}Jl;l iprotKB Entry name |organism full name [oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion enc:!oplasmlc golgi plasn
sites reticulum |apparatus meml
Q9Z1X4 ILF3_MOUSE Mus Interleukin|29.859773 NaN T67;T188;S190;T315;S382;S384;S4 |37453647;39627609;28528544  MRPMRIFVNDDRHVMAKHSSVYPT (True False 1.656 |5.0 2.966 1.444 0.771 1.462
musculus |enhancer- 76;S477;S482;S486;T592;S794;S81 QEELEAVQNMVSHTERALKAVSDWI
binding 2;5814;S818 DEQEKGNSELSEAENMDTPPDDES
factor 3 KEGAGEQKAEHMTRTLRGVMRVGL

\VAKGLLLKGDLDLELVLLCKEKPTTA
LLDKVADNLAIQLTTVTEDKYEILQS
IVDDAAIVIKNTKEPPLSLTIHLTSPVV
REEMEKVLAGETLSVNDPPDVLDRQ
KCLAALASLRHAKWFQARANGLKSC
IVIVIRVLRDLCTRVPTWGPLRGWPLE
LLCEKSIGTANRPMGAGEALRRVLE
CLASGIVMPDGSGIYDPCEKEATDAI
GHLDRQQREDITQSAQHALRLAAFG
QLHKVLGMDPLPSKMPKKPKNENP
IVDYTVQIPPSTTYAITPMKRPMEEDG
EEKSPSKKKKKIQKKEEKADPPQAM
NALMRLNQLKPGLQYKLISQTGPVH
IAPIFTMSVEVDGSNFEASGPSKKTA
KLHVAVKVLQDMGLPTGAEGRDSSK
GEDSAEESDGKPAIVAPPPVVEAVSN
PSSVFPSDATTEQGPILTKHGKNPV
MELNEKRRGLKYELISETGGSHDKR
FVMEVEVDGQKFQGAGSNKKVAKA
YAALAALEKLFPDTPLALEANKKKRT
PVPVRGGPKFAAKPHNPGFGMGGP
MHNEVPPPPNIRGRGRGGNIRGRG
RGRGFGGANHGGGYMNAGAGYGSY
GYSSNSATAGYSQFYSNGGHSGNAG
GGGSGGGGGSSSYSSYYQGDSYNSP
VPPKHAGKKPLHGGQQKASYSSGYQ
SHQGQQQPYNQSQYSSYGTPQGKQ
KGYGHGQGSYSSYSNSYNSPGGGG
GSDYSYDSKFNYSGSGGRSGGNSYG
SSGSSSYNTGSHGGYGTGSGGSSSY
QGKQGGYSSQSNYSSPGSSQSYSGP

ASSYQSSQGGYSRNTEHSMNYQYR




