
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

B2RT41 B2RT41_MOUSE Mus
musculus

NaN 38.223321 NaN NaN 40997131 MAAAADPSTPASSGLSPKEEGELED
GEISDDDNSRSRSSSSSSSGGGLLPY
PRRRPPPPARGGGSGGGGGGSSSSS
SSSQQQLRNFSRSRHPAERGQLRGP
SSYRPKEPFRTHPPPGRMPSGSLSE
SSPRPSFWERSHIALDRFRFRGSRPY
RGGSRWSRGRGVGERGGKPGCRPP
GGGGSGGAGSGFGSSQSWREPSPP
RKSSKSFGRSPSRKQNHSSKSENCA
EETFEDLLLKYKQIQLELECINKDEK
LALSSKEETAQEDPKTLHLEDQTST
DNASITKDPSKEVAPEEKTQVKTFQA
FELKPLRQKLTLPGDKNRVKRGKDG
TRQLSLKSSTTDASQGLEDKEQNLT
RRLSASDIVSEKKLGEEEEELSELQL
RLLALQSASKKWQQKEQQVMKESK
EKLTKTKTAQQKAKTSTKAHSAKKV
SATAKQALRKQQTKAWKKLQQQKE
QERQKEEDQRKHAEEEERRKREEEI
RKIRDLSNQEEQYNRFMKLVGGKR
RARSKSSDPDLRRSLEKQSDSAGGIY
QYDNYEEVAMDTDSETSSPAPSPVQ
PPFFPECSLGYFSSAPSVSLPPPAQV
SSVPSLNQPYGEGLCVSLDPLPPLPP
LPPLPPEDPEQPPKPPFADEEEEEE
MLLREELLKSLASKRAFKPEETSSN
SDPPSPPVLNNSQPLSRSNLSIVSIN
TVSQPRIQNPKFHRGPRLPRTVISLP
KHKSVVVTLNDSDDSESDGEASKST
NSVFGGLESMIKEARRTAEQASKPK
VPPKSEKENDPLRTPEALPEEKKME
YRLLKEEIANREKQRLIKSDQLKTSS
SSPANSDVEMDGIGRIAMVTKQVAD
AEAKLKKHKILLIKDESVLKNLVLQE
AKKKESVRNAEAKITKLTEQLQAAEK
ILSANRMFLKKLQEQIHRVQQRVTIK
KALTLKYGEELARAKAVASKELGKR
KLEQDRLGPNKMMRLDNSPISSPRK
HSAELIAMEKRRLQKLEYEYALKIQK
LKEARALKAKEQQNLVPVVEEEPEF
SVPQPSLHDLTQDKLTLDTEENDVD
DEVLSGASRERRRSFLESNSFTKPN
LKHTDTPNKECINKLSKSTVEKPELF
LGLKIGELQKLYSRADSLKQLILKTTT
GTTEKVLHGQEISVDVDFVTAQSKTT
EVKPCPFRPYQSPLLVFKSYRFSPYY
RTKEKLPLSSVSYSNMVEPDQCFCR
FDLTGTCNDDDCQWQHVQDYTLSR
KRLFQDILSYNLSLIGCSEMSTDEEI
ASAAEKYVEKLFGVNKDRMSMDQM
AVLLVSNVNESKGHTPPFTTYKDKR
KWKPKFCRKPVSENSCSSDDEQSTG
PIKYAFRPEKQINVPALDTVVTPDDV
RYFTSETDDIANLEASVLENPSHVQL
WLKLAYKYLNQNEGLCSESLDSALN
VLARALENNKDNPEIWCHYLRLFSK
RGTKEEVQEMCETAVEYAPDYQSF
WTFLHLESTFEEKDYVCERMVEFL
MGAAKREISDILSFQLLEALLFRVQL
HIFTGRCQSALAVLQNALKLANDAIV
AEYLKTDDRCLAWLAYIHLIEFNSLP
SKLYDPSNANPSRIVNTEPFVMPWQ
AAQDVKTNPDLLLAVFEDAVKACTD
ETLTSGERIEVCLPLYTNMIALHQLL
ERYEEAVELCTSLLESCPTNCQLLET
LAALYLKTDRYDKARRVWLTAFENN
PQNAEIFYHLCKFFILQDGGDKLLPV
LRQFVGSFFKPGFEKYSNVDLFRYL
LNIPGPLDIPACLCKGNFDDDAFNN
QVPYLWLIYCLCHPLQSSIKETVEAY
EAALGVAMRSDIVQKIWMDYLVFAN
NRAAGSRNKVQEFKLFTDLVNRCLV
TVPARYPIPFSSADYWSNYEFHNRVI
FFYLSCVPKTQHSKTLERFCSAMPA

True False 2.035 4.601 False False False False 0.785



NSRLALRLLQHEWEESNVQILKLQA
KMFTYNIPTCLATWKIAIAAEIALKG
QREVHRLYQRALQKLPLCASLWKDQ
LLFEASEGGKTDNLRKLVSKCQEIG
VSLNELLNLNSNKTESKNL


