UniprotKB Entry name |organism full oglcnacscore oglcnac p‘h osphorylation PMIDS [sequence intracellular |extracellular |cytosol nucleus mitochndrion em‘loplasmlc golgi plasma extl:acellular
1D name sites sites reticulum apparatus membrane [region
P35590 TIE1_ HUMAN Homo Tyrosine- 26.250033 S397 T1007 30620550 MVWRVPPFLLPILFLASHVGAAVDL |False True 1.682 [2.208 1.72 1.646 1.022 4.648 2.574
sapiens protein TLLANLRLTDPQRFFLTCVSGEAGA
kinase GRGSDAWGPPLLLEKDDRIVRTPPG
receptor PPLRLARNGSHQVTLRGFSKPSDLV
Tie-1 GVFSCVGGAGARRTRVIYVHNSPGA

HLLPDKVTHTVNKGDTAVLSARVHK
EKQTDVIWKSNGSYFYTLDWHEAQ
DGRFLLQLPNVQPPSSGIYSATYLEA
SPLGSAFFRLIVRGCGAGRWGPGCT
KECPGCLHGGVCHDHDGECVCPPG
FTGTRCEQACREGRFGQSCQEQCP
GISGCRGLTFCLPDPYGCSCGSGWR
GSQCQEACAPGHFGADCRLQCQCQ
NGGTCDRFSGCVCPSGWHGVHCEK
SDRIPQILNMASELEFNLETMPRINC
IAAAGNPFPVRGSIELRKPDGTVLLST
KAIVEPEKTTAEFEVPRLVLADSGFW
ECRVSTSGGQDSRRFKVNVKVPPVP
LAAPRLLTKQSRQLVVSPLVSFSGDG
PISTVRLHYRPQDSTMDWSTIVVDPS
ENVTLMNLRPKTGYSVRVQLSRPGE
GGEGAWGPPTLMTTDCPEPLLQPW
LEGWHVEGTDRLRVSWSLPLVPGPL
VGDGFLLRLWDGTRGQERRENVSS
PQARTALLTGLTPGTHYQLDVQLYH
CTLLGPASPPAHVLLPPSGPPAPRHL
HAQALSDSEIQLTWKHPEALPGPISK
'YVVEVQVAGGAGDPLWIDVDRPEET
STIIRGLNASTRYLFRMRASIQGLGD
WSNTVEESTLGNGLQAEGPVQESR
AAEEGLDQQLILAVVGSVSATCLTIL
AALLTLVCIRRSCLHRRRTFTYQSGS
GEETILQFSSGTLTLTRRPKLQPEPL
SYPVLEWEDITFEDLIGEGNFGQVIR
AMIKKDGLKMNAAIKMLKEYASEN
DHRDFAGELEVLCKLGHHPNIINLL
GACKNRGYLYIAIEYAPYGNLLDFLR
KSRVLETDPAFAREHGTASTLSSRQL
LRFASDAANGMQYLSEKQFIHRDLA
ARNVLVGENLASKIADFGLSRGEEV
YVKKTMGRLPVRWMAIESLNYSVYT
TKSDVWSFGVLLWEIVSLGGTPYCG
MTCAELYEKLPQGYRMEQPRNCDD
EVYELMRQCWRDRPYERPPFAQIAL
QLGRMLEARKAYVNMSLFENFTYA
GIDATAEEA




