UniprotKB Entry name organism full oglcnacscore o.glcnac phosphorylation sites PMIDS [sequence intracellular |extracellular cytosol [nucleus mitochndrion en(?oplasmlc golgi plasma extr.acellular
ID name sites reticulum apparatus | membrane [region
Q9WUF3  |C8AP2_MOUSE Mus CASP8-  |29.561793 S1196 |S20;S560;5798;5S858;5923(40021952 MAADDDNGDGTGLFDVCPASPLKN (True False 1.406 |4.478 |4.0 False False False False
musculus |associated NDEGSLDIYAGLDSAVSDSTARSCVS
protein 2 FRNCLDLYEEILTEEGTAKEATYNDL

QIEYGKCQQQMKDLMKRFKEIQTQ
NLNLKNENQSLKKNISALIKTARVEI
NRKDEEINHLHQRLSEFPHFRNNH
KTARTKDSQSTSPHLDDCSKTDHGV
KSDVQKDVHPNTAQPNLEKEGKSH
SEAQNPLHLSTGVEKHCANNVWSR
SPYQVGEGNSNEDNRRGRSGTRHS
QCSRGTDRTQKDLHSSCNDSEPRD
KEANSRLQGHPEKHGNSEARTESKI
SESKSSTGMGYKSERSASSWEKETS
RERPHTRVESQHDKNLEKQNERLQ
NMHRKELPSQDKTERKVDVKFKPA
GEEQGHRGRVDRALPPHPKNDVKH
YGFNKYHPEERRGREDCKRDRGMN
SHGFQDRRCSSFLSSNRNSKYPHSK
EVSVAHQWENTPFKAERHRTEDRR
KRERENKEESRHVKSDKKSPPEHLQ
RTHKDTKKSTADGKRQTEPKHGKGA
IVSNSELSKGTDSKEGATKVESGPNE
IAKGKDLKLSFMEKLNLTLSPAKKQP
IACQDNPHQITGVPEPSGTCDSRSLE
TTGTVACLPSGSEHNREETKSELPE
PKEALLATSQLRISIPENKMKEEKRL
LFKSVENTVPCELLACGTEISLPAPV
EIEQARCLLGSVEVEETCGGARTAAS
IVVMHVLPEHASEDASQELDTKRHD
GINACAISEGVKTKVILSPKAAAASES
HLAPLVEEPSISLVNCSGDNNPKLE
PSLEERPIVETKSCPLESCLPKETFVP
SPQKTELIDHKIETGESNSVYQDDD
NSVLSIDFNNLRPIPDPISPLNSPVRP
IVCKVVSMESSCAIPLYDSSHKDEFPS
NSTLSTFKSQSDLNKENEKPVPKFD
KCSEADSCKHLSLDELEEGEIRSDD
EESVAQKRLEKSARPRVSAEVQPGK
SSPGSRRSTVHVHKDNGRTAVKLPR
DRLTWSKRSSESRPSNTERKSKTMS
ISSLEKILPLILVPSSLWEVMHMLRL
LGKHVRKNYMKFKIKFSLTQFHRIIE
SAILSFTSLVKCLDLSKICKSVSTLQK
SLCEVIESNLKQVKKNGIVDRLFEQ
QQTDMKKKLWKFVDEQLDYLFEKL
KKILLKFCDSVNFENENSEGKLGKK
YKERTQHSNCQKKKMDNKEIRREK
IVLKSENTVNFKSSLGCEKSEEKHQD
QNKTNASIVKHDVKRTFSTCSDNTK
NAECKEQFLEKSCPSTPRPGKDEGH
TEEEAQAAQHASAKSERSFEILTEQ
QASSLTFNLVSDAQMGEIFKSLLQG
SDLLDTSGTEKAEWELKTPEKQLLE
SLKCESAPACATEELVSEGASLCPKV
ISDDNWSLLSSEKGPSLSSGLSLPVH
PDVLDENCMFEVSSNTALGKDNVY
SSEKSKPCISSILLEDLAVSLTVPSPL
KSDGHLSFLKPEVLSTSTPEEVISAH
FSEDALLEEEDASEQDIHLALESDN
SSSKSSCSSWTSRSVASGFQYHPNL
PMHAVIMEKSNDHFIVKIRRATPSTS
PGLKHGVVAEESLTSLPRTGKEAGV
IATEKEPNLFQSTVLKPVKDLENTDK
NIDKSKLTHEEQNSIVQTQVPDIYEF
LKDASNKVVHCDQVVDDCFKLHQV
'WEPKVSENLQELPSMEKIPHSLDN
HLPDTHIDLTKDSATETKSLGELME
IVITVLNVDHLECSQTNLDQDAEITCS
SLQPDTIDAFIDLTHDASSESKNEGS
EPVLAVEGMGCQVICIDEDTNKEGK
MGRANSPLESIVEETCIDLTSESPGS
CEIKRHNLKSEPPSKLDCLELPETLG
NGHKKRKNSPGVSHSSQKKQRKDI
DLSSEKTQRLSPNSDRNGDAHRKQ
IASKKREPAVNETSLSSEASPEVKGST
IAVLAASPASLSAKNVIKKKGEIIVSW
TRNDDREILLECQKRMPSLKTFTYL
IAVKLNKNPNQVSERFQQLKKLFEKS
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