DPLALYKRRGLPSLRAGYPTLFGADL
ETVVNRESKNAPGSAPVPIVLRRCVE
EVERRGLDIIGLYRLCGSATKKRLLR
EAFERNSRAVELTPEHVPDINVITGV
LKDYLRELPEPLFTRCLFQMTVDAL
AVCLPDDPEGNAKLMLSILDCLPRA
NRATLVFLLDHLSLVVSNSERNKMS
AQALATVMGPPLMLHSASAQPGADI
DHAQPIAVLKYLLQIWPQPQAQHQQ
MAQHMGGAAGAMMGGLVTAGSMS
NMAGVASGRRGESTGQRGSKVSAL
PADRQQLLLQQQAQLMAAGNLLRS
STSPYQLGGSVGSAIPDPSPLPLPGT
PSPGSSSASTGSGSGSGKSTDTIKRG
ASPVSVKQVKIVDQPSSPYSIVMKKP
PLQKDAPVEITTPTTQADTESTLGCK
ESNGTASRRGNVDFYDTHKTQAKSV
VNEESSYSSKYTGSETKKIIPGNSSYT
PSKANASGLSGGEDYKAMRNKSSAT
SSSSSSQATVLSAGSTATSAPTTSSD
DSDDLVSYKSSASTNALLAQSQAMT
TSQLMSKYLKREPRVQFTPIKSPESP
SPPGSGDGLPKGTYQLVTPISGSSSK
PGATTGAISKYTTGSVESSINANSQK
LSSPSRLCNSKDSNSRTGTASSTTPA
TSMVSTGRRLFDSLASSSSSETETKT
YIGGTTAASGAITTTIYTNDTKNSGSS
SSKSGIGGGSGTGLGAVSGASSETRS
FGSTLFGSSGLGNGNGSSHNHSSAS
PSPFTTTNGNGNHNTMHLYGTLPK
NGTSTGAALFGGSANSSSYHSSASG
SGAGTASSSGVSSMTGSTNSYDFYT
STSSTVSSSRPFANGGNNYHTLGTY
RAQYAATNPFLDAFDEKPGSNGGNA
HGEEKLGADKGHHRAAVMAFQSSG
DSKNGSDEYDDIK

NaN NaN NaN NaN NaN NaN NaN NaN


