endoplasmic golgi

HLDAAVSRQPNGVCRTGFERQHSLP
SSEHLGTDGALYQVPPQPRRAAPTT
PPPPVKRRDREALVISGSGGRTAIPS
GGSSVSSGSSASSTSMDTLYTGSSPS
ELGPSCSPTPPPVPRRGAHTTVSQPQ
PSPSKAPSPEPPTEEVAAETNSTPDD
LEAQDALSPETTEEKAAAETVVPRTI
GAELMELVRRNTGLSHELCRVAIGV
IVVGHIQATVPASSPIMEQVLLSLVEG
KDLSTALPSGQVCHDQQRLEVIFAD
LARRKDDAQQRSWALYEDEDVIRCY
LEELLHILTDADPEVCKKMCKRSDF
ESVLALVAYYQMEHRASLRLLLLKC
FGAMCSLDAAIISTLVSSVLPVELAR
DMQTDTQDHQKLCYSALVLAMVES
MGEAVPYAHYEHLGTPFAQFLLSIV
EDGLPMDTTEQLPDLCMNLLLALN
LHLTAPEQNVIMAALSRHTNVKIFS
EKLLLLLNRGDDPVRIFRHEPQPPH
SVLKFLQDVFSSSATAAIFYHTDMM
IALIDITVRQIADLSPGDKLRMEYLSL
MHAVVRSTPYLQHRHRLSDLQATLR
RILTEEEASPQCQMDRMIVQEMYKE
FPDLGEVPS

}Jl;l iprotKB Entry name organism [full name |oglcnacscore (S)igttcsnac phosphorylation sites PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion reticulum  |apparatus /membrane
Q9ESJ4 SPN90_MOUSE Mus NCK- 45.57388 T303 S120;T174;S260;5286;S673 [33300544;22645316;40885482 MYRALYAFRSAEPNAMAFAAGETFL [False False 2.656 [2.939 |0.524 False False 3.101
musculus [interacting IVLERSSTHWWLAARARSGETGYVPP
protein IAYLHRLQGMEQDVLQAIDRAIEAVH
'with SH3 INTAMRDGGKYSLEQRGVLQKLIHH
domain RKETLSRRGTSASSATVMTPSTSDH




