
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

Q8CJE3 Q8CJE3_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MVILQKGDYVWMDLKSGQEFDVPIG
AMVKLCESGQIQVVDDEGNEHWISP
QNATHIKPMHPTSVHGVEDMIRLG
DLNEAGILRNLLIRYRDHLIYTYTGSI
LVAVNPYQLLSIYSSEHIRQYTNKKI
GEMPPHIFAIADNCYFNMKRNNRD
QCCIISGESGAGKTESTKLILQFLAAI
SGQHSWIEQQVLEATPILEAFGNAK
TIRNDNSSRFGKYIDIHFNKRGAIEG
AKIEQYLLEKSRVCRQAPDERNYHV
FYCMLEGMNEEEKKKLGLGQAADY
NYLAMGNCITCEGRVDSQEYANIRS
AMKVLMFTDTENWEILKLLAAILHM
GNLQYEARTFENLDACEVLFSPSLA
TAASHLEVNPPDLMSCLTSRTLITRG
ETVSTPLSREQALDVRDAFVKGIYGR
LFVWIVEKINAAIYKPPSQEVTNSRR
SIGLLDIFGFENFTVNSFEQLCINFA
NEHLQQFFVRHVFKLEQEEYDLESI
DWLHIEFTDNQEALDMIANRPMNVI
SLIDEESKFPKGTDATMLHKLNSQH
RLNANYVPPKNSHETQFGINHFAGI
VYYESQGFLEKNRDTLHGDIIQLVHS
SRNKFVKQIFQADVAMGAETRKRSP
TLSSQFKRSLELLMRTLGACQPFFV
RCIKPNEFKKPMLFDRHLCVRQLRY
SGMMETIRIRHAGYPIRYSFVEFVER
YRVLLPGVKPAYKQDDLQGTCQRMA
EAVLGTHDDWQIGKTKIFLKDHHD
MLLEVERDKAITDRVILLQKVIRGFK
DRSNFLRLKSAATLIQRHWRGHHC
RKNYELIRLGFLRLQALHRSRKLHK
QYRLARQRIIKFQARCRAYLVRRAFR
HRLWAVITVQAYARGMIARRLHRRL
RVEYWRRLEAERMRLAEEEKLRKE
MSAKKAKEEAERKHQERLAQLARE
DAERELKEKEEARRKKELLQQMERA
RHEPINHSDMVDKMFGFLGTSSGL
PGQEGQAPSGFEDLERGRREMVEE
DVDAALPLPDEDEEDLSEYKFAKFA
ATYFQGTTTHSYTRRPLKQPLLYHD
DEGDQLAALAVWITILRFMGDLPEP
KYHTAMSDGSEKIPVMTKIYETLGK
KTYKRELQALQGEGEAQLSEGQKKT
SVKHKLVHLTLKKKSKLTEEVTKRL
HDGESMVQGNSMLEDRPTSNLEKL
HFIIGNGILRPALRDEIYCQISKQLTH
NPSKSSYARGWILVSLCVGCFAPSEK
FVKYLRNFIHGGPPGYAPYCEERLRR
TFVNGTRTQPPSWLELQATKSKKPI
MLPVTFMDGTTKTLLADSATTAKEL
CNALADKISLKDRFGFSLYIALFDKV
SSLGSGSDHVMDAISQCEQYAKEQG
AQERNAPWRLFFRKEVFTPWHNPS
EDNVATNLIYQQVVRGVKFGEYRCE
KEDDLAELASQQYFVDYGSEMILER
LLSLVPTYIPDREITPLKNLEKWAQL
AIAAHKKGIYAQRRTDAQKVKQDVV
NYARFKWPLLFSRFYEAYKFSGPPLP
KSDVIVAVNWTGVYFVDEQEQVLLE
LSFPEIMAVSSSRGAKLMAPSFTLAT
IKGDEYTFTSSNAEDIRDLVVTFLEG
LRKRSKYVVALQDNPNPAGEESGFL
SFAKGDLIILDHDTGEQVMNSGWA
NGINERTKQRGDFPTDCVYVMPTVT
LPPREIVALVTMTPDQRQDVVRLLQL
RTAEPEVRTKPYTLEEFSYDYFRSPP
KHTLSRVMVSKARGKDRLWSHTRE
PLKQALLKKIVGSEELSQEACMSFIA
VLKYMGDYPSKRTRSVNELTDQIFE
WAVKAEPLKDEAYVQILKQLTDNHI
RYSEEKGWELLWLCTGLFPPSNILL
PHVQRFLQSRKHCPLAIDCLQRLQK

True True 4.683 2.359 2.036 1.167 1.56 4.468 1.558



ALRNGSRKYPPHLVEVEAIQHKTTQI
FHKVYFPDDTDEAFEVESSTKAKDF
CQNIASRLLLKSSEGFSLFVKIADKVI
SVPENDFFFDFVRHLTDWIKKARPIK
DGIVPSLTYQVFFMKKLWTTTVPGK
DPMADSIFHYYQELPKYLRGYHKCT
REEVLQLGALIYRVKFEEDKSYFPSIP
KLLRELVPQDLIRQVSPDDWKRSIVA
YFNKHAGKSKEEAKLAFLKLIFKWP
TFGSAFFEVKQTTEPNFPEILLIAINK
YGISLIDPRTKDILTTHPFTKISNWSS
GNTYFHITIGNLVRGSKLLCETSLGY
KMDDLLTSYISQMLTAMSKQRNSRS
GR


