UniprotKB p, v name  |organism full oglcnacscore oglcnac phosphorylation p 5, g sequence intracellular|extracellular [cytosol nucleus [mitochndrion endoplasmic golgi I extr
ID name sites sites reticulum |apparatus membrane regi
000468 IAGRIN_HUMAN [Homo Agrin (24.675939 T1285;S1852(S674;S676 34725712;33214551;35289036;292 [MAGRSHPGPLRPLLPLLVVAACVLP |False True 2.773 [2.23 1.971 1.967 4.363 4.75 4.77

sapiens

37092;34019948;39302247

GAGGTCPERALERREEEANVVLTGT
VEEILNVDPVQHTYSCKVRVWRYLK
GKDLVARESLLDGGNKVVISGFGDP
LICDNQVSTGDTRIFFVNPAPPYLWP
IAHKNELMLNSSLMRITLRNLEEVEF
CVEDKPGTHFTPVPPTPPDACRGML
CGFGAVCEPNAEGPGRASCVCKKSP
CPSVVAPVCGSDASTYSNECELQRA
QCSQQRRIRLLSRGPCGSRDPCSNV
TCSFGSTCARSADGLTASCLCPATCR
GAPEGTVCGSDGADYPGECQLLRRA
CARQENVFKKFDGPCDPCQGALPDP
SRSCRVNPRTRRPEMLLRPESCPAR
QAPVCGDDGVTYENDCVMGRSGAA
RGLLLQKVRSGQCQGRDQCPEPCRF
NAVCLSRRGRPRCSCDRVTCDGAYR
PVCAQDGRTYDSDCWRQQAECRQQ
RAIPSKHQGPCDQAPSPCLGVQCAF
GATCAVKNGQAACECLQACSSLYDP
VCGSDGVTYGSACELEATACTLGREI
QVARKGPCDRCGQCRFGALCEAETG
RCVCPSECVALAQPVCGSDGHTYPS
ECMLHVHACTHQISLHVASAGPCET
CGDAVCAFGAVCSAGQCVCPRCEHP
PPGPVCGSDGVTYGSACELREAACL
QQTQIEEARAGPCEQAECGSGGSGS
GEDGDCEQELCRQRGGIWDEDSED
GPCVCDFSCQSVPGSPVCGSDGVTY
STECELKKARCESQRGLYVAAQGAC
RGPTFAPLPPVAPLHCAQTPYGCCQ
DNITAARGVGLAGCPSACQCNPHGS
YGGTCDPATGQCSCRPGVGGLRCDR
CEPGFWNFRGIVTDGRSGCTPCSCD
PQGAVRDDCEQMTGLCSCKPGVAG
PKCGQCPDGRALGPAGCEADASAPA
TCAEMRCEFGARCVEESGSAHCVC
PMLTCPEANATKVCGSDGVTYGNEC
QLKTIACRQGLQISIQSLGPCQEAVA
PSTHPTSASVTVTTPGLLLSQALPAP
PGALPLAPSSTAHSQTTPPPSSRPRT
TASVPRTTVWPVLTVPPTAPSPAPSL
'VASAFGESGSTDGSSDEELSGDQEA
SGGGSGGLEPLEGSSVATPGPPVER
IASCYNSALGCCSDGKTPSLDAEGSN
CPATKVFQGVLELEGVEGQELFYTP
EMADPKSELFGETARSIESTLDDLFR
NSDVKKDFRSVRLRDLGPGKSVRAI
VDVHFDPTTAFRAPDVARALLRQIQV
SRRRSLGVRRPLQEHVRFMDFDWF
PAFITGATSGAIAAGATARATTASRLP
SSAVTPRAPHPSHTSQPVAKTTAAPT
TRRPPTTAPSRVPGRRPPAPQQPPKP
CDSQPCFHGGTCQDWALGGGFTCS
CPAGRGGAVCEKVLGAPVPAFEGRS
FLAFPTLRAYHTLRLALEFRALEPQG
LLLYNGNARGKDFLALALLDGRVQL
RFDTGSGPAVLTSAVPVEPGQWHRL
ELSRHWRRGTLSVDGETPVLGESPS
GTDGLNLDTDLFVGGVPEDQAAVAL
ERTFVGAGLRGCIRLLDVNNQRLEL
GIGPGAATRGSGVGECGDHPCLPNP
CHGGAPCQNLEAGRFHCQCPPGRV
GPTCADEKSPCQPNPCHGAAPCRVL
PEGGAQCECPLGREGTFCQTASGQD
GSGPFLADFNGFSHLELRGLHTFAR
DLGEKMALEVVFLARGPSGLLLYNG
QKTDGKGDFVSLALRDRRLEFRYDL
GKGAAVIRSREPVTLGAWTRVSLER
NGRKGALRVGDGPRVLGESPKSRKV
PHTVLNLKEPLYVGGAPDFSKLARA
IAAVSSGFDGAIQLVSLGGRQLLTPEH
VLRQVDVTSFAGHPCTRASGHPCLN
GASCVPREAAYVCLCPGGFSGPHCE
KGLVEKSAGDVDTLAFDGRTFVEYL
NAVTESELANEIPVPETLDSGALHSE
KALQSNHFELSLRTEATQGLVLWSG
KATERADYVALAIVDGHLQLSYNLGS
QPVVLRSTVPVNTNRWLRVVAHRE
QREGSLQVGNEAPVTGSSPLGATQL




DTDGALWLGGLPELPVGPALPKAYG
TGFVGCLRDVVVGRHPLHLLEDAVT
KPELRPCPTP




