}Jl;l iprotKB Entry name |organism [full name oglcnacscore og lcnac phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion enc:!oplasmlc golgi pl
sites reticulum |apparatus m
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NMLAACKTLQEVTQLSQEAQRIVEK
LEKSTKPIVAAINGSCLGGGLEVAISC
QYRIATKDRKTVLGTPEVLLGALPGA
GGTQRLPKMVGVPAALDMMLTGRS
IRADRAKKMGLVDQLVEPLGPGLKP
PEERTIEYLEEVAITFAKGLADKKISP
KRDKGLVEKLTAYAMTIPFVRQQVY
KKVEEKVRKQTKGLYPAPLKIIDVVK
TGIEQGSDAGYLCESQKFGELVMTK
ESKALMGLYHGQVLCKKNKFGAPQ
KDVKHLAILGAGLMGAGIAQVSVDK
GLKTILKDATLTALDRGQQQVFKGL
NDKVKKKALTSFERDSIFSNLTGQL
DYQGFEKADMVIEAVFEDLSLKHRV
LKEVEAVIPDHCIFASNTSALPISEIA
IAVSKRPEKVIGMHYFSPVDKMQLLE
IITTEKTSKDTSASAVAVGLKQGKVII
'VVKDGPGFYTTRCLAPMMSEVIRILQ
EGVDPKKLDSLTTSFGFPVGAATLVD
EVGVDVAKHVAEDLGKVFGERFGG
GNPELLTQMVSKGFLGRKSGKGFYI
'YQEGVKRKDLNSDMDSILASLKLPP
KSEVSSDEDIQFRLVTRFVNEAVMC
LQEGILATPAEGDIGAVFGLGFPPCL
GGPFRFVDLYGAQKIVDRLKKYEAAY

GKQFTPCQLLADHANSPNKKFYQ




