endoplasmic golgi

plasma extracellular

IAGVHTVANCFVVPMATGMSLTLCFL
TLRHKRPKAKYIIWPRIDQKSCFKSM
ITAGFEPVVIENVLEGDELRTDLKAV
EAKVQELGPDCILCIHSTTSCFAPRV
PDRLEELAVICANYDIPHIVNNAYGV
QSSKCMHLIQQGARVGRIDAFVQSL
DKNFMVPVGGAIIAGFNDSFIQEISK
MYPGRASASPSLDVLITLLSLGSNGY
KKLLKERKEMFSYLSNQIKKLSEAY
NERLLHTPHNPISLAMTLKTLDEHR
DKAVTQLGSMLFTRQVSGARVVPLG
SMQTVSGYTFRGFMSHTNNYPCAY
LNAASAIGMKMQDVDLFIKRLDRCL
KAVRKERSKESDDNYDKTEDVDIEE
MALKLDNVLLDTYQDASS

UniprotKB Entry name |organism (full name oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular extracellular |cytosol [nucleus mitochndrion . .
ID sites sites reticulum apparatus membrane region
QI9HD40 SPCS_HUMAN |Homo O- 24.627021 NaN S14 37217939;39894887 MNRESFAAGERLVSPAYVRQGCEAR |False False 4.0 3.375 [1.567 0.469 False 0.469 False
sapiens phosphoseryl- RSHEHLIRLLLEKGKCPENGWDEST
tRNA(Sec) LELFLHELAIMDSNNFLGNCGVGER
selenium EGRVASALVARRHYRFIHGIGRSGDI
transferase SAVQPKAAGSSLLNKITNSLVLDIIKL




