
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

B5DEJ9 B5DEJ9_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MARLADYFIVVGYDHEKPGPGEGLG
KIIQRFPQQDWDDTPFPQGIELGTKK
EEIEGEEVSALIQPAEVFAPKSLVLVS
RLDYPEIFRACLGLIYTVYVDSLSVSL
ESLIANLCACLVPAAGGSQKLFSLGA
GDRQLIQTPLHDSLPVTGTSVALLFQ
QLGIQNVLNLFCAVLTENKVLFHSA
SFQRLSDACRALESLMFPLKYSYPYI
PILPAQLLEVLSSPTPFIIGVHSIFKTD
VHELLDVIIADLDGGTIKIPECIHLSS
LPEPLLHQTQAALSLILHPDLEVADH
AFPPPRTALSHSKMLDKEVRAVFLR
LFAQLFQGYRSCLQLIRIHAEPVIHF
HKTAFLGQRGLVENDFLTKVLNGM
AFAGFVSERGPPYRACDLFDELVAF
EVERIKVEENNPLKMIKHIRELAEQL
FKNENPNPHMAFQKVPRPTEGSHL
RVHILPFPKINEARVQELIQENLAKN
QNATPATRTEKKCIVPAGPPVVSIMD
KVITVFNSAQRLEVVRNCISFIFENK
TLETEKTLPAALRALKGKAARQCLTD
ELGLHVQQNRAILDHQQFDYIIRMM
NCTLQDCSSLEEYNIAAALLPLTSAF
YRRLAPGVSQFAYTCVQDHPIWTNQ
QFWETTFYSAVQEQVRSLYLSAKED
NHTPHQKQKELPDGQYQERTAMDL
AAEQLRLWPTLSKATQQELVQHEES
TVFSQAIHFANLMVNLLVPLDTSKN
KLLRASAPGDWESGSNSIVTNSIAGS
VAESFDTESGFEDSENNDVANSVVR
FIARFIDKVCTESGVTQDHIRSLHCM
IPGIVAMHIETLEAVHRESRRLPPIQK
PKILRPALLPGEEIVCEGLRVLLDPD
GREEATGGLLGGPQLLPAEGALFLTT
YRILFRGTPHDQLVGEQTVVRSFPIA
SITKEKKITMQNQLQQNMQEGLQIT
SASFQLIKVAFDEEVSPEVVDIFKKQ
LMKFRYPQSIFSTFAFAAGQTTPQIIL
PKQKEKNTSFRTFSKTIVKGAKKAGK
MTIGRQYLLKKRTGTIVEERANRPG
WNEEDDISVSDDCELPTSTTLKASE
KSTMEQLVEKACFRDYQRLGLGTIS
GSSSRSKPEYFRVTASNRLYSLCRSY
PGLLVIPQAVQDSSLPRVARCYRHN
RLPVVCWKNSRSGTLLLRSGGFHGK
GVVGLFKSQNSPQAVSTSSLESSSSI
EQEKYLQALLTAVIVHQKLRGNSTLT
VRPTLALSPVHGYRDKCFTQSNSKS
SAKEPVHNQGVWASLRSSTRLISSP
TSLIDVGARLAGKDHSASFSNSTYLQ
NQLSKRQAALYIFGEKSQLRSSKVEF
AFNCEFVPVEFHEIRQVKASFKKLM
RACIPSTIPTDSEVTFLKALEDSEWF
PQLHRIMQLAVVVSEVLENGSSVWV
CLEEGWDITTQVTSLVQLLSDPFYRT
IEGFRMLVEKEWLSFGHKFSQRSSL
ALNSQGSGFAPIFLQFLDCVHQVHN
QYPTEFEFNLYYLKFLAFHYVSNRFK
TFLLDSDYERLEHGTLFDDKGDKHA
KKGVCIWECIDKMHKRSPVFFNYLY
SPVEIEALKPNVNVSSLKKWDYYTEE
TLSAGPSYDWMMLTPKHFPYEESDV
AGGAGPQSQRKTVWPCYDDVTCSQ
PDALTRLFSEIEKLEHKLNQTPEKW
HQLWEKITMDLKEEPRTDHSLRHSS
RSPGIASTNVPSYQKRPALHALHRSP
TEDQSTTTAPSNGVEHRAATLYSQY
TSKNDENRSFEGTLYKRGALLKGWK
PRWFVLDVTKHQLRYYDSGEDTSCK
GHIDLAEVEMVVPAGPSMGAPKYTS
DKAFFDLKTSKRVYNFCAQDGQSAQ
QWMDRIQSCISDA

False False 3.253 2.503 0.93 1.003 1.157 1.112 0.848


