KLIVRFGSSKIDKELINRIERATGQRP
HHFLRRGIFFSHRDMNQVLDAYEN
KKPFYLYTGRGPSSEAMHVGHLIPFI
FTKWLQDVFNVPLVIQMTDDEKYL
WKDLTLDQAYSYAVENAKDIIACGF
DINKTFIFSDLDYMGMSSGFYKNVV
KIQKHVTFNQVKGIFGFTDSDCIGKI
SFPAIQAAPSFSNSFPQIFRDRTDIQ
CLIPCAIDQDPYFRMTRDVAPRIGYP
KPALLHSTFFPALQGAQTKMSASDP
NSSIFLTDTAKQIKTKVNKHAFSGGR
DTIEEHRQFGGNCDVDVSFMYLTFF
LEDDDKLEQIRKDYTSGAMLTGELK
KALIEVLQPLIAEHQARRKEVTDEIV
KEFMTPRKLSFDFQ

}Jl;l iprotKB Entry name |organism full name |oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion enc:!oplasmlc golgi plasma ext
sites sites reticulum |apparatus membrane reg
P23381 SYWC_HUMAN [Homo Tryptophan- 25.637379 NaN S351 33214551;16408927;38665916;347 [MPNSEPASLLELFNSIATQGELVRSL [True False 4.764 |4.45 2.166 1.668 1.024 1.779 4.3"
sapiens -tRNA 25712;40914422;34019948 KAGNASKDEIDSAVKMLVSLKMSYK
ligase, IAAAGEDYKADCPPGNPAPTSNHGPD
cytoplasmic IATEAEEDFVDPWTVQTSSAKGIDYD




