UniprotkB Entry name |organism full oglcnacscore oglcnac P.h osphorylation PMIDS |[sequence intracellular |extracellular |cytosol nucleus mitochndrion enl:‘loplasmlc golgi plasma extl"acellular

ID name sites sites reticulum apparatus membrane region

G3V6P7 G3V6P7 RAT |Rattus NaN [25.563465 NaN NaN 34502162 MAQQAADKYLYVDKNFINNPLAQAD (True True 4.687 |4.571 1.667 1.619 1.962 5.0 1.838
norvegicus WAAKKLVWVPSTKNGFEPASLKEEV

GEEAIVELVENGKKVKVNKDDIQKM
NPPKFSKVEDMAELTCLNEASVLHN
LKERYYSGLIYTYSGLFCVVINPYKNL
PIYSEEIVDMYKGKKRHEMPPHIYAI
TDTAYRSMMQDREDQSILCTGESGA
GKTENTKKVIQYLAHVASSHKSKKD
QGELERQLLQANPILEAFGNAKTVK
NDNSSRFGKFIRINFDVNGYIVGANI
ETYLLEKSRAIRQAKEERTFHIFYYLL
SGAGEHLKTDLLLEPYNKYRFLSNG
HVTIPGQQDKDMFQETMEAMRIMG
[PEDEQMGLLRVISGVLQLGNIVFKK
ERNTDQASMPDNTAAQKVSHLLGI
NVTDFTRGILTPRIKVGRDYVQKAQT
KEQADFAIEALAKATYERMFRWLVL
RINKALDKTKRQGASFIGILDIAGFEI
FDLNSFEQLCINYTNEKLQQLFNHT
MFILEQEEYQREGIEWNFIDFGLDL
QPCIDLIEKPAGPPGILALLDEECWF
PKATDKSFVEKVVQEQGTHPKFQKP
KQLKDKADFCITHYAGKVDYKADEW
LMKNMDPLNDNIATLLHQSSDKFV
SELWKDVDRIIGLDQVAGMSETALP
GAFKTRKGMFRTVGQLYKEQLAKL
MATLRNTNPNFVRCIIPNHEKKAGK
LDPHLVLDQLRCNGVLEGIRICRQG
FPNRVVFQEFRQRYEILTPNSIPKGF
MDGKQACVLMIKALELDSNLYRIGQ
SKVFFRAGVLAHLEEERDLKITDVII
GFQACCRGYLARKAFAKRQQQLTA
MKVLQRNCAAYLRLRNWQWWRLF
TKVKPLLNSIRHEDELLAKEAELTKV
REKHLAAENRLTEMETMQSQLMAE
KLQLQEQLQAETELCAEAEELRARL
TAKKQELEEICHDLEARVEEEEERC
QYLQAEKKKMQQNIQELEEQLEEEE
SARQKLQLEKVTTEAKLKKLEEDQII
MEDQNCKLAKEKKLLEDRVAEFTT
NLMEEEEKSKSLAKLKNKHEAMITD
LEERLRREEKQRQELEKTRRKLEGD
STDLSDQIAELQAQIAELKMQLAKKE
EELQAALARVEEEAAQKNMALKKIR
ELETQISELQEDLESERACRNKAEK
QKRDLGEELEALKTELEDTLDSTAA
QQELRSKREQEVSILKKTLEDEAKT
HEAQIQEMRQKHSQAVEELAEQLE
QTKRVKATLEKAKQTLENERGELAN
EVKALLQGKGDSEHKRKKVEAQLQE
LQVKFSEGERVRTELADKVSKLQVR
LLLDPGQGRAAPYVCFCILWPLCPLD
LSTKLKQMEDEKNSFREQLEEEEEA
KRNLEKQIATLHAQVTDMKKKMED
GVGCLETAEEAKRRLQKDLEGLSQR
LEEKVAAYDKLEKTKTRLQQELDDL
LVDLDHQRQSVSNLEKKQKKFDQLL
AEEKTISAKYAEERDRAEAEAREKET
KALSLARALEEAMEQKAELERLNKQ
FRTEMEDLMSSKDDVGKSVHELEK
SKRALEQQVEEMKTQLEELEDELQA
TEDAKLRLEVNLQAMKAQFERDLQ
GRDEQSEEKKKQLVRQVREMEAEL
EDERKQRSIAMAARKKLEMDLKDLE
IAHIDTANKNREEAIKQLRKLQAQMK
DCMRELDDTRASREEILAQAKENEK
KLKSMEAEMIQLQEELAAAERAKRQ
IAQQERDELADEIANSSGKGALALEE
KRRLEARIAQLEEELEEEQGNTELIN
DRLKKANLQIDQINTDLNLERSHAQ
KNENARQQLERQNKELKAKLQEME
SAVKSKYKASIAALEAKIAQLEEQLD
NETKERQAASKQVRRAEKKLKDVLL




QVEDERRNAEQFKDQADKASTRLK
QLKRQLEEAEEEAQRANASRRKLQR
ELEDATETADAMNREVSSLKNKLRR
GDMPFVVTRRIVRKGTGDCSDEEVD
GKADGADAKAAE




