UniprotKB Entry name |organism full name oglcnacscore o_glcnac p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en(_ioplasmlc golgi plasma extr_a
ID sites sites reticulum |apparatus membrane [regic
P35441 'TSP1_MOUSE [Mus Thrombospondin- [25.470095 NaN NaN 39627609;37507081;34887587 MELLRGLGVLFLLHMCGSNRIPESG [False True 2.483 [2.85 2.481 5.0 1.923 3.702 5.0

musculus

1

GDNGVFDIFELIGGARRGPGRRLVK
GQDLSSPAFRIENANLIPAVPDDKFQ
DLLDAVWADKGFIFLASLRQMKKTR
GTLLAVERKDNTGQIFSVVSNGKAG
TLDLSLSLPGKQQVVSVEEALLATGQ
WKSITLFVQEDRAQLYIDCDKMESA
ELDVPIQSIFTRDLASVARLRVAKGD
IVNDNFQGVLQNVRFVFGTTPEDILR
NKGCSSSTNVLLTLDNNVVNGSSPA
IRTNYIGHKTKDLQAICGLSCDELSS
MVLELKGLRTIVTTLQDSIRKVTEEN
RELVSELKRPPLCFHNGVQYKNNEE
'WTVDSCTECHCQNSVTICKKVSCPI
MPCSNATVPDGECCPRCWPSDSAD
DGWSPWSEWTSCSATCGNGIQQRG
RSCDSLNNRCEGSSVQTRTCHIQEC
DKRFKQDGGWSHWSPWSSCSVTCG
DGVITRIRLCNSPSPQMNGKPCEGE
IARETKACKKDACPINGGWGPWSPW
DICSVTCGGGVQRRSRLCNNPTPQF
GGKDCVGDVTENQVCNKQDCPIDG
CLSNPCFAGAKCTSYPDGSWKCGAC
PPGYSGNGIQCKDVDECKEVPDACF
NHNGEHRCKNTDPGYNCLPCPPRF
TGSQPFGRGVEHAMANKQVCKPRN
PCTDGTHDCNKNAKCNYLGHYSDP
MYRCECKPGYAGNGIICGEDTDLDG
'WPNENLVCVANATYHCKKDNCPNL
PNSGQEDYDKDGIGDACDDDDDND
KIPDDRDNCPFHYNPAQYDYDRDDV
GDRCDNCPYNHNPDQADTDKNGEG
DACAVDIDGDGILNERDNCQYVYNV
DQRDTDMDGVGDQCDNCPLEHNP
DQLDSDSDLIGDTCDNNQDIDEDGH
QNNLDNCPYVPNANQADHDKDGK
GDACDHDDDNDGIPDDRDNCRLVP
NPDQKDSDGDGRGDACKDDFDHD
NVPDIDDICPENFDISETDFRRFQMI
PLDPKGTSQNDPNWVVRHQGKELV
QTVNCDPGLAVGYDEFNAVDFSGTF
FINTERDDDYAGFVFGYQSSSRFYVV
MWKQVTQSYWDTNPTRAQGYSGLS
IVKVVNSTTGPGEHLRNALWHTGNT
PGQVRTLWHDPRHIGWKDFTAYRW
RLSHRPKTGYIRVVMYEGKKIMADS
GPIYDKTYAGGRLGLFVFSQEMVFF
SDMKYECRDS




