LTKMKETAEAFLGHNVTNAVITVPA
YENDSQRQATKDAGVIAGLNVLRIIN
EPTAAAIAYGLDKGSHGERHVLIFDL
GGGTFDVSILTIDDGIFEVKATAGDT
HLGGEDFDNRLVSHFVEEFKRKHK
KDISQNKRAVRRLRTACERAKRTLSS
STQANLEIDSLYEGIDFYTSITRARFE
ELCADLFRGTLEPVEKSLRDAKMDK
IAKIHDIVLVGGSTRIPKVQKLLQDYF
NGRDLNKSINPDEAVAYGAAVQAAIL
LMGDKSEKVQDLLLLDVAPLSLGLE
TAGGVMTVLIKRNSTIPTKQTQIFTT
YSDNQPGVLIQVYEGERAMTRDNNL
LGRFDLTGIPPAPRGVPQIEVTFDIDA
NGILNVTAMDKSTGKANKITITNDK
GRLSKEEIERMVQEAERYKAEDEGQ
REKIAAKNALESYAFNMKSAVGDEG
LKDKISESDKKKILDKCNEVLSWLEA
NQLAEKDEFDHKRKELENMCNPIIT
KLYQSGCTGPTCTPGYTPGRAATGPT
IEEVD

}Jl;l iprotKB Entry name organism ffull oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular [extracellular |cytosol nucleus mitochndrion enc!oplasmlc golgi plasma extx:ace]
mame sites sites reticulum |apparatus membrane region
P16627 HS71L_MOUSE |Mus Heat [38.373501 NaN NaN 34887587;41018975;39627609;399 |MAANKGMAIGIDLGTTYSCVGVFQH |False False 3.838 [3.509 [3.099 1.567 0.807 1.212 1.37
musculus [shock 27985 GKVEIIANDQGNRTTPSYVAFTDTER
70 kDa LIGDAAKNQVAMNPQNTVFDAKRLI
[protein GRKFNDPVVQSDMKLWPFQVINEA
1-like GKPKVMVSYKGEKKAFYPEEISSMV




