}J];I iprotkB Entry name organism full name oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular [cytosol [nucleus mitochndrion enﬁloplasmm golgi plasma extl:acellular
sites sites reticulum apparatus membrane [region
Q9UPZ6 THS7A HUMAN Homo Thrombospondin [19.994096 NaN NaN 37217939 MGLQARRWASGSRGAAGPRRGVLQ |None None None |None None None None None None
sapiens |type-1 domain- LLPLPLPLPLLLLLLLRPGAGRAAAQ
containing GEAEAPTLYLWKTGPWGRCMGDEC
protein 7A GPGGIQTRAVWCAHVEGWTTLHTN

CKQAERPNNQQNCFKVCDWHKELY
DWRLGPWNQCQPVISKSLEKPLECI
KGEEGIQVREIACIQKDKDIPAEDIIC
EYFEPKPLLEQACLIPCQQDCIVSEF
SAWSECSKTCGSGLQHRTRHVVAPP
QFGGSGCPNLTEFQVCQSSPCEAEE
LRYSLHVGPWSTCSMPHSRQVRQA
RRRGKNKEREKDRSKGVKDPEAREL
IKKKRNRNRQNRQENKYWDIQIGYQ
TREVMCINKTGKAADLSFCQQEKLP
MTFQSCVITKECQVSEWSEWSPCSK
TCHDMVSPAGTRVRTRTIRQFPIGSE
KECPEFEEKEPCLSQGDGVVPCATY
GWRTTEWTECRVDPLLSQQDKRRG
NQTALCGGGIQTREVYCVQANENLL
SQLSTHKNKEASKPMDLKLCTGPIP
NTTQLCHIPCPTECEVSPWSAWGPC
TYENCNDQQGKKGFKLRKRRITNEP
TGGSGVTGNCPHLLEAIPCEEPACY
DWKAVRLGNCEPDNGKECGPGTQV
QEVVCINSDGEEVDRQLCRDAIFPIP
'VACDAPCPKDCVLSTWSTWSSCSHT
CSGKTTEGKQIRARSILAYAGEEGGI
RCPNSSALQEVRSCNEHPCTVYHW
QTGPWGQCIEDTSVSSFNTTTTWNG
EASCSVGMQTRKVICVRVNVGQVGP
KKCPESLRPETVRPCLLPCKKDCIVT
PYSDWTSCPSSCKEGDSSIRKQSRH
RVIIQLPANGGRDCTDPLYEEKACEA
PQACQSYRWKTHKWRRCQLVPWSV
QQDSPGAQEGCGPGRQARAITCRKQ
DGGQAGIHECLQYAGPVPALTQACQ
IPCQDDCQLTSWSKFSSCNGDCGAV
RTRKRTLVGKSKKKEKCKNSHLYPLI
ETQYCPCDKYNAQPVGNWSDCILPE
GKVEVLLGMKVQGDIKECGQGYRYQ
AMACYDQNGRLVETSRCNSHGYIEE
ACITPCPSDCKLSEWSNWSRCSKSC
GSGVKVRSKWLREKPYNGGRPCPKL
DHVNQAQVYEVVPCHSDCNQYLWV
TEPWSICKVTFVNMRENCGEGVQT
RKVRCMQNTADGPSEHVEDYLCDP
EEMPLGSRVCKLPCPEDCVISEWGP
'WTQCVLPCNQSSFRQRSADPIRQPA
DEGRSCPNAVEKEPCNLNKNCYHY
DYNVTDWSTCQLSEKAVCGNGIKTR
MLDCVRSDGKSVDLKYCEALGLEKN
'WQMNTSCMVECPVNCQLSDWSPW
SECSQTCGLTGKMIRRRTVTQPFQG
DGRPCPSLMDQSKPCPVKPCYRWQ
YGQWSPCQVQEAQCGEGTRTRNISC
'VVSDGSADDFSKVVDEEFCADIELIL
DGNKNMVLEESCSQPCPGDCYLKD
'WSSWSLCQLTCVNGEDLGFGGIQV
RSRPVIIQELENQHLCPEQMLETKS
CYDGQCYEYKWMASAWKGSSRTVW
CQRSDGINVTGGCLVMSQPDADRS
CNPPCSQPHSYCSETKTCHCEEGYT
EVMSSNSTLEQCTLIPVVVLPTMED
KRGDVKTSRAVHPTQPSSNPAGRGR
TWFLQPFGPDGRLKTWVYGVAAGAF
VLLIFIVSMIYLACKKPKKPQRRQNN
RLKPLTLAYDGDADM




