
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

Q5MJ56 Q5MJ56_MOUSE Mus
musculus

NaN 29.125745 NaN NaN 39927985 MDLKSGQEFDVPIGAVVKLCDSGQI
QVVDDEDNEHWISPQNATHIKPMH
PTSVHGVEDMIRLGDLNEAGILRNL
LIRYRDHLIYTSCGGRTYTGSILVAVN
PYQLLSIYSPEHIRQYTNKKIGEMPP
HIFAIADNCYFNMKRNNRDQCCIIS
GESGAGKTESTKLILQFLAAISGQHS
WIEQQVLEATPILEAFGNAKTIRNDN
SSRFGKYIDIHFNKRGAIEGAKIEQYL
LEKSRVCRQAPDERNYHVFYCMLE
GMNEEEKKKLGLGQAADYNYLAMG
NCITCEGRVDSQEYANIRSAMKVLM
FTDTENWEISKLLAAILHMGNLQYE
ARTFENLDACEVLFSPSLATAASLLE
VNPPDLMSCLTSRTLITRGETVSTPL
SREQALDVRDAFVKGIYGRLFVWIVE
KINAAIYKPPPLEVKNSRRSIGLLDIF
GFENFTVNSFEQLCINFANEHLQQF
FVRHVFKLEQEEYDLESIDWLHIEFT
DNQEALDMIANRPMNVISLIDEESK
FPKGTDATMLHKLNSQHKLNANYV
PPKNSHETQFGINHFAGVVYYESQG
FLEKNRDTLHGDIIQLVHSSRNKFIK
QIFQADVAMGAETRKRSPTLSSQFK
RSLELLMRTLGACQPFFVRCIKPNE
FKKPMLFDRHLCVRQLRYSGMMET
IRIRHAGYPIRYSFVEFVERYRVLLPG
VKPAYKQGDLRGTCQRMAEAVLGT
HDDWQIGKTKIFLKDHHDMLLEVE
RDKAITDRVILLQKVIRGFKDRSNFL
RLKSAATLIQRHWRGHHCRKNYELI
RLGFLRLQALHRSRKLHKQYRLARQ
RIIEFQARCRAYLVRKAFRHRLWAVI
TVQAYARGMIARRLHRRLRVEYQRR
LEAERMRLAEEEKLRKEMSAKKAKE
EAERKHQERLAQLAREDAERELKEK
EEARRKKELLEQMEKARHEPINHSD
MVDKMFGFLGTSGSLPGQEGQAPS
GFEDLERGRREMVEEDVDAALPLPD
EDEEDLSEYKFAKFAATYFQGTTTH
SYTRRPLKQPLLYHDDEGDQLAALA
VWITILRFMGDLPEPKYHTAMSDGS
EKIPVMTKIYETLGKKTYKRELQALQ
GEGETQLPEGQKKTSVRHKLVHLTL
KKKSKLTEEVTKRLNDGESTVQGNS
MLEDRPTSNLEKLHFIIGNGILRPAL
RDEIYCQISKQLTHNPSKSSYARGWI
LVSLCVGCFAPSEKFVKYLRNFIHGG
PPGYAPYCEERLRRTFVNGTRTQPPS
WLELQATKSKKPIMLPVTFMDGTTK
TLLTDSATTARELCNALADKISLKDR
FGFSLYIALFDKVSSLGSGSDHVMD
AISQCEQYAKEQGAQERNAPWRLFF
RKEVFTPWHNPSEDNVATNLIYQQV
VRGVKFGEYRCEKEDDLAELASQQY
FVDYGSEMILERLLSLVPTYIPDREIT
PLKNLEKWAQLAIAAHKKGIYAQRR
TDSQKVKEDVVNYARFKWPLLFSRF
YEAYKFSGPPLPKSDVIVAVNWTGVY
FVDEQEQVLLELSFPEIMAVSSSRGT
KMMAPSFTLATIKGDEYTFTSSNAE
DIRDLVVTFLEGLRKRSKYVVALQDN
PNPAGEESGFLSFAKGDLIILDHDTG
EQVMNSGWANGINERTKQRGDFPT
DCVYVMPTVTLPPREIVALVTMTPD
QRQDVVRLLQLRTAEPEVRAKPYTL
EEFSYDYFRPPPKHTLSRVMVSKAR
GKDRLWSHTREPLKQALLKKILGSE
ELSQEACMAFVAVLKYMGDYPSKR
MRSVNELTDQIFEWALKAEPLKDEA
YVQILKQLTDNHIRYSEERGWELLW
LCTGLFPPSNILLPHVQRFLQSRKHC
PLAIDCLQRLQKALRNGSRKYPPHLV
EVEAIQHKTTQIFHKVYFPDDTDEAF

NaN NaN NaN NaN NaN NaN NaN NaN None



EVESSTKAKDFCQNIASRLLLKSSEG
FSLFVKIADKVISVPENDFFFDFVRH
LTDWIKKARPIKDGIVPSLTYQVFFM
KKLWTTTVPGKDPMADSIFHYYQEL
PKYLRGYHKCTREEVLQLGALIYRVK
FEEDKSYFPSIPKLLRELVPQDLIRQ
VSPDDWKRSIVAYFNKHAGKSKEEA
KLAFLKLIFKWPTFGSAFFEVKQTTE
PNFPEILLIAINKYGVSLIDPRTKDILT
THPFTKISNWSSGNTYFHITIGNLVR
GSKLLCETSLGYKMDDLLTSYISQM
LTAMSKQRNSRSGR


