
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

B2RQG2 B2RQG2_MOUSE Mus
musculus

NaN 41.574385 NaN NaN 40997131;28528544 MDIVDTFNHLIPTEHLDDALFLGSN
LENEVCEDFSTSQNVLEDSLKNMLS
DKDPMLGSASNQFCLPVLDSNDPN
FQMPCSTVVGLDDIMDEGVVKESG
NDTIDEEELILPNRSLRDRVEDNSVR
SPRKSPRLMAQEQVRSLRQSTIAKR
SNAATLSTKKPSGKTLSTSKVGVKPA
ERCQGKEEVYASLKSEHPKESRRSG
RHAEQMDVAPEVSASSVDSSVSSCA
GMKEEAEFDPKHACNNQGEVNVPS
PELDCPLLSETSASVEEKNIEALMEC
KAKTNSSPLFKFPVREDEQSDLVSG
ELNDTIEGKDAGGKPDQESEEVKFP
CEGDQTAEEPESSDVSSDSACANKN
KAEKNEGAECHLELKNTVDIVDKPE
NSPQRNELETLGYGEDTESNDARLQ
STEFNKSDLEEVDACAFEPEASTLE
NTICDVLDQNSKQLNITQSIKMETA
NLQDDRSGLEPKNIKPKHIKSVTHS
KQSMTTETPRKTVAAKHEVGHSKTK
SNVKAVKRNSGEPEPQPDSQRPVKV
RKKQGDKVWKSQSCNSGVKSVKSQ
AHSVLKRMPQDQNTMQISKPLTHP
HSDKLHGHSGFSKEPPHPVQTGHL
VHSSQKQSQKPQQQAAVGKGSSHV
KDEHDHPVSEHLKEDDKLKPRKPD
RNLQPRQRRSSRSFSLDEPPLFIPDN
IATVKKEGSDQTTSIESKYMWTPSKQ
CGFCKKPHGNRFMVGCGRCDDWF
HGDCVGLSLSQAQQMGEEDKEYVC
VRCCAEEDKKTDILDTEIFEAQAPIE
AHSEDKRMECGKLTSSKHAVTDDK
HRHSDDPGKHKVKILKRESGEGKTS
SDSRDNEIKKWQLAPLRKLSQPHLP
RRSSEEKSEKIAKESTALASTGERVA
RSGTHEKQETKKKKMEKGGPNVHP
PAATSKPSADQIRQSVRHSLKDILMK
RLTDSNLKIPEEKAAKVATKIEKELF
SFFRDTDAKYKNKYRSLMFNLKDPK
NNILFKKVLKGEVTPDHLIRMSPEEL
ASKELAAWRRRENRHTIEMIEKEQR
EVERRPITKITHKGEIEIESDAPMKE
QEAAIEIQEPSANKSMEKPDVSEKQ
KEEVDSTSKDTTSQHRQHLFDLNCK
ICIGRMAPPIDDLSPKTVKVVVGGAR
KHSDNEAESLADALSSTTNILTSDLF
EEEKQESPKSTFSPTPRPEMPGTVE
VESTFLARLNFIWKGFINMPSVAKF
VTKAYPVSGSPEYLTEDLPDSIQVGG
RISPQTVWDYVEKIKASGTKEICVVR
FTPVTEEDQISYTLLFAYFSSRKRYG
VAANNMKQVKDMYLIPLGAADKIPH
PLVPFDGPGLELHRPNLLLGLIIRQK
LKRPHSASAGPSHTGETPESAPIVLP
PDKKGKMESCTEEAAEEESDFFNSF
TTVLHKQRNKPSQPLQEDLPTAAEP
LMEVTKQEPPKPLRFLPGVLIGWDN
QPSTLELANKPLPVDDILQSLLGTTG
QVYEQAQPLVEQSTLKEIPFINDQAN
PKVEKIDKVEVTEGDAKEIKVKAENI
SVSTSKNSGEETSSVGSSSISPGPLA
SLSLRGKPPDVSTEAFLTNLSIPSKQ
EESVENKERTLKRLLLQDQENSLQD
NRTSSDSPCWPGTGKGGMDGDGSG
SGSGSGSGSEGPVANTRAPQFINLK
RDPRQAAGRSQQTASESKDAESCRN
GDKHAASAPPHNKEPLAEAVGGEGK
LPSQEKSSCVEQNDDSEAAPNSSSV
ENLNSSQAEQANPSQEDVLTQNIET
VHPFRRGSAPTSSRFEGGNTCQSEF
PSKSVSFTCRSSSPRASTNFSPMRP
QQPNLQHLKSSPPGFPFPGPQNFPP
QNMFGFPPHLSPPLLPPPGFGFPQN
PPMVPWPPVHVPGQPQRMMGPLSQ
ASRYMGPQNFYQVKDIRRPERRHSD
PWGRQDQQQPDRPFNRGKGDRQRF
YSDSHHLKRERHDKDWEQESERHR
HRDRSQERDRDRKSKEEAAAHKDK

True False 1.641 4.359 0.769 False False False False



ERPRLSHGDRAPDGKASRDGKSADK
KPDRPKGEDHEKEKERDKSKHKEG
EKDRERYHKDRDHTDRVKSKR


