
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

E9Q1M6 E9Q1M6_MOUSE Mus
musculus

NaN 38.223321 NaN NaN 40997131 MLTDSGGGGTSFEEDLDSVAPRSAP
AGASEPPPPGGVGLGIRTVRLFGEAG
PAPGVGGGGGGGGGSSSSSSAGGG
DAALDFKLAAAVLRTGGGGGASGSD
EDEVSEVESFILDQEDLDNPVLKTSE
IFLSSTAEGADLRTVDPETQARLEAL
LEAAGIGKLSTADGKAFADPEVLRRL
TSSVSCALDEAAAALTRMRAENTHS
TGQVDTRSLAEACSDGDVNAVRKLL
DEGRSVNEHTEEGESLLCLACSAGY
YELAQVLLAMHANVEDRGNKGDITP
LMAASSGGYLDIVKLLLLHDADVNS
QSATGNTALTYACAGGFIDIVKVLLN
EGANIEDHNENGHTPLMEAASAGH
VEVARVLLDHGAGINTHSNEFKESA
LTLACYKGHLDMVRFLLEAGADQEH
KTDEMHTALMEACMDGHVEVARLL
LDSGAQVNMPADSFESPLTLAACGG
HVELAALLIERGANLEEVNDEGYTPL
MEAAREGHEEMVALLLAQGANINA
QTEETQETALTLACCGGFSEVADFLI
KAGADIELGCSTPLMEASQEGHLEL
VKYLLAAGANVHATTATGDTALTYA
CENGHTDVADVLLQAGAHLEHESE
GGRTPLMKAARAGHLCTVQFLISKG
ANVNRATANNDHTVVSLACAGGHL
AVVELLLAHGADPTHRLKDGSTMLI
EAAKGGHTNVVSYLLDYPNNVLSVP
TTDVSQLTSPSQDESQVPRVPIHTLA
MVVPPQEPDRTSQETSTALLGVQKG
ASKQKSSSLQVADQDLLPPFHPYQP
LECIVEETEGKLNELGQRISAIEKAQ
LKSLELIQGEPLNKDKIEELKKNREE
QVQKKKKILKELQKVERQLQMKTQQ
QFTKEYLETKGQRDTESPHQQCSNR
GVFMAGEEDGSLPQDHSSESPQLDT
VLFKDHDIDDKQQSPPSAEQIDFVPV
QPLSSPQCNFFSDLGSNGTNSLVLQ
KVSGNQQIVGQPQIAIAGHEQGLLV
QEPDGLMVATPAQTLTDTLDDLIAA
VSTRVPVGSNNPSQTTECPTPESCY
QTPSNMATPSTPPVYPSVDIDAHTES
NHDTALTLACAGGHEELVSVLIARD
AKIEHRDKKGFTPLILAATAGHVGVV
EILLDKGGDIEAQSERTKDTPLSLAC
SGGRQEVVDLLLARGANKEHRNVS
DYTPLSLAASGGYVNIIKILLNAGAEI
NSRTGSKLGISPLMLAAMNGHVPAV
KLLLDMGSDINAQIETNRNTALTLA
CFQGRAEVVSLLLDRKANVEHRAKT
GLTPLMEAASGGYAEVGRVLLDKGA
DVNAPPVPSSRDTALTIAADKGHYKF
CELLINRGAHIDVRNKKGNTPLWLA
SNGGHFDVVQLLVQAGADVDAADN
RKITPLMSAFRKGHVKVVQYLVKEV
SQFPSDIECMRYIATITDKELLKKCH
QCVETIVKAKDQQAAEANKNASILLK
ELDLEKSREESRKQALAAKREKRKE
KRKKKKEEQKRKQEDEENKPKENS
EQPEGEDEENDEDVEQEIPIEPPSAT
TTTTIGISATSTTFTNVFGKKRANVV
TTPSTNRKNKKNKTKESPPTAHLILP
EPHISLAQQKADKNKINGEPRGGGA
GGNSDSDNIDSTDCNSESSSGGKSQ
EFSFPVDVNPASDKRCSTVVSSQEE
KAVTTTSKTQTRLDGEVNSMSTSYK
SLPLSSPTMKLNLTSPKRGQKREEG
WKEVVRRSKKLSVPASVVSRIMGRG
GCNITAIQDVTGAHIDVDKQKDKNG
ERMITIRGGTESTRYAVQLINALIQDP
AKELEDLIPKNHIRTPASTKSIHTNF
SSGVGTTATSSKNAFPLGAPALVTSQ
ATTLSTFQPTNKLSKNVPTNVRSPFP
VSLPLAYPHPHFALLAAQTMQQIRH

NaN NaN NaN NaN NaN NaN NaN NaN None



PRLPMAQFGGTFSPSPNTWGPFPVR
PVNPGNTSSSPKHNNTARLPNQNG
PVLPSESPGLATTGCPITVSSVVAAS
QQLCMTNSRTPSSVRKQLFACVPKT
SPPATVISSVTSTSSSLPSVSSTSITSG
HVTTTFMPAPTQVPLSSQKVESFSVI
PPPKEKVSTQDQPLTNLCTPSPAATS
CNSSASNTSGAPEAHPSSTPPPPPG
NTQEEGQPSKASDLSPVSMPFASNS
ETAPLTLASPRLVAADNRDTGSLPQL
TVPAPRVSHRMQPRGSFYSVVPNAT
MHQDPQSIFVTNPVPLTPPQGPPAA
VQLSSAVNIMNGSQVHINPANKSLQ
PTFGPATLFNHFSSLFDSGQVPANQ
GWGDGPLPSRVAADASFTVQSAFLS
NSVLGHLENVHPDNSKAPGFRPPSQ
RVSTSPVGLPSIDPSGNSPSAAAPLT
SFSGIPGTRVFLQGPAPVGTPSFNRQ
HFSPHPWTSASNTSTSAPPTLGQQP
KGNSASQDRKIPPPIGTERLARIRQG
GSVAQAPVGTSFVAPVGHGGIWSFG
VNAMSEGLSGWSQSVIGNHPMHQ
QLSDPSTFSQHQPMERDDSGMVAP
TNIFHQPMVSGFVDFFYRPADFHVW
RHHYTLSPSAC


