UniprotKB Entry name |organism [full name oglcnacscore oglcnac phosphorylation sites PMIDS 'sequence intracellular extracellular|cytosol nucleus mitochndrion wem!oplasmlc golgi
ID sites reticulum |apparatu
Q8K1R7 NEK9 MOUSE |Mus Serine/threonine- |34.367284 NaN S2;S13;516;S20;T52;S76;T210;T254 |39627609;25153642;28528544 MSVLGEYERHCDSINSDFGSESGGG (False False 3.446 (3.808 [1.624 1.011 0.699

musculus

iprotein kinase
Nek9

;S331;T333;S741;S808;5S839;T891;S
949;S983

GDSGPGPSAVPGPRAGGGAAEQEEL
HYIPIRVLGRGAFGEATLYRRTEDDS
LVVWKEVDLTRLSEKERRDALNEIVI
LALLQHDNIIAYYNHFMDNTTLLIEL
EYCNGGNLYDKILRQKDKLFEEEMV
IVWYLFQIVSAVSCIHKAGILHRDIKT
LNIFLTKANLIKLGDYGLAKKLNSEY
SMAETLVGTPYYMSPELCQGVKYNF
KSDIWAVGCVIFELLTLKRTFDATNP
LNLCVKIVQGIRAMEVDSSQYSLELI
QLVHACLDQDPEQRPAADALLDLPL
LRTRRREMEEKVTLLNAPTKRPRSS
TVTEAPIAVVTSRTSEVYVWGGGKST
PQKLDVIKSGCSARQVCAGNTHFAV
IVTVEKELYTWVNMQGGTKLHGQLG
HGDKASYRQPKHVEKLQGKAIHQVS
CGDDFTVCVTDEGQLYAFGSDYYGC
MGVDKVSGPEVLEPMQLNFFLSNP
IVEQVSCGDNHVVVLTRNKEVYSWG
CGEYGRLGLDSEEDYYTPQRVDVPK
IALIIVAVQCGCDGTFLLTQSGKVLAC
GLNEFNKLGLNQCMSGIINHEAYHE
VPYTTSFTLAKQLSFYKIRTIAPGKTH
TAAIDERGRLLTFGCNKCGQLGVGN
[YKKRLGINLLGGPLGGKQVIRVSCGD
EFTIAATDDNHIFAWGNGGNGRLA
MTPTERPHGSDICTSWPRPIFGSLH
HVPDLSCRGWHTILIVEKVLNSKTIR
SNSSGLSIGTVVQSSSPGGGIGGGGG
GGGGGGGEEEDSQQESETPDPSGG
FRGTMEADRGMEGLISPTEAVGNSC
GASSSCPGWLRKELENAEFIPMPDS
PAPLSAAFSQSEKDTLPYEELQGLKV
IASEVPPEPQRAAGAWPPRLDPAVPC
IVGKALTSAACACSALQVEVDRLQAL
IVLKCLEEQQKLQQENLQMFTQLQK
LNKKLEGGQQVGMHSRGTQTAKEE
MEMDPKPDLDSESWCLLGTDSCRP
SL




