QDLVLEPTQNITTKGVSVRRKRQVY
GTDSRFSILDKRFLTNFPFSTAVKLS
TGCSGILISPQHVLTAAHCVHDGKD
YVKGSKKLRVGLLKMRNKSGGKKR
RGSKRSRREASGGDQREGTREHLRE
RAKGGRRRKKSGRGQRIAEGRPSFQ
WTRVKNTHIPKGWARGGMGDATLD
YDYALLELKRAHKKKYMELGISPTIK
KMPGGMIHFSGFDNDRADQLVYRF
CSVSDESNDLLYQYCDAESGSTGSG
'VYLRLKDPDKKNWKRKIIAVYSGHQ
'WVDVHGVQKDYNVAVRITPLKYAQI
CLWIHGNDANCAYG

UniprotKB Entry name organism full oglcnacscore o'glcnac p.h osphorylation PMIDS |[sequence intracellular |extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane region
Q8N3Z0 PRS35_HUMAN |Homo Inactive [18.379595 NaN NaN 30379171 MENMLLWLIFFTPGWTLIDGSEME |False False 0.54 1.131 |0.958 0.602 0.535 0.885 3.42
sapiens [serine 'WDFMWHLRKVPRIVSERTFHLTSPA
protease FEADAKMMVNTVCGIECQKELPTPS
35 LSELEDYLSYETVFENGTRTLTRVKV




