}Jl;l iprotKB Entry name organism full oglcnacscore o.glcnac phosphorylation sites PMIDS [sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma extr.acelh
name sites reticulum |apparatus membrane region
Q03717 KCNB1_MOUSE Mus Potassium |36.83566 IT576;S711|S15;T128;5444;5457;S484;S496;S5 40885482 MPAGMTKHGSRSTSSLPPEPMEIVR |False True 2.322 [2.318 [1.987 2.15 1.523 5.0 2.176
musculus [voltage- 03;S519;S520;S541;S567;S590;S59 SKACSRRVRLNVGGLAHEVLWRTLD
gated 3;5607;5655;S719;S771;5799;5S804; RLPRTRLGKLRDCNTHDSLLQVCDD
channel T836 YSLEDNEYFFDRHPGAFTSILNFYRT
subfamily GRLHMMEEMCALSFSQELDYWGID
B EIYLESCCQARYHQKKEQMNEELKR
member 1 EAETLREREGEEFDNTCCAEKRKKL

WDLLEKPNSSVAAKILAIISIMFIVLS
TIALSLNTLPELQSLDEFGQSTDNPQ
LAHVEAVCIAWFTMEYLLRFLSSPK
KWKFFKGPLNAIDLLAILPYYVTIFLT
ESNKSVLQFQNVRRVVQIFRIMRILR
ILKLARHSTGLQSLGFTLRRSYNELG
LLILFLAMGIMIFSSLVFFAEKDEDD
TKFKSIPASFWWATITMTTVGYGDIY
PKTLLGKIVGGLCCIAGVLVIALPIPII
VNNFSEFYKEQKRQEKAIKRREALE
RAKRNGSIVSMNMKDAFARSIEMM
DIVVEKNGEGVAKKDKVQDNHLSP
NKWKWTKRALSETSSSKSFETKEQG
SPEKARSSSSPQHLNVQQLQDMYSK
MAKTQSQPILNTKEMAPQSQPQEEL
EMGSMPSPVAPLPTRTEGVIDMRS
MSSIDSFISCATDFPEATRFSHSPLA
SLSGKSGGSTAPEVGWRGALGASGG
RLMETNPIPEASRSGFFVESPRSSM
KTHNPMKLRALKVNFLEGDPTPLLP
ALGLYHDPLRNRGGAAAAVAGLECA
SLLDKPVLSPESSIYTTASARTPPRSP
EKHTAIAFNFEAGVHQYIDTDTDDE
GQLLYSVDSSPPKSLHGSTSPKFSLG
ARTEKNHFESSPLPTSPKFLRPNCVY
ASEGLPGKGPGAQEKCKLENHTSPD
VHMLPGGGAHGSTRDQSI




