RTRRAQPPSPLERGDSWATALADGA
KGSRPHTKGSREEVRATRTGGASTE
ELRLPSTSFALTGDSAHNQAMVHW
SGHNSSVILILTKLYDFNLGSVTESS
LWRSVDYGATYEKLNDKVGLKTVLS
YLYVNPTNKRKIMLLSDPEMESSVLI
SSDEGATYQKYRLTFYIQSLLFHPKQ
EDWVLAYSLDQKLYSSMDFGRRWQ
LMHERITPNRFYWSVSGLDKEADLV
HMEVRTADGYAHYLTCRIQECAETT
RSGPFARSIDISSLVVQDEYIFIQVTIG
GRASYYVSYRREAFAQIKLPKYSLPK
DMHIISTDENQVFAAVQEWNQNDT
YNLYISDTRGIYFTLAMENIKSSRGL
MGNIIIELYEVAGIKGIFLANKKVDD
QVKTYITYNKGRDWRLLQAPDVDLR
GSPVHCLLPFCSLHLHLQLSENPYS
SGRISSKDTAPGLVVATGNIGSELSY
TDIGVFISSDGGNTWRQIFDEEYNV
'WFLDWGGALVAMKHTPLPVRHLWV
SFDEGHSWDKYGFTLLPLFVDGALV
EAGVETHIMTVFGHFSLRSEWQLVK
VDYKSIFSRRCTKEDFETWHLLNQG
EPCVMGERKIFKKRKPGAQCALGRE
'YSGSVVSEPCVCADWDFECDYGYER
HGESQCVPAFWYNPASPSKDCSLG
QSYLNSTGYRRIVSNNCTDGLRDKY
SAKTQLCPGKAPRGLHVVTTDGRLV
AEQGHNATFIILMEEGDLQRTNIQL
DFGDGVAVSYANFSPIEDGIRHVYKS
AGIFQVTAYAENNLGSDTAFLFLHV
VCPVEHVHLRVPFVAIRNKDVNISAV
VWPSQLGTLTYFWWFGNSTKPLITL
DSSISFTFLAEGTNTITVQVAAGNALI
QDTKEIAVHEYFQSQLLSFSPNLDY
HNPDIPEWRQDIGNVIKRALIKVTSV
PEDQILVAVFPGLPTSAELFILPPKNL
TERRKGHEGDLEQIVETLFNALNQN
LVQFELKPGVQVIVYVTQLTLAPLVD
SSAGHSSSAMLMLLSVVFVGLAVFL
IYKFKRKIPWINIYAQVQHDKEQEMI
GSVSQSENAPKITLSDFTEPEELLDK
ELDTRVIGSIATIASSESTKEIPNCTS
v

UniprotKB Entry name organism [full name [oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular |cytosol nucleus mitochndrion em:loplasmlc golgi plasma extl.'acellular
ID sites sites reticulum apparatus membrane [region
Q8VI51 SORC3_MOUSE |Mus IVPS10 24.474581 NaN NaN 33300544 MEAAGTERPAGWPGAPLARTGLLLL [False True 2.029 |1.359 [1.633 1.209 1.707 4.686 1.465
musculus |domain- STWVLAGAEITWGATGGPGRLVSPA
containing SRPPVLPPLLPRAAENRWPEELASA
receptor RRAAAPRRRSRLEPLSQASRGEIRTE
SorCS3 AAGMSPEGARWVPGIPSPSQAGSAR




