UniprotKB Entry name |organism [full name oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular [cytosol nucleus mitochndrion em:loplasmlc golgi extl:acellular
ID sites sites reticulum apparatus membrane region
P49746 TSP3_HUMAN Homo Thrombospondin-|19.129548 NaN NaN 34019948 METQELRGALALLLLCFFTSASQDL [False True 2.521 |2.781 1.286 1.253 0.866 2.192 4.652

sapiens

3

QVIDLLTVGESRQMVAVAEKIRTALL
TAGDIYLLSTFRLPPKQGGVLFGLYS
RQDNTRWLEASVVGKINKVLVRYQR
EDGKVHAVNLQQAGLADGRTHTVL
LRLRGPSRPSPALHLYVDCKLGDQH
IAGLPALAPIPPAEVDGLEIRTGQKAY
LRMQGFVESMKIILGGSMARVGALS
ECPFQGDESIHSAVTNALHSILGEQT
KALVTQLTLFNQILVELRDDIRDQVK
EMSLIRNTIMECQVCGFHEQRSHCS
PNPCFRGVDCMEVYEYPGYRCGPCP
PGLQGNGTHCSDINECAHADPCFPG
SSCINTMPGFHCEACPRGYKGTQVS
GVGIDYARASKQVCNDIDECNDGNN
GGCDPNSICTNTVGSFKCGPCRLGF
LGNQSQGCLPARTCHSPAHSPCHIH
IAHCLFERNGAVSCQCNVGWAGNG
NVCGTDTDIDGYPDQALPCMDNNK
HCKQDNCLLTPNSGQEDADNDGVG
DQCDDDADGDGIKNVEDNCRLFPN
KDQQNSDTDSFGDACDNCPNVPNN
DQKDTDGNGEGDACDNDVDGDGIP
NGLDNCPKVPNPLQTDRDEDGVGD
IACDSCPEMSNPTQTDADSDLVGDV
CDTNEDSDGDGHQDTKDNCPQLPN
SSQLDSDNDGLGDECDGDDDNDGI
PDYVPPGPDNCRLVPNPNQKDSDG
NGVGDVCEDDFDNDAVVDPLDVCP
ESAEVTLTDFRAYQTVVLDPEGDAQI
DPNWVVLNQGMEIVQTMNSDPGLA
IVGYTAFNGVDFEGTFHVNTVTDDDY
IAGFLFSYQDSGRFYVVMWKQTEQTY
IWQATPFRAVAQPGLQLKAVTSVSGP
GEHLRNALWHTGHTPDQVRLLWTD
PRNVGWRDKTSYRWQLLHRPQVGY
IRVKLYEGPQLVADSGVIIDTSMRGG
RLGVFCFSQENIIWSNLQYRCNDTV

PEDFEPFRRQLLQGRV




