
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

A0A0G2K9J0 A0A0G2K9J0_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MQHIRIMEGVSRSLPSSPLLTHQSIS
VRLQPVKKLTGDVEQELGPPPSVDE
AANTLMTRLGFLLGEKVTEVQPGDQ
YSMEVQDENQTSAITQRISPCSTLTS
STASPPASSPCSTLPPVSTNATAKDC
SYGAVTSPTSTLESRDSGIIATLTNYS
ENMERTKYVGEAGKELGSGGNLKP
WQSQKSSMDSCLYRVDENMAASTY
SLNKIPERNLETVLSQSVQSIPLYLM
PRPNSVAATSSAHLEDLAYLDEQRH
TPLRTSLRMPRQSMSGARTQQDLRV
RFAPYRPPDISLKPLLFEVPSITTESV
FVGRDWVFHEIDAQLQSSNASVNQ
GVVIVGNIGFGKTAIISRLVALSCHGT
RMRQIASDSPHASPKHVDANRELPL
TQAPSAHSSIASGSCPGTPEMRRRQ
EEAMRRLASQVVAYHYCQADNAYT
CLVPEFVHNVAALLCRSPQLTAYRE
QLLREPHLQSMLSLRSCVQDPMASF
RRGVLEPLENLHKERKIPDEDFIILID
GLNEAEFHKPDYGDTIVSFLSKMIG
NFPSWLKLIVTVRTSLQEITKLLPFH
RIFLDRLEENEAIDQDLQAYILHRIH
SSSEIQNNISLNGKMDNTTFGKLSS
HLKTLSQGSYLYLKLTFDLIEKGYLV
LKSSSYKVVPVSLSEVYLLQCNMKF
PTQSSFDRVMPLLNVAVASLHPLTD
EHIFQAINAGSIEGTLEWEDFQQRM
ENLSMFLIKRRDMTRMFVHPSFRE
WLIWREEGEKTKFLCDPRSGHTLLA
FWFSRQEGKLNRQQTIELGHHILKA
HIFKGLSKKVGVSSSILQGLWISYST
EGLSMALASLRNLYTPNIKVSRLLIL
GGANINYRTEVLNNAPILCVQSHLG
YTEMVALLLEFGANVDASSESGLTP
LGYAAAAGFLSIVVLLCKKRAKVDHL
DKNGQCALVHAALRGHLEVVKFLIQ
CDWTMAGQQQGVFKKSQAIQQALIA
AASMGYTEIVSYLLDLPEKDEEEVER
AQINSFDSLWGETALTAAAGRGKLD
VCRLLLEQGAAVAQPNRRGAVPLFS
TVRQGHWQIVDLLLTHGADVNMAD
KQGRTPLMMAASEGHLGTVDFLLA
QGASIALMDKEGLTALSWACLKGHL
SVVRSLVDNGAATDHADKNGRTPLD
LAAFYGDAEVVQFLVDHGAMIEHVD
YSGMRPLDRAVGCRNTSVVVTLLKK
GAKIGPATWAMATSKPDIMIILLSKL
MEEGDMFYKKGKVKEAAQRYQYAL
KKFPREGFGEDLKTFRELKVSLLLN
LSRCRRKMNDFGMAEEFATKALEL
KPKSYEAYYARARAKRSSRQFAAALE
DLKEAIKLCPNNREIQRLLMRVEEE
CRQMQQQQQPPPPPQQPPEELPEE
ETEPEPQPEDIYSVQDIFEEEYLEQD
VENVSIGLQTEARPSQGLPVIQSPPS
SPAHRDSAYISSSPLGSHQVFDFRS
NSSVGSPTRQGYQSTSPALSPTHQN
SHYRPSPPHTSPAHQGASYRFSPPPV
GGQGKEYPSPPPSPLRRGPQYRASPP
AESMSIYRSQSGSPVRYQQEANVSQ
LPGRPKSPLSKMAQRPYQMPQLPVA
VPQQGLRLQPAKAQIVRSNQPSSAV
HSSTVIPTGAYGQVAHPMASKYQSS
QGDMGVSQSRLVYQGSIGGIVGDGR
PVQHVQASLSAGAICQHGGLTKEDL
PQRPSSAYRGGMRYSQTPQIGRSQS
ASYYPVCHSKLDLERSSSQLGSPDVS
HLIRRPISVNPNEIKPHPPTPRPLLHS
QSVGLRFSPSSNSISSTANLTPTFRP
SSSIQQMEIPLKPAYDRSCDELSPVS
PTQGGYPSEPTRSRTTPFMGIIDKTA
RTQQYPHLHQQNRTWAVSSVDTVL
SPTSPGNLSQPESFSPPSSISNIAFYN
KTNNAQNGHLLEDDYYSPHGMLAN

None None None None None None None None None



GSRGDLLERVSQASSYPDVKVARTL
PVAQAYQDNLYRQLSRDSRQGQTSP
IKPKRPFVESNV


