UniprotkB Entry name organism [full name oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular |extracellular|cytosol nucleus jmitochndrion enqoplasmlc golgi E extr‘acellular
ID sites sites reticulum apparatus membrane region
Q69ZU6 THS7A_MOUSE |Mus Thrombospondin [24.474581 NaN NaN 33300544  MGLRAGRLASPSRGVLQLLRLPLLL |[None None None |None None None None None None
musculus [type-1 domain- LLLLSSGARGAAAQGDTEVPTLYLW
containing KTGPWGRCMGDDCGPGGIQTRAVW
protein 7A CAHVEGWTTLHTNCKQAVRPSNQQ

NCFKVCDWHKELYDWRLGTWDRC
QPVISKSLEKSRECVKGEEGIQVREI
MCIQKDKDIPAEDIICEYFEPKPLLE
QACLIPCQKDCIVSEFSPWSECSRTC
GSGLQHRTRHVVAPPQYGGSGCPNL
TEFQVCQSNPCEEDESLYSLQVGPW
SACSVPHTRQARQARRRGKNKERE
KERGKAVKDPEARELIKKKRNRNRQ
NRQENRYWDIQIGYQTRDVTCLNRT
GKSADLSFCQQERLPMTFQSCVITK
ECQVSEWLEWSPCSKTCHDVTSPT
GTRVRTRTITQFPIGSEKECPALEEK
EPCVSQGDGAVLCATYGWRTTEWT
ECHVDPLLSQQDKRRANQTALCGG
GVQTREIYCIQTNDNMLSHGNTQKD
KEASKPVDSKLCTGPVPNTTQLCHV
PCPIECEVSPWSAWGPCTYENCNDQ
QGKKGFKLRKRRITNEPTGGSGATG
NCPHLLEAIPCEEPSCYDWKSVRLG
DCEPDNGKSCGPGTQVQEVVCINSD
GEEVDRQLCRDAIFPIPVACDAPCPK
DCVLSAWSSWSSCSHTCSGKTTEGK
QTRARSILAYAGEEGGIRCPNISALQ
EVRSCNEHPCTVYHWQTGPWGQCI
EDTSVSSFNTTTTWNGEASCSVGM
QTRKVICVRVNVGQVGPKKCPESLR
PETVRPCLLPCRKDCVVTPYSDWTP
CPSSCREGDSGARKQSRQRVIIQLPA
NGGKECSDPLYEEKACEAPPTCHSY
RWKTHKWRRCQLVPWSIQQDVPGA
QEGCGPGRQARAITCRKQDGGQASI
QECLQYAGPVPALTQACQIPCQDDC
QFTSWSKFSSCNGDCGAVRTRKRAI
VGKSKKKEKCKNSHLYPLIETQYCPC
DKYNAQPVGNWSDCILPEGKAEVLL
GMKVQGDSKECGQGYRYQAMACYD
QNGRLVETSRCNSHGYIEEACIIPCP
SDCKLSEWSNWSRCSKSCGSGVKV
RSKWLREKPYNGGRPCPKLDHVNQ
AQVYEVVPCHSDCNQYIWVTEPWSV
CKVTFVDMRDNCGEGVQTRKVRCM
QNTADGPSEHVEDYLCDPEDMPLG
SRECKLPCPEDCVISEWGPWTCALP
CNPSGSRQRSADPIRQPADEGRACP
DAVEKEPCSLNKNCYHYDYNVTDW
STCQLSEKAVCGNGIKTRMLDCVRS
DGKSVDLKYCEELGLEKNWPMNTS
CTVECPVNCQLSDWSSWSQCSQTC
GLTGKMIRKRTVTQPFQGDGRPCPS
LMEQSKPCPVKPCYRWQYGQWSPC
QVQEAQCGEGTRTRNISCVVSDGSA
EDFSKVVDEEFCANTELIIDGNKQIV
LEETCTQPCPGDCYLNDWSSWSLC
QLTCVNGEDLGFGGIQVRSRAVIIQE
LENQHLCPEQMLETKSCDDGQCYE
YKWVASAWKGSSRTVWCQRSDGIN
VTGGCLVVSQPDTDRSCNPPCSQPH
SYCSEMKTCRCEEGYTEVMSSNSTL
EQCTLIPVVVIPTVEDKRGDVKTSRA
VHPTQPSINPAGRGRTWFLQPFGPD
GRLKTWVYGVAAGAFVLLVFIVSMIY
LACKKPKKPQRRQNNRLKPLTLAYD
GDADM




