}Jl;l iprotKB Entry name |organism full name |oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi
sites reticulum |apparatus
Q8R1B4 EIF3C_MOUSE [Mus Eukaryotic|25.207671 NaN S9;S11;S13;S15;S16;518;S39;5166; |33300544;34887587;37453647;396 |MSRFFTTGSDSESESSLSGEELVTKP |False False 2.619 [2.701 1.352 1.315 0.605
musculus [translation S$178;5181;S182;T522;S907 27609;37507081 'VSGNYGKQPLLLSEDEEDTKRVVRS
initiation AKDKRFEELTNLIRTIRNAMKIRDVT
factor 3 KCLEEFELLGKAYGKAKSIVDKEGVP
subunit C RFYIRILADLEDYLNELWEDKEGKKK

MNKNNAKALSTLRQKIRKYNRDFES
HITNYKQNPEQSADEDAEKNEEDSE
GSSDEDEDEDGVGNTTFLKKKQESS
GESRKFHKKMEDDDEDSEDSEDEE
WDTSSTSSDSDSEEEEGKQTVLASK
FLKKAPTTEEDKKAAEKKREDKAKK
KHDRKSKRLDEEEEDNEGGEWERV
RGGVPLVKEKPKMFAKGTEITHAVVI
KKLNEILQVRGKKGTDRATQIELLQL
LVQIAAENNLGVGVIVKIKENIIASLY
DYNPNLATYMKPEMWQMCLDCINE
LMDTLVAHSNIFVGENILEESENLH
NFDQPLRVRGCILTLVERMDEEFTKI
MQNTDPHSQEYVEHLKDEAQVCAII
ERVQRYLEEKGTTEEICQIYLRRILHT
YYKFDYKAHQRQLTPPEGSSKSEQD
QAENEGEDSAVLMERLCKYIYAKDR
TDRIRTCAILCHIYHHALHSRWYQAR
DLMLMSHLQDNIQHADPPVQILYNR
TMVQLGICAFRQGLTKDAHNALLDI
QSSGRAKELLGQGLLLRSLQERNQE
QEKVERRRQVPFHLHINLELLECVY
LVSAMLLEIPYMAAHESDARRRMIS
KQFHHQLRVGERQPLLGPPESMRE
HVVAASKAMKMGDWKTCHSFIINE
KMNGKVWDLFPEADKVRTMLVRKI
QEESLRTYLFTYSSVYDSISMETLSD
MFELDLPTVHSIISKMIINEELMASL
DQPTQTVVMHRTEPTAQQNLALQL
AEKLGSLVENNERVFDHKQGTYGGY
FRDQKDGYRKNEGYMRRGGYRQQQ

SQTAY




