}Jl;l iprotKB Entry name |organism [full name |oglcnacscore o.glcnac iphosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion wen(!oplasmlc golgi
sites reticulum |apparatu
Q12906 ILF3_HUMAN [Homo Interleukin (17.430398 S258;S382(S62;T188;S190;T315;S382;5384;S4 (34229054;23301498;30379171;347 [MRPMRIFVNDDRHVMAKHSSVYPT [True False 4.414 |5.0 4.589 1.661 1.005
sapiens |enhancer- 76;S477;S482;T592;5792;S810;S81 |25712;40914422;30397120;372179 |QEELEAVQNMVSHTERALKAVSDWI
binding 2;5816;5482;5482;S482 39;40596516;21740066;38665916;3 DEQEKGSSEQAESDNMDVPPEDDS
factor 3 4019948;28510447;22121020;3044 [KEGAGEQKTEHMTRTLRGVMRVGL

4036;32522876;35083852;2030565
8;33214551;32119511;33465208

IVAKGLLLKGDLDLELVLLCKEKPTTA
LLDKVADNLAIQLAAVTEDKYEILQS
IVDDAAIVIKNTKEPPLSLTIHLTSPVV
REEMEKVLAGETLSVNDPPDVLDRQ
KCLAALASLRHAKWFQARANGLKSC
IVIVIRVLRDLCTRVPTWGPLRGWPLE
LLCEKSIGTANRPMGAGEALRRVLE
CLASGIVMPDGSGIYDPCEKEATDAI
GHLDRQQREDITQSAQHALRLAAFG
QLHKVLGMDPLPSKMPKKPKNENP
IVDYTVQIPPSTTYAITPMKRPMEEDG
EEKSPSKKKKKIQKKEEKAEPPQAM
INALMRLNQLKPGLQYKLVSQTGPV
HAPIFTMSVEVDGNSFEASGPSKKT
IAKLHVAVKVLQDMGLPTGAEGRDSS
KGEDSAEETEAKPAVVAPAPVVEAVS
TPSAAFPSDATAEQGPILTKHGKNPV
MELNEKRRGLKYELISETGGSHDKR
FVMEVEVDGQKFQGAGSNKKVAKA
[YAALAALEKLFPDTPLALDANKKKRA
PVPVRGGPKFAAKPHNPGFGMGGP
MHNEVPPPPNLRGRGRGGSIRGRG
RGRGFGGANHGGYMNAGAGYGSYG
[YGGNSATAGYSQFYSNGGHSGNAS
GGGGGGGGGSSGYGSYYQGDNYNS
[PVPPKHAGKKQPHGGQQKPSYGSGY
QSHQGQQQSYNQSPYSNYGPPQGK
QKGYNHGQGSYSYSNSYNSPGGGG
GSDYNYESKFNYSGSGGRSGGNSYG
SGGASYNPGSHGGYGGGSGGGSSY
QGKQGGYSQSNYNSPGSGQNYSGP

PSSYQSSQGGYGRNADHSMNYQYR




