}Jl;l iprotKB Entry name [organism full name |oglcnacscore oglcnac phosphorylation sites PMIDS [sequence intracellular |extracellular |cytosol nucleus mitochndrion en(_ioplasmlc golgi plasma extr_acellula
sites reticulum apparatus membrane region
P25623 SYP1 YEAST |Saccharomyces |Suppressor|24.475439 NaN S264;S331;T416;S496;S500;T577 (33229814 MTEQRTKYADSILTTKSPYEATETIRI [None None None [None None None None None None
cerevisiae of yeast RLSQVKLLNKDFYLLFKELANLKRN
profilin IYAQQLRKIIAENEDITKILNAQMIES
deletion NVLTPQEMSAFRFNSLGELRNVWD

TVIEELKSDLKSSTEYYNTLDQQVVR
ELKESVENNTSWRESKDLHSKLSK
NAASIEHYSKNNENSSHLEEARRQ
WDQQSPYLFELFETIDYNRLDTLKN
CMLRFQTSFSDYLLNTTKECETVMT
KFLAFEPQSEIDRFAKDASQYNFQLS
SSSKEVVPNNASPASATGARPVSVS
NGAANTEREKKSPQKDKRKSAFGNI
GHRLASASSSLTHNDLMNNEFSDS
TNNSSLKSKKSSHTLRSKVGSIFGR
NKTKNKRQQQSSSNSHIQASITETP
NNSSTRVSSTATSSIYQKQRRPTYSS
SKSNNWTPGEASDTPPLPPHATPKN
VDAPVTADTPPAQTFTPSEVPPSTPQ
QSSPPTAKEPDSSNLPKTVPISISQPP
LQPQSKTKPLPVEPASPSISLPTATVD
NQPSGQVDSRPLHIRAPALPPSRKQ
NFIHNRDSQLYDSLPNHGSGATPTS
SSLSSIPQERPVSTLSSQITGELRELN
PQATGSSTSLVGQSLFQHSSLDTSQ
FGLNASIAEVLNASFKDGMLQNSQL
IGEIALNYLPNSVMNSPLPIGINLRIN
NGAKFEKVILNQAFIERVAPEEFKVN
PSFIDSRTLGAIKYSIKEPIAPIVIHPV
WRFESHQASVVLTVKMSPSLPDEIS
QIVIEDLVVFVNIDGANATSALSKPQ
GSFSKEKKRITWRFKEPVVLTRNGE
GQRLIARFITDGLAHESAKGVITKFTI
SETDNVALPHSGAGSGITLTCQELD
ENNPFGGEWLDVNTKRTLTTGNYH
GLA




