
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

G3V824 G3V824_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MRAVLPGPVPSGPRVALLLPLLLLLL
VAAAGSAQAQAVDLDALCSYTWEAV
DSKNNAVYKINPCGHVDNPRCGPTS
AVCMCDLKSENCRSVGDSLLRSSAK
SLLEFNTTTGCQPSEHRIQTSITFLC
GKTLGTPEFVTATDCVHYFEWRTTA
ACKKDIFKADKEVPCYVFDDKLQKH
DLNPLIKLNGGYLVDDSDADASLFIN
VCRDIDSLRDPSTQLRVCPAGTAACL
LKGNQAFDVGRPKEGLKLLSKDRLV
LTYVKEEGEKPDFCNGHSPAVTVTF
VCPSERREGTIPKLTAKSNCRYEVE
WITEYACHRDYLESETCSLSSEQHDI
AIDLSPLAQHEEGSPYVADGGEYRFF
MNVCGDTKVSLCNKEAAVCQEKKV
DSTQVKIAGRHQNQTLRYSDGDLTLI
YSGGDECSSGFQRMSVINFECNKTA
GQDGRGEPVFTGEVDCTYFFTWDTK
YACVKEKEDLLCGAIDGKKRYDLSVL
ARHSESEQNWEAVDGSQAESEKRN
FFINVCHRVLQAGKAKNCPEGAAVC
AVDKSGSKNLGKFVSSPTKEKGHIQ
LSYSDGDDCGNDKKITTNITFVCKPG
DLESAPVLRAAGPDGCSYEFEWHTA
AACVLSQTEGENCTVLDAQAGFSFD
LSLLTKKNGAYKVETDKYDFYINVCG
PVSVNLCQSNSGACQVAKSGKSWN
LGLSNTKLTYYDGMIQLSYRNGTLY
NNEKHTPRSTLITFLCDRDAGVGFP
EYQEEDNSTYNFRWYTSYACPEEPL
ECMVTDPSMMEQYDLSSLVKFEGG
RGGNWYAMENSREHFTRRKYYLNV
CRPLNPVPGCDRYASACQMKYENN
EGSLAETVAISNLGVAKTGPVVEESG
SLLLEYVNGSACTTSDGRLTTYSTRI
HLVCGRGTMNSHPIFTFNWECVVS
FLWNTEAACPIQTITDSDQACSIRDP
NSGFVFNLSPLNYSQGHMVLGIGKT
FVFNICGTMPACGTVAGKPALGCEA
ETKIKDIKDLKPERPVGMEKSLQLSA
EGFLTLTYKGSSPSDRGTAFIIRFICN
GDIYPGTPKFLHQDIDSARGIRNTFF
EFETALACIPSVVDCQVTDPAGNEYD
LSALSMVRKPWTAVDTSVHGKKRRF
YLSVCTPLPYIPGCDGIAMGSCMVSE
DKSQNLGVVQISPQATGNGSLSILYV
NGDRCGNQRYSTRIVFECAQTSGSP
MFQLLNNCEYVFVWRTVEACPVVR
EEGDNCQVKDPRHGNLYDLKPLAL
NDTIISAGEYTYYFRVCGKLSLDVCS
AHDGSKAVSSCQEKKGPQGFQKVA
GLLNQKLTFENGLLKMNYSGGDTC
HKVYQRSTTIYFYCDRTTQKPVFLKE
TLDCSYLFEWRTQYACPPFNVTECSI
QDEAGNSIDLSSLSRYSDNWEAVTR
TGATEHYLINVCKSLSPQAGTDPCPP
EAAVCLLDGSKPVNLGRVRDGPQW
TAGVTVLKYVDGDLCPDKIRKRSTIIR
FTCSDSQVNSRPLFISAVQDCEYTFS
WPTPAACPVKSNIHDDCQVTNPSTG
HLFDLSSLSGKAGITASYSEKGMVF
MSICEENVNCSPGVGACFGQTRISV
GQASKRLSYKDQVLQLVYENGSPCP
SKSGLRYKSVISFVCRPEAGPTNRPM
LISLDKQSCTLFFSWHTPLACEQATE
CTVRNGSSIIDLSPLIHRTGGYEAYD
ESEDDTSDTTPDFYINICQPLNPMH
GVPCPAGASVCKVPVDGPPIDIGRVT
GPPIFNPVANEVYLNFESSTPCLADK
YMNYTSLIAFHCRRGISMGTPKLIRN
NDCDFVFEWETPIVCPDEVKTQGCA
VTDEQLLYSFNLTSLSTSTFKVTRDA
HTYSIGVCTTAADLDQEGCKDGGVC

True True 1.63 4.455 1.927 1.941 4.349 5.0 5.0



LLSGSKGASFGRLASMQLDYRHQDE
AVILSYVNGDPCPPETEDGEPCVFPF
IYKGETYDECVLEGRAKLWCSKTAN
YDRDHEWGFCRPSNSHRMSAIIFTC
DENEDIGRPEVFSEDRGCEVTFEWK
TKVVCPPKKMECKFVQKHKTYDLRL
LSSLTGSWDFVHEGNSYFINLCQRV
YKGPLDCSERASICKKSATGQVQVL
GLVHTQKLEVIDETVLVTYSKGHSC
GGNKTASSVIELTCAKTVGRPAFKRF
DIDSCTYYFYWYSRAACAVRPQEVN
MVNGTLTNPVTGKSFSLGEIYFKLFS
ASGDMRSNGDNYLYEIQLSSISSSS
NPACSGANICQVKPNDQHFSRKVGT
SDMTKYYVQDGDLDVVFTSSSTCGK
DKTKSVSSTIFFHCDPLLKDGVPEFS
HETADCQYLFSWYTSAVCPLGVDFD
DENAVPEYKGLSERSQAVGAVLSLL
LVALTGCLLALLLHKKERRETVINKL
TNCCRRSSGVSYKYSKVSKEEETDE
NETEWLMEEIQVPAARLGKDGQEN
GHITTKTVKAEALTSLHGDDQDSED
EVLTIPEVKVHTGRGAEVESSQPLRN
PQRKVLKEREGERMGLVRGEKARR
GKFRPGQRKPTTPAKLVSFHDDSDE
DLLHI


