UniprotKB Entry name organism (full name |oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion em.loplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
IA1L4H1 SRCRL_HUMAN |Homo Soluble  [28.818354 'T640;T649 [NaN 28411811;31492838 MRVLACLLAALVGIQAVERLRLADG [None None None (None None None None None None
sapiens [scavenger PHGCAGRLEVWHGGRWGTVCDDG

receptor WDLRDAAVACRQLGCGGALAAPGG

cysteine- AFFGEGAGPVWLSELACRGNEGQL

rich GLCHHRGWKAHICSHEEDAGVVCA

domain- GQRVANSRDDSTSPLDGAPWPGLLL

containing ELSPSTEEPLVTHAPRPAGNPQNAS

protein RKKSPRPKQAKSTRAPLLTTGAPRQE

SSC5D RLRLVSGPHRCAGRLEVWHGGRWG

TVCDDGWDLRDAAVACRELGCGGA
LAAPGGARFGPGAGPVWMDDVGCG
GGEQALRDCPRSPWGRSNCDHSED
AGLVCTGPAPRLRLADGPHGCAGRL
EVWHGGRWGSVCDDAWDLRDAAV
ACRELGCGGALAAPGGAFFGEGSGP
IILDDLRCRGNETALRFCPARPWGQ
HDCHHREDAGAVCDGMPLGYVPPT
APTDSNNSTPREAASRPPSTMTSQA
PGTAGVSPPPASPTVLWEPGPEAGSP
QLRLVAGPSKCSGRLEVWHDQRWG
TVCDDSWDMRDSAVVCRELGCGGP
QQPDPAAGRFGWGAGPIWLDDVGC
VGTEASLSDCPAAPWGKHNCAHNE
DVGVTCTGPPGLDSISDPFSWSWIP
GLGRDRDAWLPGELATKPSASVTAS
VLEKTTTKAPGKMPKSTKKWVTKNA
KRPTTQPPVMPTTKHSRAQSPPDLT
SQTTAALTTEASRRPTSEFTRRPTTE
APQRWTSHTTATLTPQAPRERTTKT
MAMLTTQGPQEMTSESTIKSIPQAS
LEPSAEIPEGSPESPKDPAPSPSVSTT
GESGLFRVRLADGPNRCAGRLEVW
HAGRWGTVCDDNWDLRDATVACW
ELGCGKVRPRVGKTHYGPGTGPIWL
DDMGCKGSEASLSDCPSGAWGKHN
CDHEEDVGLTCTGYTDYDDYPPWT
WDPTSREDLAKGTTTAGVPGHTLPW
RTTRRPGSSSPAIRRLPDTGSKDGYK
LPWTWDTPSGRGLAEGTPTAGKLGP
TLGAGTTRSPGSPPTLRVHGDTGSP
RKPWPERRPPRPAATRTAPPTPSPGP
SASPGPPGPALTSDSSRELTPHSALT
SEATSDAPDTSPPTPDPASRTNPDLI
LTSPDFALSTPDSSVVPALTPEPSPTP
LPTLPKELTSDPSTPSEVTSLSPTSEQ
VPESDTTPDLDTTPYSSTVSEYSRSP
DPSPSPHPTTTPDPTMAPDPITTLNP
TVTPHFPTTPHPTTTPHPTTITHSTM
IPDPTTTPQPFTTITHSTMIPDPTTTP
QPFTTMQPTTTPHSTTPHPTTTPHPT
TITHSTMIPDPTTTPQPFTTMQPTTM
PHPTTTPHPTTTPHPTTTPHPTTTPH
PTMTPDPTTTPYPTTTPDPTTTPHPT
TPDPSSTPVITTVSLPTSLGTELSSPT
LAPTVKPSLHPQLTFTAPAPHTSTSQ
IPTLEPSPALESSPSRSSTATSMDPLS
TEDFKPPRSQSPNLTPPPTHTPHSAS
DLTVSPDPLLSPTAHPLDHPPLDPLT
LGPTPGQSPGPHGPCVAPTPPVRVM
ACEPPALVELVAAVRDVGGQLQRLT
QVVEQERQERQALLLGLTQLVEAAR
GLGQLGEAVKRLAEMAWTTSMPAP
TTTTPEEEERPLRGDV




